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SUPPLEMENTAL METHODS 
 

Proteolysis and mass spectrometry analysis 

Method A (Trypsin in-gel digestion): The LV protein extract (50µg) was loaded onto two 

different SDS-PAGE gradient gels (4-15% and 10-20%, BioRad). Both gel lanes were cut 

into 70 pieces using Mickle gel slicer prior to in-gel digestion. Gel pieces were subsequently 

treated with DTT (6.5mM in 50mM ammonium bicarbonate, pH 8.5) and iodoacetamide 

(54mM in 50mM ammonium bicarbonate, pH 8.5) for respective reduction and alkylation of 

cysteine residues. The alkylated proteins were digested with trypsin (Roche Diagnostics, 

Almere, The Netherlands) for 16hr at 37oC. After digestion, the supernatants were collected 

and the remaining gel pieces were extracted with acetonitrile. 

The MS analysis was performed using a nano LC−LTQ-FTICR (Thermo, San Jose, CA). An 

Agilent 1200 series LC system was equipped with a 20mm Aqua C18 (Phenomenex, 

Torrance, CA) trapping column (packed in-house; inner diameter, 100μm; resin, 5μm) and a 

400mm ReproSil-Pur C18-AQ (Dr. Maisch, GmbH, Ammerbuch, Germany) analytical 

column (packed in-house; inner diameter, 50μm; resin, 3μm). Trapping was performed at 

5μL/min for 10 min in solvent A (0.1 M acetic acid in water), and elution was achieved with 

a gradient of 10−35% B (0.1 M acetic acid in 80/20 acetonitrile/water) in 45 min in a total 

analysis time of 60 min. The flow rate was passively split to 100nL/min when performing the 

elution analysis. Nanospray was achieved using a distally coated fused-silica emitter (New 

Objective, Cambridge, MA) (outer diameter, 360μm; inner diameter, 20μm; tip inner 

diameter, 10 μm) biased to 1.7 kV. The LTQ-FTICR mass spectrometer was operated in data-

dependent mode, automatically switching between MS and MS/MS. Full-scan MS spectra 

(150−1500 m/z) was acquired to a target value of 100,000 . The two most intense peaks above 

a threshold of 500 were selected for collision induced dissociation in the linear ion trap at 

normalized collision energy of 35% after accumulation to a target value of 10,000. 

 

Method B (Lys-C/Trypsin In-solution digestion): 50µL (200µg protein amount) was diluted 

to 200µL total volume with 96mg of urea to get final urea concentration of 8M. 

Subsequently, digestion with 4μg Lys-C (Roche Diagnostics, Almere, The Netherlands) for 

4hr at 37°C, was followed by reduction with 2μM Dithiothreitol for 15min at 65 °C and 

alkylation with 4μM iodoacetamide in the dark for 30 minutes at room temperature. Further 

digestion was performed in 2M urea with 4μg trypsin (Roche Diagnostics, Almere, The 

Netherlands) for 16hr at 37°C. The resulting peptide mixture was separated using strong 
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cation exchange (SCX) as described previously [1]. Briefly, prior to SCX fractionation, the 

trypsin digested samples were desalted using a small plug of C18 material (3M Empore C18 

extraction disk) packed into a GELoader tip (Eppendorf) onto which ~10μL of Aqua C18 

(5µm, 200 A0) material was packed. The eluted desalted peptide mixture was dried in vacuo 

and subsequently reconstituted in 10% formic acid. SCX was performed using two in-line 

coupled Zorbax BioSCX-Series II columns (Agilent Technologies, Amstelveen, The 

Netherlands; 0.8mm inner diameter x 50mm L, 3.5µm), a FAMOS autosampler (LC-packing, 

Amsterdam, The Netherlands) and a Shimadzu LC-9A binary pump and a SPD-6A UV-

detector (Shimadzu, Tokyo, Japan). After injection, the first 5 minutes were ran isocratic at 

100 % solvent A (20 % acetonitrile, 0.05 % formic acid, pH 3.0), followed by a linear 

gradient of 1 % min-1 solvent B (500mM KCl in 20 % acetonitrile and 0.05 % formic acid, 

pH 3.0). A total of 50 SCX fractions (1 min each, i.e. 50μl elution volume) were manually 

collected and dried in a vacuum centrifuge.  

The 50 dried SCX fractions were diluted in 20µl of 10% formic acid, and 10µl of these were 

subjected to nano LC−LTQ-Orbitrap (Thermo, San Jose, CA). The LC set up was the same as 

described above in method A. The LTQ-Orbitrap mass spectrometer was operated in data-

dependent mode, automatically switching between MS and MS/MS. Full-scan MS spectra 

(350−1500 m/z) were acquired with a resolution of 60,000 at 350 m/z after accumulation to a 

target value of 500,000 . The two most intense peaks above a threshold of 500 were selected 

for collision induced dissociation in the linear ion trap at normalized collision energy of 35% 

after accumulation to a target value of 10,000. 

 

Method C (Lys-C/chymotrypsin In-solution digestion): 100 µg of protein material was taken 

up in 8M urea and reduced and alkylated as described above in method B samples. Primary 

digestion was performed using 2μg Lys-C similarly as above, followed by digestion with 2μg 

chymotrypsin (Roche Diagnostics, Almere, The Netherlands) in 2M urea for 16hr at 37 °C 

prior to SCX fractionation. A refined SCX-method was performed as reported previously [2] 

using an Agilent 1100 HPLC system (Agilent Technologies) with two C18 Opti-Lynx 

(Optimized Technologies, Oregon OR) guard columns and a polysulfoethyl A SCX column 

(PolyLC, Columbia, MD; 2.1mm inner diameter x 200mm, 5µm, 200-Å). The digested tissue 

lysate was dissolved in 0.05% formic acid (FA), and loaded onto the guard column at 

100µl/min and subsequently eluted onto the SCX column with 80% acetonitrile (ACN) and 

0.05% formic acid. Separation of different peptide populations was performed using a 

nonlinear 65 min gradient: from 0 to 10 min, 100% solvent A (5mM KH2PO4, 30% 
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acetonitrile, pH 2.7); from 10 to 15 min, up to 26% solvent B (5mM KH2PO4, 30% 

acetonitrile, 350mM KCl, pH 2.7); from 15 to 40 min, to 35% solvent B; and from 40 to 45 

min, to 60% solvent B. At 49 min, the concentration of solvent B was 100%. The column was 

subsequently washed for 6 min with high salt concentration and finally equilibrated with 

100% solvent A for 9 min. The flow rate applied during the SCX gradient was 200μL/min. A 

total of 50 fractions were collected and dried in a vacuum centrifuge.  

The analysis was performed using a nano LC−Orbitrap-ETD (Thermo, San Jose, CA). An 

Agilent 1200 series LC system was connected to an Orbi-trap Mass Spectrometer with an 

ETD source at the back. LC set up as well as elution gradient is same as described in method 

A and B with 90 min analysis time. The LTQ-Orbitrap-ETD mass spectrometer was operated 

in data-dependent mode, automatically switching between MS and MS/MS. Full-scan MS 

spectra (350−1500 m/z) were acquired with a resolution of 60,000 at 350 m/z after 

accumulation to a target value of 500,000. Parent ions were isolated for a more accurate 

measurement by performing a single ion monitoring scan and fragmented by CAD and 

ETcaD in data-dependent mode. Ions were fragmented using CAD with normalized collision 

energy of 35 and 30 ms activation time. ETD fragmentation was performed with supplemental 

activation; fluoranthene was used as reagent anion, and ion/ion reaction in the ion trap was 

taking place for 100 ms. 

 
 Method D (Lys-N In-solution digestion): 200μg of lysate was reduced and alkylated as 

described above in method C, followed by Lys-N digestion (from Grifola Frondosa, 

Seikagaku Corp. (Tokyo, Japan). Lys-N was added at a ratio of 1:85 (w/w) and the sample 

was incubated overnight at 37 °C. The digest was dried in vacuo and re-suspended in 0.05% 

formic acid (FA), followed by a refined SCX fractionation as mentioned in method C. 

The analysis was performed using a nano-LC−LTQ-ETD setup (Thermo, San Jose, CA). An 

Agilent 1200 series LC system was connected to an LTQ-XL-Linerar Ion Trap with an ETD 

source at the back. LC set up as well as elution gradient is same as described in methods A, B 

and C. The LTQ-ETD mass spectrometer was operated in data-dependent mode, 

automatically switching between MS and MS/MS. Full-scan MS spectra (350−1500 m/z) was 

acquired with an automatic gain control value of 100,000. Parent ions were isolated for a 

more accurate measurement by performing a single ion monitoring scan and fragmented by 

CID and ETcaD. Ions were fragmented using CAD with normalized collision energy of 35% 

and 30 ms activation time. ETcaD fragmentation was performed with supplemental 
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activation; fluoranthene was used as reagent anion, and ion/ion reaction in the ion trap was 

taking place for 100 ms. 
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SUPPLEMENTAL RESULTS AND DISCUSSION 

Redundancy Reduction and Combination of Data 

127,091 out of 130,019 (98%) spectra matched to two-unique peptides-per-protein 

category “high quality data”. These spectra identified 36,124 peptides (95%) belonging to 

2,049 unique proteins (57%). Typically, the problem with the two-peptides-per-protein 

demand is that in a single dataset a large part of proteins is identified with a single unique 

peptide sequence (43% of total spectra), even when all individual spectra are within the 

threshold of below 1% FDR. This may be due to relative low expression of proteins with 

abundance levels close to the mass spectrometer’s dynamic range limitation. To partly 

overcome this issue, we applied the different proteases, to generate a larger variety of 

peptides and hence increase the potential to identify more than one unique peptide sequence 

per protein. For instance, β-adrenergic receptor kinase 1, which was observed at 1310th 

position of total 3,584 proteins identified, has minimum 2 unique peptides in which one 

unique peptide was from trypsin in-solution digestion whereas another unique peptide was in 

the chymotrypsin CID experiment (Supplemental Table 1). Due to computation limitations, 

not all data could be combined for a single Mascot search. Therefore the data of the single 

peptide sequence identifications from the seven analyses (I-VII) were combined and 

investigated for overlapping protein identifications. In this way an additional 262 proteins 

could be included in the high quality protein dataset achieving a gain of 11% and resulting in 

a final high quality protein dataset with 2,306 proteins (Supplemental Table 2).  

 

Complementary Quantitative Information Contributed by different proteases  

Supplemental figure 2A shows the contribution of the different proteases in terms of relative 

spectral coverage in the form of heat map. Since trypsin yielded by far most spectra, direct 

comparison of Fabb values between the four methods is not feasible. Therefore, the spectral 

counts (n) of every protein i in method A, B, C and D were normalized to the total spectral 

counts (N) of method A-I, through the following calculation: 

nnormalized, methodX = (Ntotal, methodX / Ntotal, methodA-I) * nprotein i 

With these normalized spectral counts (nnormalized, methodX) a relative spectral coverage for each 

protein in each dataset (method A, B, C and D) was calculated by dividing the normalized 

spectral count by the sum of all normalized spectral counts over each dataset for each protein. 

As seen in supplemental figure 2, all red areas show protein identifications where a particular 

method yielded a high relative spectral coverage and thus a higher abundance in one 
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particular method. It shows that each dataset yielded a significant amount of extra 

information to the total dataset. The clustering analysis also shows that the two trypsin 

datasets are more alike than the LysN and LysC/Chymotrypsin datasets, as expected. The 

individual contribution is demonstrated further in supplemental figures 2B-E where the 

relative spectral coverage contribution is plotted for proteins where a particular method 

delivered >50% of relative spectral coverage for around 40 proteins each. These data indicate 

that when performing quantitation by means of spectral counting, a multiple protease setup is 

crucial to quantify more confidently. 

 

Abundant GTPase signaling nodes of the human LV  

The small GTPase proteins are a class of signaling proteins that are also heavily 

involved in the functioning of the ventricle by acting as GDP-GTP-regulated molecular 

switches. The small GTPases can be classified in five main families: Ras, Rho, Rab, Arf and 

Ran [3]. They are activated by proteins referred to as GEFs (Guanine Exchange Factors), 

which promote the exchange of GDP for GTP. GAPs (GTPase Activating Proteins), promote 

the intrinsic GTPase activity whereby GTP is converted to GDP and the GTPase becomes 

inactivated. For Rab and Rho, an additional level of regulation is induced by GDIs (Guanine 

Dissociation Inhibitors) which sequester the GTPases in the cytoplasm, away from their 

functional environment at the membrane. Most functional studies on GTPases in the heart 

have focused on Ras, RhoA and Rac1 [4]. All three cause hypertrophic gene expression when 

expressed as constitutively active mutants in cardiac myocytes. Also in animal models 

several other cardiac pathologies are linked to over activity of one of these small GTPases. 

Currently, not much additional functional information on any other GTPases is available in 

the cardiac context, while our overview clearly identifies the presence of many more specific 

GTPases. In total, we identified 109 GTPase signaling related proteins, of which 69 proteins 

were classified in a concentration dependent manner to the above-mentioned 5 main families 

of small GTPases (Supplemental figure 5). They are classified in 5 different functional 

subcategories: GTPases, GAPs, GEFs, GDIs and other reported interactors. In agreement 

with current literature, also in our data, the Ran GTPase is most abundant [5]. Also the 

above-mentioned RhoA and Rac1 were found, however Rac1 was only observed with one 

unique peptide sequence. For the Ras family, RRAS2 (also called TC21) was found most 

abundant, closely followed by RRAS2. The Arf family is represented by SAR1A, Arf1, 

ARL3 and SAR1B in the higher abundance region. Interestingly, SAR1A dependent COPII-

coated vesicles have recently been assigned to regulate trafficking of several crucial cardiac 
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receptors (ß1-adrenergic and angiotensin type II receptor) [6]. SAR1B mutations are linked to 

cardiac and muscle abnormalities [7]. The Rho family is represented by its most common 

members, RhoA, Cdc42 and Rac1. Overall the GTPases of all families are widely distributed 

in terms of their abundance in the LV proteome. In contrast, several of the GTPase associated 

signaling proteins have different distributions. For instance the GDIs seem relatively high 

abundant, whereas the GEFs observed are overall of lower abundance. The GAPs have a 

wide distribution, although the RhoGAPs (and also the RhoGEFs) seem relatively more 

abundant than the ones connected to the other classes. 

 

Data Availability 

The scaffold data of the four described methods can be downloaded at 

ProteomeCommons.org. 

 

Method A (2 datasets) : Title: Heart Analysis_Method A-I (Trypsin in-gel digestion)  

9xKYUeM9tO1nVi81gjned4wshvhpzjaIAB6EONrSHnGlNw/i7mQzr+FKFsM5pZiVvDiTcl

71MkOGfPgKbjappYgb6IwAAAAAAAABww==  

Title: Heart Analysis_Method A-II_Trypsin_IG  

J8psmAXlDt3skfNsF/MAGtZCo8CbCV81t0tpx4s9+JOjCDWYELJgLoxu5iTwFAo+uS5Y5

ZdZCch30paQHr4kKU4ccGYAAAAAAAAByA==  

 

Method B (1 dataset): Title: Heart Analysis_Method B_Trypsin_IS  

fm++LOF9+r1a2g6P5epvBpw34tah1CfWd/FQYGinWETuRlQfAFsWNs7r9+Hhg2NPIDTO

AVEFdA5BkW8OFkzqAP+bHlMAAAAAAAABuQ==  

 

Method C (2 datasets): Title: Heart Analysis_Method C-I_chymo_CID  

bPMs2/ADsznaQ6VzwbkzKPl6lHpHKM44H91HjQjbbP/lp8znVOlGLlKBeYnclMloPSaSK

YTGSp2pAC9FXdIygEbBfKsAAAAAAAABvg==  

Title: Heart Analysis_Method C-II_chymo_ETD  

2EdTNjySmwndwS+viD58ZxXvd5e4NbMj+9RXiEGWj3YmdAm7VEgsZaIzryqqQqBhU+

gdnoBB7UJklImZNtbxDtCKC6UAAAAAAAABxQ==  

 

Method D (2 datasets): Title: Heart Analysis_D-I_LysN_CID  

+G2zLL8YsCARn+T1+B4DAZmUDZarmLHr5KusWFWlIeA76YAQChl2LZjq4RW6N+sp

3z3b35WH8ptwOUUPrPekjuj/UeUAAAAAAAABqw==  
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Title: Heart Analysis_Method D-II_LysN_ETD  

k0slf+5JsW4JAQIRzTiUQMf5PmgWCVjlZjo8jMSxy3PtTyVJYjpcQXdtvsZ/68aGuF2Fwh

DXjUg45Cijac1VLwI6PigAAAAAAAABvg==  
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SUPPLEMENTAL FIGURES 

Supplemental figure 1. Flow chart demonstrating the data analysis pipeline used for the 4 

methods. The subsequent division into “High Quality data” and single-peptide match data is 

also depicted.  
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Supplemental figure 2. Specific Spectral Contribution of individual proteases increases 

the accuracy of absolute protein abundance  

(A) Hierarchical clustering analysis was carried out for the overall top 500 proteins (based on 

the overall Fabb calculated by the normalized spectral counts). Only proteins with a minimum 

of 2 unique peptides and at least 5 spectra were considered. The heat map was generated with 

a gradient color spectrum going from red (high relative spectral contribution) to green (low 

relative spectral contribution). All red areas show protein identifications where a particular 

method yielded a high relative spectral coverage and thus a higher abundance in that 

particular method. Proteins which were identified with at least 50% relative spectral coverage 

by a single analysis method were selected:  (B) Trypsin in-gel (41 proteins) (C) Trypsin-in 

solution (41 proteins), (D) LysC/chymotrypsin (39 proteins) and (E) Lys-N (20 proteins). 
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Supplemental figure 3. Known cardiovascular disease biomarkers identified in human 

left ventricle 

The absolute concentration (ng/mg of total protein concentration) of top 200 proteins is 

depicted. A detailed list of currently identified biomarkers used for various diagnostics in 

CVD is mentioned. For acronyms, refer to supplemental table 2. Abbreviations are gene 

names from Uniprot/Swissprot (www.expasy.org). 
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Supplemental Figure 4. Phosphatases observed in human left ventricle 

Absolute concentrations of the 19 “high quality” phosphatases (blue squares) and 4 

regulatory subunits (red circles) observed in the human left ventricle is sorted by phosphatase 

family. For acronyms and their meaning refer to supplemental table 6. 
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Supplemental Figure 5. Absolute concentrations of the 69 “high quality” GTPase signaling 

proteins observed in the human left ventricle is sorted by five main classes (Ras=yellow 

circle, Rho=green circle, ARF=red square, Ran=blue square, Rab=pink triangle). For 

acronyms and their meaning refer to supplemental table 8. 
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SUPPLEMENTAL TABLES  

Supplemental Table 1. List of proteins identified from four different methods which are 

shown in Figure 1. The table includes protein accession number, Uniprot code number, gene 

name, molecular weight, protein name, number of unique peptides and number of spectral 

counts as well as their respective molecular function and biological processes. 

 

Supplemental Table 2. List of proteins which have met ≥ 2 unique peptide per protein 

criteria. The table includes protein accession number, Uniprot code number, gene name, 

molecular weight, protein name, number of unique peptides and number of spectral counts as 

well as their respective molecular function and biological processes. 

 

Supplemental Table 3. List of top 200 proteins ranked by their spectral count index Fabb.  

 

Supplemental Table 4. List of 2,306 proteins with their respective protein concentrations 

(ng/mg of total protein) estimated based on APEX. 

 

Supplemental Table 5. List of proteins present in both plasma and LV ranked by their 

abundance in each. Proteins in the Top200 of plasma and present in our LV proteome (A), as 

well as proteins in the Top200 of LV and also present in plasma (B) are highlighted. All other 

overlapping LV and plasma proteins are also listed (C). 

 

Supplemental Table 6. List of signaling proteins observed in our data set. Protein kinases 

(Supplemental Table 5A) and protein phosphatases (Supplemental Table 5B) are listed with 

their respective kinase/phosphatase family, Uniprot code number, gene name, molecular 

weight, protein name and concentrations (ng/mg). 

 

Supplemental Table 7. List of phosphorylated proteins observed in our data set. The table 

describes protein accession number, Uniprot code number, gene name, protein name, and 

their respective phosphorylation sites and substrates.  

 

Supplemental Table 8. List of small GTPase proteins which are observed in our data set. 

The table includes GTPase protein accession number, Uniprot code number, gene name, 
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molecular weight, protein name, concentration (ng/mg) as well as their respective molecular 

function and biological processes.  

 

Supplemental Table 9. List of uncharacterized proteins which are observed in our data set.  
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Supplemental Table 1. All proteins identified in the four methods. The roman numbers refer to the different methods described in Figure 1.

I II III IV V VI II I II III IV V VI VII
MYG_HUMAN P02144 MB Myoglobin OS=Homo sapiens GN=MB PE=1 SV=2 17166.4 23 19 24 11 12 16 22 127 503 282 453 90 240 305 481 2354 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
ENOA_HUMAN P06733 ENO1 (ENO1L1) (MBPB1) (MPB1)Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=247152.2 19 4 18 8 15 7 6 77 77 6 88 13 43 13 11 251 Lyase Glycolysis Glycolysis->Enolase;;High Quality
HBB_HUMAN P68871 HBB Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=215980 14 14 18 18 20 7 2 93 335 164 338 141 239 106 33 1356 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
HBA_HUMAN P69905 HBA1; HBA2 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=215239.6 9 9 13 12 15 5 6 69 161 115 323 192 188 48 95 1122 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
KCRM_HUMAN P06732 CKM (CKMM) Creatine kinase M-type OS=Homo sapiens GN=CKM PE=1 SV=243083.6 31 18 48 20 23 17 21 178 521 267 684 445 656 84 193 2850 Other kinase Muscle contraction 0 High Quality
MDHM_HUMANP40926 MDH2 Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=235513.7 22 12 28 12 9 11 10 104 229 57 483 99 131 24 30 1053 Dehydrogenase Tricarboxylic acid pathway0 High Quality
PARK7_HUMAN Q99497 PARK7 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=219873.1 13 9 15 8 7 4 4 60 104 38 65 22 55 13 18 315 Other RNA-binding proteinmRNA transcription regulation;Stress response;Cell proliferation and differentiation0 High Quality
MLRV_HUMAN P10916 MYL2 Myosin regulatory light chain 2, ventricular/cardiac muscle isoform OS=Homo sapiens GN=MYL2 PE=1 SV=318771.8 15 15 17 13 15 8 9 92 173 156 154 87 114 42 67 793 Other actin family cytoskeletal protein;Calmodulin related proteinMuscle contraction;Muscle development;Cell structure and motility0 High Quality
KAD1_HUMAN P00568 AK1 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=321617.1 20 18 20 4 7 9 8 86 164 72 148 34 30 26 24 498 Nucleotide kinase Nucleoside, nucleotide and nucleic acid metabolismDe novo purine biosynthesis->Adenylate kinase;;High Quality
AATC_HUMAN P17174 GOT1 Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=346230.1 21 14 31 16 22 8 10 122 210 38 164 74 105 16 21 628 Transaminase Amino acid metabolismAsparagine and aspartate biosynthesis->Aspartate aminotransferase;;Tyrosine biosynthesis->Aromatic amino acid aminotransferase;;Phenylalanine biosynthesis->Aromatic amino acid aminotransferase;;;;High Quality
G3P_HUMAN P04406 GAPDH (GAPD) (CDABP0047) (OK/SW-cl.12)Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=336035.3 24 11 23 14 23 11 14 120 263 58 504 212 307 100 59 1503 Molecular function unclassifiedBiological process unclassified0 High Quality
LDHA_HUMAN P00338 LDHA (PIG19) L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=236671.2 17 2 16 8 6 9 6 64 71 2 42 17 29 19 14 194 Dehydrogenase Glycolysis 0 High Quality
HSP7C_HUMAN P11142 HSPA8 (HSC70) (HSP73) (HSPA10)Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=170881.8 23 13 27 9 14 7 3 96 132 59 105 28 70 14 4 412 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
KCRS_HUMAN P17540 CKMT2 Creatine kinase, sarcomeric mitochondrial OS=Homo sapiens GN=CKMT2 PE=1 SV=247487.6 20 8 36 10 13 11 10 108 370 66 686 117 196 70 114 1619 Other kinase Muscle contraction 0 High Quality
ENOB_HUMAN P13929 ENO3 Beta-enolase OS=Homo sapiens GN=ENO3 PE=1 SV=346970.2 25 10 29 11 11 9 10 105 154 30 241 31 46 21 40 563 Lyase Glycolysis Glycolysis->Enolase;;High Quality
DECR_HUMAN Q16698 DECR1 (DECR)2,4-dienoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=DECR1 PE=1 SV=136050.9 19 5 19 12 14 10 7 86 159 18 110 49 140 35 23 534 Dehydrogenase;ReductaseFatty acid beta-oxidation0 High Quality
FABPH_HUMAN P05413 FABP3 (FABP11) (MDGI)Fatty acid-binding protein, heart OS=Homo sapiens GN=FABP3 PE=1 SV=414840.5 16 17 23 9 14 6 2 87 205 142 270 64 306 7 2 996 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
EF1A2_HUMAN Q05639 EEF1A2 (EEF1AL) (STN)Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=150452.6 18 3 22 10 14 9 4 80 145 10 290 52 88 36 28 649 Translation elongation factorTranslational regulation0 High Quality
MYPC3_HUMANQ14896 MYBPC3 Myosin-binding protein C, cardiac-type OS=Homo sapiens GN=MYBPC3 PE=1 SV=3140588.5 43 16 56 15 24 13 11 178 201 38 171 51 104 30 31 626 Molecular function unclassifiedMuscle contraction 0 High Quality
ALBU_HUMAN P02768 ALB (GIG20) (GIG42) (PRO0903) (PRO1708) (PRO2044) (PRO2619) (PRO2675) (UNQ696/PRO1341)Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=269348.9 48 20 93 23 35 31 30 280 713 201 1129 197 299 160 170 2869 Other transfer/carrier proteinTransport 0 High Quality
CYC_HUMAN P99999 CYCS (CYC) Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=211731.4 10 14 14 2 3 10 10 63 82 113 106 2 10 86 94 493 Mitochondrial carrier proteinOxidative phosphorylation;Apoptotic processesApoptosis signaling pathway->Cytochrome C;;ATP synthesis->Cyt C;;;High Quality
THEM2_HUMANQ9NPJ3 ACOT13 Thioesterase superfamily member 2 OS=Homo sapiens GN=THEM2 PE=1 SV=114942.6 4 6 5 1 4 3 3 26 12 12 37 7 19 5 12 104 Esterase Acyl-CoA metabolism0 High Quality
S10A6_HUMAN P06703 S100A6 (CACY)Protein S100-A6 OS=Homo sapiens GN=S100A6 PE=1 SV=110162.4 3 3 2 2 2 2 14 13 17 2 8 8 0 10 58 Growth factor;Calmodulin related proteinSignal transduction;Cell cycle control;Cell proliferation and differentiation0 High Quality
ACBP_HUMAN P07108 DBI Acyl-CoA-binding protein OS=Homo sapiens GN=DBI PE=1 SV=210026.8 7 11 7 3 5 5 4 42 35 62 33 6 12 15 23 186 Other receptor;Other transporterLipid and fatty acid transport;Vitamin/cofactor transport;Transport0 High Quality
TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=226651.1 20 14 30 10 10 7 6 97 112 51 228 51 65 14 8 529 Isomerase Glycolysis;Other metabolism0 High Quality
PPIA_HUMAN P62937 PPIA (CYPA) Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=217994.9 10 7 6 6 6 5 7 47 73 18 28 68 132 16 26 361 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
PRDX3_HUMAN P30048 PRDX3 (AOP1)Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=327674.7 8 6 12 7 9 1 3 46 35 13 74 39 34 5 5 205 Peroxidase Antioxidation and free radical removal0 High Quality
MYH7_HUMAN P12883 MYH7 (MYHCB)Myosin-7 OS=Homo sapiens GN=MYH7 PE=1 SV=5 223085.9 212 127 190 20 36 80 78 743 2907 1034 1238 92 259 270 354 6154 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
MDHC_HUMAN P40925 MDH1 (MDHA)Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=436408.9 23 9 27 15 23 11 9 117 206 27 325 137 248 34 39 1016 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Malate Dehydrogenase;;High Quality
ANXA6_HUMANP08133 ANXA6 (ANX6)Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=375859.5 41 5 42 8 14 10 12 132 161 10 150 18 50 18 25 432 Transfer/carrier protein;AnnexinBiological process unclassified0 High Quality
MYL3_HUMAN P08590 MYL3 Myosin light chain 3 OS=Homo sapiens GN=MYL3 PE=1 SV=321914.5 15 10 19 8 8 6 8 74 137 69 157 55 86 44 52 600 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
PGAM2_HUMANP15259 PGAM2 (PGAMM)Phosphoglycerate mutase 2 OS=Homo sapiens GN=PGAM2 PE=1 SV=328748.9 20 9 26 5 6 4 5 75 98 39 212 21 18 13 31 432 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
ES1_HUMAN P30042 C21orf33 (HES1) (KNPI)ES1 protein homolog, mitochondrial OS=Homo sapiens GN=C21orf33 PE=1 SV=328151.6 11 3 14 9 12 8 5 62 58 13 81 23 47 13 14 249 Molecular function unclassifiedBiological process unclassified0 High Quality
LDHB_HUMAN P07195 LDHB L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=236620.6 23 8 30 13 13 14 12 113 341 59 299 132 163 73 105 1172 Dehydrogenase Glycolysis 0 High Quality
CRIP2_HUMAN P52943 CRIP2 (CRP2) Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=122474.5 6 3 5 3 3 7 5 32 41 19 36 14 11 23 21 165 Actin binding cytoskeletal proteinMuscle development 0 High Quality
ACADM_HUMANP11310 ACADM Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADM PE=1 SV=146571.5 17 5 22 14 18 7 6 89 97 10 184 92 96 12 13 504 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
KCRB_HUMAN P12277 CKB (CKBB) Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=142627.1 17 6 20 10 12 7 6 78 158 42 228 68 76 21 16 609 Other kinase Muscle contraction 0 High Quality
PEBP1_HUMAN P30086 PEBP1 (PBP) (PEBP)Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=321038.9 14 11 16 9 8 6 6 70 79 57 89 64 48 16 22 375 Transfer/carrier protein;Kinase inhibitorOther signal transductionFGF signaling pathway->Raf-1 kinase inhibitor protein;;EGF receptor signaling pathway->Raf-1 kinase inhibitor protein;;;High Quality
GSTO1_HUMANP78417 GSTO1 (GSTTLP28)Glutathione transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=227549.2 12 1 6 5 5 3 6 38 24 1 7 20 11 5 6 74 Other transferase Detoxification;Antioxidation and free radical removal0 High Quality
ALDOA_HUMANP04075 ALDOA (ALDA)Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=239402.6 27 23 39 15 16 13 13 146 260 115 380 151 133 46 84 1169 Aldolase Glycolysis Fructose galactose metabolism->Fructose bisphosphate aldolase;;Glycolysis->Aldolase;;;High Quality
TYB10_HUMAN P63313 TMSB10 (PTMB10) (THYB10)Thymosin beta-10 OS=Homo sapiens GN=TMSB10 PE=1 SV=25008 1 1 1 1 1 1 6 1 1 1 2 3 8 16 Molecular function unclassifiedBiological process unclassified0 Matchup
SCOT_HUMAN P55809 OXCT1 Succinyl-CoA:3-ketoacid-coenzyme A transferase 1, mitochondrial OS=Homo sapiens GN=OXCT1 PE=1 SV=156140.8 20 9 16 10 9 7 10 81 108 44 145 34 25 12 31 399 Other transferase Carbohydrate metabolism;Fatty acid metabolism;Coenzyme metabolism0 High Quality
THIL_HUMAN P24752 ACAT1 (ACAT) (MAT)Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=145181.8 21 14 39 19 19 10 9 131 251 89 390 107 101 37 33 1008 Acetyltransferase Protein acetylation 0 High Quality
CSRP3_HUMAN P50461 CSRP3 (CLP) (MLP)Cysteine and glycine-rich protein 3 OS=Homo sapiens GN=CSRP3 PE=1 SV=120950.5 10 4 13 7 8 10 10 62 71 18 95 46 55 39 62 386 Actin binding cytoskeletal proteinMuscle development 0 High Quality
SODC_HUMAN P00441 SOD1 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=215917.3 6 5 12 5 7 4 7 46 42 22 87 19 31 9 19 229 Other oxidoreductase Immunity and defense0 High Quality
FABP5_HUMAN Q01469 FABP5 Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=315146.4 8 7 16 5 6 5 8 55 30 26 107 9 26 7 14 219 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
CRYAB_HUMANP02511 CRYAB (CRYA2)Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=220141.4 21 21 17 7 6 4 5 81 90 94 55 16 15 19 33 322 Structural protein Muscle contraction;VisionAngiogenesis->Heat-Shock Protein 27;;High Quality
TPM1_HUMAN P09493 TPM1 (C15orf13) (TMSA)Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=232692 29 42 23 5 7 16 20 142 103 181 123 9 50 56 90 612 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
PGM1_HUMAN P36871 PGM1 Phosphoglucomutase-1 OS=Homo sapiens GN=PGM1 PE=1 SV=361433 29 5 23 12 11 12 9 101 96 7 88 29 64 29 41 354 Mutase Monosaccharide metabolism0 High Quality
PRDX6_HUMAN P30041 PRDX6 (AOP2) (KIAA0106)Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=325018.1 11 4 14 3 6 6 4 48 23 7 70 5 19 11 5 140 Peroxidase Antioxidation and free radical removal0 High Quality
ANXA2_HUMANP07355 ANXA2 (ANX2) (ANX2L4) (CAL1H) (LPC2D)Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=238588.1 24 8 18 10 12 8 9 89 86 11 98 22 30 16 21 284 Transfer/carrier protein;AnnexinIntracellular protein traffic;Mesoderm development;Cell structure and motility0 High Quality
IGKC_HUMAN P01834 IGKC Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=111590.5 7 10 4 1 1 1 24 49 107 10 1 2 2 171 Molecular function unclassifiedBiological process unclassified0 High Quality
SUCB1_HUMAN Q9P2R7 SUCLA2 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=350300.1 20 5 17 8 11 14 13 88 103 13 51 40 50 19 24 300 Synthetase;Ligase Tricarboxylic acid pathway;Coenzyme and prosthetic group metabolism0 High Quality
1433G_HUMAN P61981 YWHAG 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=228285.1 6 6 5 4 5 6 8 40 48 32 9 12 26 11 26 164 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ETFB_HUMAN P38117 ETFB (FP585) Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=327825.5 20 14 27 7 11 5 6 90 184 83 109 18 61 18 18 491 Hydroxylase Other pathways of electron transport0 High Quality
ETFA_HUMAN P13804 ETFA Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=135062.1 14 2 24 14 15 10 9 88 77 2 151 88 77 22 26 443 Molecular function unclassifiedBiological process unclassified0 High Quality
UGPA_HUMAN Q16851 UGP2 (UGP1) UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=556924 23 3 22 4 10 6 9 77 74 5 61 11 48 15 25 239 Nucleotidyltransferase Other polysaccharide metabolism0 High Quality
HPT_HUMAN P00738 HP Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=1 45186.9 18 11 13 6 5 1 3 57 43 24 41 15 32 2 11 168 Serine protease Proteolysis;Stress response;Other blood circulation and gas exchange activity0 High Quality
PRDX1_HUMAN Q06830 PRDX1 (PAGA) (PAGB) (TDPX2)Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=122092.9 17 12 19 5 9 7 10 79 86 20 100 18 24 10 19 277 Peroxidase Antioxidation and free radical removal0 High Quality
ACON_HUMAN Q99798 ACO2 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=285410 49 15 46 22 35 25 24 216 517 76 348 163 280 110 97 1591 Dehydratase;Hydratase Tricarboxylic acid pathway0 High Quality
HCDH_HUMAN Q16836 HADH (HAD) (HADHSC) (SCHAD)Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial OS=Homo sapiens GN=HADH PE=1 SV=234260.1 17 6 23 5 5 8 7 71 103 14 103 16 9 17 15 277 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
PGK1_HUMAN P00558 PGK1 (PGKA) (MIG10) (OK/SW-cl.110)Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=344597.3 31 12 35 9 11 12 19 129 215 33 303 12 16 41 55 675 Carbohydrate kinase Glycolysis Glycolysis->Phosphoglycerate kinase;;High Quality
A1AT_HUMAN P01009 SERPINA1 (AAT) (PI) (PRO0684) (PRO2209)Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=346719.9 30 15 32 12 13 17 14 133 301 49 241 52 40 52 108 843 Serine protease inhibitorProteolysis Blood coagulation->alpha1-antitrypsin;;High Quality
THIM_HUMAN P42765 ACAA2 3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=241906.2 17 6 33 7 9 9 6 87 123 8 297 23 41 23 12 527 Other transferase Other protein metabolism0 High Quality
PRDX2_HUMAN P32119 PRDX2 (NKEFB) (TDPX1)Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=521874.4 13 13 17 7 14 4 5 73 54 47 66 26 53 13 14 273 Peroxidase Antioxidation and free radical removal0 High Quality
PRDX5_HUMAN P30044 PRDX5 (ACR1) (SBBI10)Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=322008.3 8 7 8 4 5 6 7 45 72 28 28 13 16 9 12 178 Peroxidase Antioxidation and free radical removal0 High Quality
FABP4_HUMAN P15090 FABP4 Fatty acid-binding protein, adipocyte OS=Homo sapiens GN=FABP4 PE=1 SV=314700.7 4 2 11 1 2 2 22 29 4 95 0 4 5 9 146 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
PROF1_HUMAN P07737 PFN1 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 15036.3 8 4 12 3 3 4 6 40 36 5 41 8 8 8 13 119 Molecular function unclassifiedBiological process unclassifiedCytoskeletal regulation by Rho GTPase->Profilin;;High Quality
S10A1_HUMAN P23297 S100A1 (S100A)Protein S100-A1 OS=Homo sapiens GN=S100A1 PE=1 SV=210527.8 3 2 6 1 4 3 19 11 9 49 5 0 25 22 121 Calmodulin related proteinIntracellular signaling cascade0 High Quality
ECH1_HUMAN Q13011 ECH1 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=ECH1 PE=1 SV=235798.2 11 3 20 7 13 6 6 66 73 14 69 30 47 20 45 298 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
A1AG1_HUMANP02763 ORM1 (AGP1) Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=123494.1 8 3 5 1 3 5 3 28 36 9 8 3 5 7 5 73 Other miscellaneous function proteinImmunity and defense0 High Quality
AATM_HUMAN P00505 GOT2 Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=247458.6 26 11 31 17 18 6 10 119 156 24 200 94 232 26 38 770 Transaminase Amino acid metabolismAsparagine and aspartate biosynthesis->Aspartate aminotransferase;;Tyrosine biosynthesis->Aromatic amino acid aminotransferase;;Phenylalanine biosynthesis->Aromatic amino acid aminotransferase;;;;High Quality
APOA1_HUMANP02647 APOA1 Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=130760.5 15 12 11 2 2 9 12 63 38 17 34 8 8 16 33 154 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
SUCA_HUMAN P53597 SUCLG1 Succinyl-CoA ligase [GDP-forming] subunit alpha, mitochondrial OS=Homo sapiens GN=SUCLG1 PE=2 SV=335029.7 6 4 15 6 8 4 5 48 19 8 68 34 48 10 15 202 Synthetase Tricarboxylic acid pathwayTCA cycle->Succinyl CoA Synthetase;;High Quality
S10A4_HUMAN P26447 S100A4 (CAPL) (MTS1)Protein S100-A4 OS=Homo sapiens GN=S100A4 PE=1 SV=111711 3 3 3 1 1 3 3 17 4 4 4 1 3 3 4 23 Calmodulin related proteinMacrophage-mediated immunity0 High Quality
ECHM_HUMAN P30084 ECHS1 Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=431370.2 16 10 18 5 7 11 10 77 66 19 183 12 19 24 21 344 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
TNNC1_HUMANP63316 TNNC1 (TNNC)Troponin C, slow skeletal and cardiac muscles OS=Homo sapiens GN=TNNC1 PE=1 SV=118385.3 8 5 11 4 5 7 6 46 42 10 124 7 12 31 32 258 Actin binding cytoskeletal protein;Calmodulin related proteinCalcium mediated signaling;Muscle contraction;Muscle development0 High Quality
NDRG2_HUMANQ9UN36 NDRG2 (KIAA1248) (SYLD)Protein NDRG2 OS=Homo sapiens GN=NDRG2 PE=1 SV=240780.7 7 2 9 4 4 4 1 31 12 3 36 9 13 5 1 79 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
S10A8_HUMAN P05109 S100A8 (CAGA) (CFAG) (MRP8)Protein S100-A8 OS=Homo sapiens GN=S100A8 PE=1 SV=110816.9 5 3 2 4 8 1 2 25 8 8 2 11 41 1 2 73 Calmodulin related proteinBiological process unclassified0 High Quality
CH10_HUMAN P61604 HSPE1 10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=210913.7 11 13 8 1 1 1 35 39 68 58 0 2 2 1 170 Chaperonin Protein metabolism and modification0 High Quality
ACADV_HUMANP49748 ACADVL (VLCAD)Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=170373.6 38 7 37 22 20 18 14 156 267 16 183 72 138 33 33 742 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
KAD3_HUMAN Q9UIJ7 AK3 (AK3L1) (AK6) (AKL3L)GTP:AMP phosphotransferase mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=425548.3 11 6 10 1 2 4 4 38 20 9 15 4 2 6 6 62 Nucleotide kinase Purine metabolismDe novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
ALDH2_HUMAN P05091 ALDH2 (ALDM)Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=256363.4 21 6 26 4 6 9 10 82 91 8 89 16 21 12 14 251 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
CLIC4_HUMAN Q9Y696 CLIC4 Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=428755.6 14 2 12 3 3 3 4 41 30 3 35 10 31 4 6 119 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
1433E_HUMAN P62258 YWHAE 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=129157 23 8 15 2 4 7 7 66 105 18 53 51 11 21 21 280 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
FKB1A_HUMAN P62942 FKBP1A (FKBP1) (FKBP12)Peptidyl-prolyl cis-trans isomerase FKBP1A OS=Homo sapiens GN=FKBP1A PE=1 SV=211932.7 3 5 6 1 2 2 3 22 12 16 20 3 6 6 10 73 Other isomerase Protein foldingTGF-beta signaling pathway->FK506 binding protein 12KDa;;High Quality
KPYM_HUMAN P14618 PKM2 (PK2) (PK3) (PKM)Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=457919.5 40 11 45 16 20 13 16 161 292 34 698 72 174 31 38 1339 Carbohydrate kinase Glycolysis Glycolysis->Pyruvate kinase;;Pyruvate metabolism->Pyruvate Kinase;;;High Quality
SODM_HUMAN P04179 SOD2 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=224704.6 7 6 16 11 10 3 3 56 40 18 92 46 68 6 8 278 Other oxidoreductase Antioxidation and free radical removal0 High Quality
ALDOC_HUMANP09972 ALDOC (ALDC)Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=239438.2 22 11 29 3 5 4 4 78 125 32 114 25 34 18 9 357 Aldolase Glycolysis Fructose galactose metabolism->Fructose bisphosphate aldolase;;Glycolysis->Aldolase;;;High Quality
MOES_HUMAN P26038 MSN Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 67803.8 31 23 15 2 5 6 11 93 111 68 45 5 20 9 15 273 Actin binding cytoskeletal proteinCell structure 0 High Quality
GSTP1_HUMAN P09211 GSTP1 (FAEES3) (GST3)Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=223338.7 6 4 8 8 6 4 5 41 11 7 85 16 12 10 12 153 Other transferase Detoxification 0 High Quality
TNNI3_HUMAN P19429 TNNI3 (TNNC1)Troponin I, cardiac muscle OS=Homo sapiens GN=TNNI3 PE=1 SV=323990.8 10 9 11 1 1 5 8 45 113 74 71 5 8 18 37 326 Non-motor actin binding proteinMuscle contraction;Muscle development0 High Quality
COF2_HUMAN Q9Y281 CFL2 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1 18719.3 11 9 14 2 3 6 5 50 50 25 90 4 6 11 11 197 Non-motor actin binding proteinCell structureCytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
ATPB_HUMAN P06576 ATP5B (ATPMB) (ATPSB)ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=356542.5 22 21 26 20 25 4 5 123 324 131 473 54 73 22 20 1097 Other ion channel;Hydrogen transporter;ATP synthase;HydrolasePurine metabolism;Electron transportATP synthesis->F1 beta;;High Quality
1433F_HUMAN Q04917 YWHAH (YWHA1)14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=428201.6 14 3 4 1 2 1 25 30 7 5 1 4 1 0 48 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ACTC_HUMAN P68032 ACTC1 (ACTC)Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=142002.1 23 35 15 23 8 104 446 380 93 146 0 43 1108 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
ATPA_HUMAN P25705 ATP5A1 (ATP5A) (ATP5AL2) (ATPM)ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=159734.1 33 18 39 12 19 7 6 134 332 124 226 51 106 12 13 864 Molecular function unclassifiedBiological process unclassified0 High Quality
ACADS_HUMANP16219 ACADS Short-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADS PE=1 SV=144281.1 10 1 9 6 5 2 3 36 19 1 19 16 22 2 4 83 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
NIPS2_HUMAN O75323 GBAS (NIPSNAP2)Protein NipSnap homolog 2 OS=Homo sapiens GN=GBAS PE=1 SV=133725.4 7 2 8 3 4 5 4 33 31 26 17 20 28 12 16 150 Membrane traffic proteinGeneral vesicle transport0 High Quality
CATD_HUMAN P07339 CTSD (CPSD) Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 44535 10 2 8 13 11 5 4 53 53 12 30 36 26 22 16 195 Aspartic protease Proteolysis 0 High Quality
PGAM1_HUMANP18669 PGAM1 (PGAMA) (CDABP0006)Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=228786.8 11 1 10 4 3 2 1 32 20 1 51 45 7 12 5 141 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
CK067_HUMAN Q9H7C9 C11orf67 (PTD015)UPF0366 protein C11orf67 OS=Homo sapiens GN=C11orf67 PE=1 SV=113313.3 8 5 7 1 1 3 3 28 21 9 11 5 3 3 5 57 Molecular function unclassifiedBiological process unclassified0 High Quality
K2C1_HUMAN P04264 KRT1 (KRTA) Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=566001.2 49 41 25 11 14 1 1 142 1410 453 84 32 49 1 1 2030 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PECI_HUMAN O75521 PECI (DRS1) (HCA88)Peroxisomal 3,2-trans-enoyl-CoA isomerase OS=Homo sapiens GN=PECI PE=1 SV=339592.4 7 5 19 2 3 4 5 45 18 14 33 6 20 7 7 105 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
AACT_HUMAN P01011 SERPINA3 (AACT) (GIG24) (GIG25)Alpha-1-antichymotrypsin OS=Homo sapiens GN=SERPINA3 PE=1 SV=247634.9 13 4 9 4 7 4 4 45 63 11 26 10 22 9 11 152 Serine protease inhibitorProteolysis 0 High Quality
DLDH_HUMAN P09622 DLD (GCSL) (LAD) (PHE3)Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=154132.3 22 10 26 14 16 8 11 107 150 29 153 62 109 21 22 546 Dehydrogenase Electron transport 0 High Quality
UB2L3_HUMAN P68036 UBE2L3 (UBCE7) (UBCH7)Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=117844.3 5 3 4 2 1 2 17 8 4 5 4 1 3 0 25 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Parkinson disease->ubiquitin-conjugating enzyme E2E2;;Parkinson disease->ubiquitin-conjugating enzyme E2L3;;;;High Quality
GSTM2_HUMANP28161 GSTM2 (GST4)Glutathione S-transferase Mu 2 OS=Homo sapiens GN=GSTM2 PE=1 SV=225728.5 3 3 7 2 1 5 1 22 6 4 16 3 3 6 1 39 Other transferase Detoxification 0 High Quality
G6PI_HUMAN P06744 GPI Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=463130.4 21 8 25 14 19 9 11 107 151 10 97 38 70 18 38 422 Isomerase Glycolysis;GluconeogenesisPentose phosphate pathway->Glucose-P-Isomerase;;Glycolysis->Phosphoglucose isomerase;;;High Quality
HBD_HUMAN P02042 HBD Hemoglobin subunit delta OS=Homo sapiens GN=HBD PE=1 SV=216037.1 5 3 8 2 3 2 6 29 35 9 15 4 6 3 67 139 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
ATP5J_HUMAN P18859 ATP5J (ATP5A) (ATPM)ATP synthase-coupling factor 6, mitochondrial OS=Homo sapiens GN=ATP5J PE=1 SV=112569.9 1 2 3 1 1 2 1 11 1 2 8 8 17 4 3 43 Hydrogen transporter;SynthaseOxidative phosphorylation;Cation transport0 High Quality
LDB3_HUMAN O75112 LDB3 (KIAA0613) (ZASP)LIM domain-binding protein 3 OS=Homo sapiens GN=LDB3 PE=1 SV=277117.4 19 16 27 10 10 8 6 96 330 154 299 44 35 14 9 885 Actin binding cytoskeletal proteinMuscle development;Heart development;Cell structure;Cell motility0 High Quality
FUMH_HUMAN P07954 FH Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=354619.8 23 11 22 6 9 9 8 88 148 38 185 24 35 19 12 461 Other lyase Amino acid metabolismTCA cycle->Fumarase;;High Quality
SUCB2_HUMAN Q96I99 SUCLG2 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=2 SV=246493.7 20 9 22 4 6 8 8 77 102 16 74 52 52 14 12 322 Synthetase;Ligase Tricarboxylic acid pathway;Coenzyme and prosthetic group metabolism0 High Quality
FHL1_HUMAN Q13642 FHL1 (SLIM1) Four and a half LIM domains protein 1 OS=Homo sapiens GN=FHL1 PE=1 SV=436244 6 1 19 3 5 9 9 52 38 3 101 16 15 27 37 237 Other zinc finger transcription factorMuscle development 0 High Quality
ECHA_HUMAN P40939 HADHA (HADH)Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=282983.9 27 6 41 9 8 12 13 116 159 14 204 30 61 25 24 517 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
DHPR_HUMAN P09417 QDPR (DHPR) Dihydropteridine reductase OS=Homo sapiens GN=QDPR PE=1 SV=225771.5 6 2 10 3 3 5 2 31 12 2 20 3 3 6 2 48 Dehydrogenase;ReductaseAmino acid catabolism;Pterin metabolism0 High Quality
TNNT2_HUMANP45379 TNNT2 Troponin T, cardiac muscle OS=Homo sapiens GN=TNNT2 PE=1 SV=335905.9 12 7 13 2 2 4 7 47 32 25 116 2 9 23 37 244 Actin binding motor proteinMuscle contraction 0 High Quality
CISY_HUMAN O75390 CS Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=251695.7 22 6 20 12 16 4 4 84 166 17 145 47 71 9 7 462 Synthase;Transferase;Other lyaseTricarboxylic acid pathway;Amino acid biosynthesis;Amino acid catabolismPyruvate metabolism->Citrate Synthetase;;TCA cycle->Citrate Synthase;;;High Quality
DOPD_HUMAN P30046 DDT D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=312694.2 4 5 7 4 5 1 26 10 8 13 12 15 0 2 60 Isomerase Macrophage-mediated immunity0 High Quality
CH60_HUMAN P10809 HSPD1 (HSP60)60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=261037.7 32 29 46 8 10 15 13 153 157 100 330 27 30 26 27 697 Chaperonin Protein folding;Protein complex assembly0 High Quality
COF1_HUMAN P23528 CFL1 (CFL) Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 18485.1 8 4 10 1 2 7 10 42 35 23 55 5 7 8 12 145 Non-motor actin binding proteinCell structureCytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
IDH3A_HUMAN P50213 IDH3A Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=139574.5 10 9 13 4 7 3 4 50 43 18 38 26 41 4 5 175 Dehydrogenase Tricarboxylic acid pathway0 High Quality
CYTB_HUMAN P04080 CSTB (CST6) (STFB)Cystatin-B OS=Homo sapiens GN=CSTB PE=1 SV=2 11121.3 2 2 4 3 4 1 16 5 2 39 13 17 0 2 78 Cysteine protease inhibitorProteolysis 0 High Quality
ODPA_HUMAN P08559 PDHA1 (PHE1A)Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=343278.5 14 2 20 5 8 2 1 52 84 19 57 27 21 5 2 215 Dehydrogenase Carbohydrate metabolism0 High Quality
HS90B_HUMAN P08238 HSP90AB1 (HSP90B) (HSPC2) (HSPCB)Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=483249.3 46 9 33 5 8 13 7 121 235 19 106 34 22 23 17 456 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
ALDR_HUMAN P15121 AKR1B1 (ALDR1)Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=335835.9 13 6 18 6 6 6 6 61 31 6 33 16 24 11 10 131 Reductase Other metabolism 0 High Quality
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HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=222764.6 18 9 12 5 4 1 2 51 115 62 98 5 9 2 3 294 Other chaperones Protein folding;Stress responsep38 MAPK pathway->heat shock protein 27kD;;High Quality
K6PF_HUMAN P08237 PFKM (PFKX) 6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=285165.5 34 5 46 12 13 9 7 126 296 13 196 29 29 40 34 637 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
PYGB_HUMAN P11216 PYGB Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=596680.3 32 2 37 15 15 10 15 126 194 7 99 50 60 24 49 483 Phosphorylase Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase a;;;High Quality
HINT2_HUMAN Q9BX68 HINT2 Histidine triad nucleotide-binding protein 2 OS=Homo sapiens GN=HINT2 PE=1 SV=117143.7 3 5 4 1 1 1 15 14 8 8 0 4 1 2 37 Nucleotide phosphataseBiological process unclassified0 High Quality
1433Z_HUMAN P63104 YWHAZ 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=127727.9 12 3 12 2 4 8 10 51 55 15 26 4 8 12 14 134 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ARHL1_HUMAN Q8NDY3 ADPRHL1 (ARH2)[Protein ADP-ribosylarginine] hydrolase-like protein 1 OS=Homo sapiens GN=ADPRHL1 PE=2 SV=140087.7 8 3 9 1 3 4 5 33 19 6 34 3 9 14 12 97 Hydrolase Biological process unclassified0 High Quality
HINT1_HUMAN P49773 HINT1 (HINT) (PKCI1) (PRKCNH1)Histidine triad nucleotide-binding protein 1 OS=Homo sapiens GN=HINT1 PE=1 SV=213784.1 4 2 9 2 3 2 1 23 11 3 38 3 3 5 2 65 Nucleotide phosphataseBiological process unclassified0 High Quality
EFTU_HUMAN P49411 TUFM Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=249524.3 22 9 26 10 16 4 5 92 104 20 142 22 55 8 33 384 Translation elongation factorProtein biosynthesis 0 High Quality
HSPB7_HUMAN Q9UBY9 HSPB7 (CVHSP)Heat shock protein beta-7 OS=Homo sapiens GN=HSPB7 PE=1 SV=118592.7 7 7 9 1 1 1 26 25 28 44 0 5 2 4 108 Other chaperones Protein folding;Stress response0 High Quality
ESTD_HUMAN P10768 ESD S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=231445.6 7 10 3 2 4 3 29 12 21 4 2 5 4 48 Esterase Biological process unclassified0 High Quality
EHD2_HUMAN Q9NZN4 EHD2 (PAST2) EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=261145.2 20 6 16 3 6 1 3 55 61 8 59 9 14 4 5 160 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
DEST_HUMAN P60981 DSTN (ACTDP) (DSN)Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 18488.2 5 2 13 3 5 5 33 12 3 34 0 22 10 5 86 Non-motor actin binding proteinCell structureCytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
TBA1B_HUMAN P68363 TUBA1B Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=150133.7 17 5 2 12 13 8 8 65 131 9 9 36 33 17 21 256 Molecular function unclassifiedBiological process unclassified0 High Quality
ADHX_HUMAN P11766 ADH5 (ADHX) (FDH)Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=439705.8 7 3 14 4 2 6 5 41 19 3 26 14 7 9 9 87 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
1433T_HUMAN P27348 YWHAQ 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=127747.4 8 2 4 2 3 2 3 24 12 5 5 3 6 4 6 41 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
MTCPA_HUMANP56277 MTCP1 (C6.1B)Protein p8 MTCP-1 OS=Homo sapiens GN=MTCP1 PE=1 SV=17728.7 1 2 1 1 5 1 3 1 0 0 1 6 Other miscellaneous function proteinOther signal transduction0 High Quality
TBB2C_HUMAN P68371 TUBB2C Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=149812.7 25 10 32 17 2 6 7 99 192 47 216 62 19 8 11 555 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
CRYM_HUMAN Q14894 CRYM (THBP) Mu-crystallin homolog OS=Homo sapiens GN=CRYM PE=1 SV=133757.1 10 6 9 5 8 5 5 48 46 11 47 18 34 12 14 182 Other lyase Vision 0 High Quality
ADH1B_HUMANP00325 ADH1B (ADH2)Alcohol dehydrogenase 1B OS=Homo sapiens GN=ADH1B PE=1 SV=239836.3 8 10 6 2 6 5 37 19 26 16 14 8 6 89 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
S10AB_HUMAN P31949 S100A11 (MLN70) (S100C)Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=211723.1 5 2 5 1 2 1 16 12 7 9 1 4 0 1 34 Signaling molecule;Calmodulin related proteinDNA replication;DNA replication;Tumor suppressor0 High Quality
ODO1_HUMAN Q02218 OGDH 2-oxoglutarate dehydrogenase E1 component, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3115918.7 38 5 44 6 7 6 9 115 145 7 101 25 25 12 12 327 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->alphaketoglutarate Dehydrogenase;;High Quality
AL9A1_HUMAN P49189 ALDH9A1 (ALDH4) (ALDH7) (ALDH9)4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=353784 11 6 14 3 5 6 2 47 38 10 73 6 10 7 3 147 Dehydrogenase Other metabolism 0 High Quality
DHE3_HUMAN P00367 GLUD1 (GLUD)Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=261381.7 19 7 17 3 8 2 56 43 13 48 6 32 0 3 145 Dehydrogenase Amino acid catabolismGlutamine glutamate conversion->Glutamate Dehydrogenase;;High Quality
TRFE_HUMAN P02787 TF (PRO1400) Serotransferrin OS=Homo sapiens GN=TF PE=1 SV=277032.2 26 3 33 6 5 19 21 113 91 3 185 22 23 36 38 398 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous0 High Quality
GELS_HUMAN P06396 GSN Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 85679.8 20 8 18 8 11 4 8 77 85 21 99 17 27 6 13 268 Non-motor actin binding protein;Other select calcium binding proteinsCell structureFAS signaling pathway->Gelsolin;;High Quality
GRHPR_HUMANQ9UBQ7 GRHPR (GLXR) (MSTP035)Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=135651.1 8 1 11 3 4 3 2 32 21 1 27 6 8 5 3 71 Reductase Amino acid biosynthesis0 High Quality
HSDL2_HUMAN Q6YN16 HSDL2 Hydroxysteroid dehydrogenase-like protein 2 OS=Homo sapiens GN=HSDL2 PE=2 SV=145378.6 27 10 17 2 5 5 4 70 117 33 151 7 13 6 7 334 Dehydrogenase;ReductaseOther metabolism 0 High Quality
ANXA5_HUMANP08758 ANXA5 (ANX5) (ENX2) (PP4)Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=235920.6 19 2 16 2 4 5 3 51 64 3 57 11 21 6 9 171 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
RAN_HUMAN P62826 RAN (ARA24) (OK/SW-cl.81)GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=324405.1 4 3 6 5 3 2 2 25 4 3 7 8 7 2 2 33 Small GTPase RNA localization;Intracellular signaling cascade;Nuclear transport;Cell cycle0 High Quality
KAD4_HUMAN P27144 AK3L1 (AK3) (AK4); AK3L2Adenylate kinase isoenzyme 4, mitochondrial OS=Homo sapiens GN=AK3L1 PE=1 SV=125250.5 6 2 6 1 2 2 2 21 13 4 12 5 11 6 4 55 Nucleotide kinase Purine metabolismDe novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
PDIA3_HUMAN P30101 PDIA3 (ERP57) (ERP60) (GRP58)Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=456766.6 20 12 23 2 2 4 2 65 48 23 44 4 5 5 2 131 Other isomerase Protein disulfide-isomerase reaction0 High Quality
IDH3B_HUMAN O43837 IDH3B Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial OS=Homo sapiens GN=IDH3B PE=2 SV=242165.6 13 14 5 4 2 2 40 37 85 7 13 2 3 147 Dehydrogenase Tricarboxylic acid pathway0 High Quality
TGM2_HUMAN P21980 TGM2 Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=277311.1 27 7 16 9 9 4 8 80 157 33 73 22 33 7 29 354 Acyltransferase;Other transferaseProtein modification 0 High Quality
KAD2_HUMAN P54819 AK2 (ADK2) Adenylate kinase isoenzyme 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=226461 8 5 7 1 2 1 24 19 9 21 1 4 1 0 55 Nucleotide kinase Purine metabolismDe novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
CALR_HUMAN P27797 CALR (CRTC) Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 48124.9 8 6 14 2 5 8 6 49 25 8 39 6 17 11 11 117 Other select calcium binding proteinsProtein folding 0 High Quality
PPIF_HUMAN P30405 PPIF (CYP3) Peptidyl-prolyl cis-trans isomerase, mitochondrial OS=Homo sapiens GN=PPIF PE=1 SV=122022.4 5 6 4 5 4 3 27 13 21 13 25 5 4 81 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
PIMT_HUMAN P22061 PCMT1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=324632.9 9 6 9 2 2 4 2 34 25 13 38 9 9 6 8 108 Methyltransferase Protein modification 0 High Quality
ECHB_HUMAN P55084 HADHB (MSTP029)Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=351278 29 10 17 6 6 6 4 78 97 14 84 12 23 8 9 247 Acetyltransferase Protein acetylation 0 High Quality
PDLI5_HUMAN Q96HC4 PDLIM5 (ENH) (L9)PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=363953 12 9 16 3 4 1 6 51 51 20 98 6 12 1 8 196 Actin binding cytoskeletal proteinMuscle development;Heart development;Cell structure;Cell motility0 High Quality
QCR1_HUMAN P31930 UQCRC1 Cytochrome b-c1 complex subunit 1, mitochondrial OS=Homo sapiens GN=UQCRC1 PE=1 SV=352627.9 14 3 17 5 6 2 2 49 33 3 61 17 17 2 2 135 Reductase;MetalloproteaseProteolysis;Electron transport0 High Quality
GPD1L_HUMAN Q8N335 GPD1L (KIAA0089)Glycerol-3-phosphate dehydrogenase 1-like protein OS=Homo sapiens GN=GPD1L PE=1 SV=138401.3 13 18 5 6 8 5 55 30 71 23 25 9 6 164 Dehydrogenase Phospholipid metabolism0 High Quality
ATOX1_HUMANO00244 ATOX1 (HAH1)Copper transport protein ATOX1 OS=Homo sapiens GN=ATOX1 PE=1 SV=17383.7 2 5 1 2 1 11 2 24 0 2 4 2 34 Molecular function unclassifiedBiological process unclassified0 High Quality
HEBP2_HUMAN Q9Y5Z4 HEBP2 (C6orf34) (SOUL)Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=122857.7 8 6 8 1 1 2 1 27 11 9 16 2 1 4 3 46 Other miscellaneous function proteinProtein biosynthesis 0 High Quality
CASQ2_HUMANO14958 CASQ2 Calsequestrin-2 OS=Homo sapiens GN=CASQ2 PE=1 SV=246419.8 12 6 12 3 5 9 7 54 60 10 33 9 22 17 16 167 Select calcium binding proteinCalcium mediated signaling0 High Quality
FKBP3_HUMAN Q00688 FKBP3 (FKBP25)FK506-binding protein 3 OS=Homo sapiens GN=FKBP3 PE=1 SV=125159.4 9 10 4 1 3 2 29 14 16 7 0 1 7 2 47 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
GRP75_HUMAN P38646 HSPA9 (GRP75) (HSPA9B)Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=273663.3 32 20 31 5 10 9 9 116 128 109 232 11 29 20 20 549 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
LGUL_HUMAN Q04760 GLO1 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=420760.8 7 5 8 2 3 2 27 20 7 21 2 0 4 6 60 Other lyase Other carbon metabolism0 High Quality
ALAT1_HUMAN P24298 GPT (AAT1) (GPT1)Alanine aminotransferase 1 OS=Homo sapiens GN=GPT PE=1 SV=354619.1 10 2 11 3 1 1 1 29 26 3 25 9 3 1 2 69 Glycosyltransferase Other polysaccharide metabolism;Protein glycosylation0 High Quality
CALM_HUMAN P62158 CALM1 (CALM) (CAM) (CAM1); CALM2 (CAM2) (CAMB); CALM3 (CALML2) (CAM3) (CAMC) (CAMIII)Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2 16820 5 1 3 1 2 2 14 12 1 9 1 12 0 6 41 Calmodulin related proteinCalcium mediated signaling;Cell cycle;Cell proliferation and differentiationT cell activation->Calmodulin;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Calmodulin;;B cell activation->Calmodulin;;;;High Quality
SMPX_HUMAN Q9UHP9 SMPX (SRMX) Small muscular protein OS=Homo sapiens GN=SMPX PE=2 SV=29295.7 4 3 3 1 1 2 1 15 7 6 19 3 1 3 2 41 Molecular function unclassifiedBiological process unclassified0 High Quality
EZRI_HUMAN P15311 EZR (VIL2) Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 69396.6 17 14 22 1 2 6 8 70 48 51 46 2 2 10 11 170 Molecular function unclassifiedBiological process unclassified0 High Quality
K1C9_HUMAN P35527 KRT9 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=262113 31 21 18 22 20 1 1 114 853 261 55 176 193 1 1 1540 Intermediate filament;Structural proteinCell structure 0 High Quality
THIO_HUMAN P10599 TXN (TRDX) (TRX) (TRX1)Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 11719.3 3 2 1 1 1 3 2 13 6 3 2 3 8 5 2 29 Other oxidoreductase Electron transport;Sulfur redox metabolism;Other intracellular signaling cascade;Stress response;Apoptosis;Cell proliferation and differentiationHypoxia response via HIF activation->thioredoxin;;Oxidative stress response->thioredoxin;;;High Quality
PHP14_HUMAN Q9NRX4 PHPT1 (PHP14) (CGI-202) (HSPC141)14 kDa phosphohistidine phosphatase OS=Homo sapiens GN=PHPT1 PE=1 SV=113814.6 4 6 10 1 3 5 29 10 16 73 0 6 5 10 120 Molecular function unclassifiedBiological process unclassified0 High Quality
UCRI_HUMAN P47985 UQCRFS1 Cytochrome b-c1 complex subunit Rieske, mitochondrial OS=Homo sapiens GN=UQCRFS1 PE=1 SV=229649.8 4 1 1 1 7 6 2 3 1 0 12 Reductase Oxidative phosphorylation0 High Quality
MUTA_HUMAN P22033 MUT Methylmalonyl-CoA mutase, mitochondrial OS=Homo sapiens GN=MUT PE=1 SV=383104.6 14 9 2 2 1 1 29 29 20 3 2 1 1 56 Mutase Tricarboxylic acid pathwaySuccinate to proprionate conversion->Methylmalonyl-CoA mutase;;Methylmalonyl pathway->Methylmalonyl-CoA mutase;;;High Quality
MYL4_HUMAN P12829 MYL4 (MLC1) (PRO1957)Myosin light chain 4 OS=Homo sapiens GN=MYL4 PE=1 SV=321546.9 8 6 7 1 2 4 4 32 19 21 13 2 8 5 5 73 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
ODPB_HUMAN P11177 PDHB (PHE1B)Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=339215.4 11 2 10 6 4 4 2 39 49 4 83 15 14 4 2 171 Dehydrogenase Carbohydrate metabolism0 High Quality
NFU1_HUMAN Q9UMS0 NFU1 (HIRIP5) (CGI-33)NFU1 iron-sulfur cluster scaffold homolog, mitochondrial OS=Homo sapiens GN=NFU1 PE=1 SV=228445.2 3 3 2 1 1 1 11 4 6 7 5 4 1 0 27 Molecular function unclassifiedBiological process unclassified0 High Quality
HCD2_HUMAN Q99714 HSD17B10 (ERAB) (HADH2) (MRPP2) (SCHAD) (XH98G2)3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=326905.1 4 12 3 1 2 22 10 45 6 2 2 0 65 Dehydrogenase;ReductaseOther metabolism 0 High Quality
QCR7_HUMAN P14927 UQCRB (UQBP)Cytochrome b-c1 complex subunit 7 OS=Homo sapiens GN=UQCRB PE=2 SV=213513.3 4 5 5 1 1 16 9 7 6 1 0 1 0 24 Reductase Oxidative phosphorylation0 High Quality
1433B_HUMAN P31946 YWHAB 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=328065.1 8 3 10 2 1 3 3 30 28 4 22 4 4 5 5 72 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
TAGL2_HUMAN P37802 TAGLN2 (KIAA0120) (CDABP0035)Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=322373.9 9 6 9 1 1 3 4 33 55 28 20 2 4 3 7 119 Non-motor actin binding proteinMuscle contraction 0 High Quality
APOA2_HUMANP02652 APOA2 Apolipoprotein A-II OS=Homo sapiens GN=APOA2 PE=1 SV=111157.2 3 3 4 1 1 1 13 5 6 5 0 1 1 1 19 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
HS90A_HUMAN P07900 HSP90AA1 (HSP90A) (HSPC1) (HSPCA)Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=584645.2 25 1 24 13 14 10 17 104 105 1 68 78 42 24 37 355 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
GRP78_HUMAN P11021 HSPA5 (GRP78)78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=272316.7 34 30 27 7 7 5 5 115 140 80 116 26 41 11 9 423 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
ADT1_HUMAN P12235 SLC25A4 (ANT1)ADP/ATP translocase 1 OS=Homo sapiens GN=SLC25A4 PE=1 SV=433047.3 10 8 1 1 5 7 32 25 17 2 2 9 14 69 Transporter;Mitochondrial carrier proteinNucleoside, nucleotide and nucleic acid transport;Transport0 High Quality
TCTP_HUMAN P13693 TPT1 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=119578.2 3 2 5 1 2 2 2 17 6 2 21 1 3 2 2 37 Non-motor microtubule binding proteinImmunity and defense0 High Quality
3HIDH_HUMAN P31937 HIBADH 3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=HIBADH PE=1 SV=235312 12 4 11 3 2 4 3 39 56 7 37 13 11 12 6 142 Dehydrogenase Amino acid biosynthesis;Amino acid catabolismAllantoin degradation->Tartronate semialdehyde dehydrogenase;;High Quality
HSP71_HUMAN P08107 HSPA1A (HSPA1); HSPA1BHeat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=570036 23 17 40 6 9 5 6 106 108 60 98 21 23 9 9 328 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
PDLI1_HUMAN O00151 PDLIM1 (CLIM1) (CLP36)PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=436053.3 8 8 10 3 4 4 4 41 25 20 29 7 18 5 7 111 Non-motor actin binding proteinMuscle contraction;Cell motility0 High Quality
GLYG_HUMAN P46976 GYG1 (GYG) Glycogenin-1 OS=Homo sapiens GN=GYG1 PE=1 SV=439366.3 9 3 10 3 2 5 2 34 71 25 20 5 4 8 3 136 Glycosyltransferase;Other transferaseGlycogen metabolism0 High Quality
IGHG1_HUMAN P01857 IGHG1 Ig gamma-1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=136087 9 1 14 4 5 1 2 36 79 2 73 13 11 1 2 181 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
GSTK1_HUMAN Q9Y2Q3 GSTK1 (HDCMD47P)Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=325480.1 8 8 2 2 3 2 25 25 21 10 4 3 2 65 Transfer/carrier proteinTranslational regulation0 High Quality
UK114_HUMAN P52758 HRSP12 (PSP) Ribonuclease UK114 OS=Homo sapiens GN=HRSP12 PE=1 SV=114476.1 3 1 3 1 1 9 5 5 8 5 0 1 0 24 Other miscellaneous function proteinTranslational regulation0 High Quality
FHL2_HUMAN Q14192 FHL2 (DRAL) (SLIM3)Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=332174.4 2 14 2 2 4 1 25 6 44 6 17 6 1 80 Other zinc finger transcription factorMuscle development 0 High Quality
WDR1_HUMAN O75083 WDR1 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=466175.2 18 22 7 11 7 7 72 34 87 10 23 10 9 173 Non-motor actin binding proteinHearing;Cell motility 0 High Quality
ANKR2_HUMANQ9GZV1 ANKRD2 (ARPP)Ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=ANKRD2 PE=1 SV=339841.7 9 6 15 2 1 1 34 16 7 33 0 3 1 1 61 Molecular function unclassifiedBiological process unclassified0 High Quality
PFD5_HUMAN Q99471 PFDN5 (MM1) (PFD5)Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=217310.3 3 3 3 1 1 1 12 6 3 16 1 0 1 2 29 Chaperone Protein folding 0 High Quality
PDIA1_HUMAN P07237 P4HB (ERBA2L) (PDI) (PDIA1) (PO4DB)Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=357100.1 25 9 14 4 6 6 5 69 63 17 33 11 24 7 10 165 Other isomerase Protein disulfide-isomerase reaction0 High Quality
FKBP2_HUMAN P26885 FKBP2 (FKBP13)FK506-binding protein 2 OS=Homo sapiens GN=FKBP2 PE=1 SV=215631.6 4 2 2 1 1 2 12 6 2 2 2 1 0 2 15 Other isomerase Protein foldingTGF-beta signaling pathway->FK506 binding protein 12KDa;;High Quality
ODO2_HUMAN P36957 DLST (DLTS) Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLST PE=1 SV=348711.1 10 11 11 2 3 3 7 47 80 39 48 2 14 3 8 194 Acyltransferase Biological process unclassified0 High Quality
VTDB_HUMAN P02774 GC Vitamin D-binding protein OS=Homo sapiens GN=GC PE=1 SV=152946.6 8 1 19 4 4 8 2 46 16 1 40 10 5 10 2 84 Other transfer/carrier proteinCoenzyme and prosthetic group metabolism;TransportVitamin D metabolism and pathway->Vitamin D binding protein;;High Quality
ATP5H_HUMAN O75947 ATP5H (My032)ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=318473.9 10 4 4 1 1 1 21 17 8 8 0 1 2 2 38 Molecular function unclassifiedBiological process unclassified0 High Quality
ELOC_HUMAN Q15369 TCEB1 Transcription elongation factor B polypeptide 1 OS=Homo sapiens GN=TCEB1 PE=1 SV=112455.4 2 1 4 2 1 1 11 5 1 11 2 0 1 1 21 DNA-directed RNA polymeraseDNA repair;mRNA transcription elongation0 High Quality
THTR_HUMAN Q16762 TST Thiosulfate sulfurtransferase OS=Homo sapiens GN=TST PE=1 SV=433410.8 10 1 6 3 3 3 3 29 20 1 15 5 12 4 5 62 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
ISOC1_HUMAN Q96CN7 ISOC1 (CGI-111)Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=332218.7 10 1 4 5 1 4 4 29 34 1 16 11 1 7 5 75 Hydroxylase Other metabolism 0 High Quality
CAH1_HUMAN P00915 CA1 Carbonic anhydrase 1 OS=Homo sapiens GN=CA1 PE=1 SV=228852.4 11 3 9 1 3 2 29 23 3 22 2 0 4 3 57 Dehydratase Other carbon metabolism0 High Quality
ACOC_HUMAN P21399 ACO1 (IREB1) Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=398383 21 17 3 5 7 5 58 58 32 11 9 11 10 131 Dehydratase;Hydratase Tricarboxylic acid pathwayMethylcitrate cycle->Aconitase;;High Quality
LYRM7_HUMANQ5U5X0 LYRM7 (C5orf31)LYR motif-containing protein 7 OS=Homo sapiens GN=LYRM7 PE=1 SV=111937.2 6 4 1 2 1 2 16 11 7 1 0 7 2 2 30 Molecular function unclassifiedBiological process unclassified0 High Quality
DUS3_HUMAN P51452 DUSP3 (VHR) Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=120460.8 7 7 7 3 1 25 19 16 19 6 0 1 0 61 Protein phosphatase Protein modification;Other intracellular signaling cascadeOxidative stress response->MAP Kinase Phosphatases;;High Quality
MTPN_HUMAN P58546 MTPN Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=212877.3 1 2 3 1 1 3 3 14 4 6 4 3 3 4 4 28 Molecular function unclassifiedBiological process unclassified0 High Quality
PTGR2_HUMAN Q8N8N7 PTGR2 (ZADH1)Prostaglandin reductase 2 OS=Homo sapiens GN=PTGR2 PE=2 SV=138481.2 6 1 8 2 4 1 22 9 2 10 2 7 1 0 31 Molecular function unclassifiedBiological process unclassified0 High Quality
MMSA_HUMANQ02252 ALDH6A1 (MMSDH)Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial OS=Homo sapiens GN=ALDH6A1 PE=1 SV=257822.3 22 3 15 4 4 4 5 57 59 3 27 6 7 4 9 115 Dehydrogenase Amino acid metabolism;Pyrimidine metabolismPyrimidine Metabolism->Methylmalonate Semialdehyde Dehydrogenase;;High Quality
NT5D1_HUMANQ5TFE4 NT5DC1 (NT5C2L1) (LP2642)5'-nucleotidase domain-containing protein 1 OS=Homo sapiens GN=NT5DC1 PE=1 SV=151829.5 4 5 1 1 1 1 13 6 8 2 2 1 1 20 Molecular function unclassifiedBiological process unclassified0 High Quality
ISCU_HUMAN Q9H1K1 ISCU (NIFUN) Iron-sulfur cluster assembly enzyme ISCU, mitochondrial OS=Homo sapiens GN=ISCU PE=1 SV=117919.4 5 4 3 1 1 2 3 19 6 5 3 1 1 2 4 22 Other miscellaneous function proteinCoenzyme metabolism;Homeostasis0 High Quality
LEG1_HUMAN P09382 LGALS1 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=214697.8 2 1 7 1 2 1 1 15 6 2 16 1 3 1 2 31 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
ANXA1_HUMANP04083 ANXA1 (ANX1) (LPC1)Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=238697.9 15 4 16 1 1 1 3 41 41 6 51 2 1 1 5 107 Transfer/carrier protein;AnnexinFatty acid metabolism;Cell surface receptor mediated signal transduction;Cell motility0 High Quality
C1QBP_HUMANQ07021 C1QBP (GC1QBP) (HABP1) (SF2P32)Complement component 1 Q subcomponent-binding protein, mitochondrial OS=Homo sapiens GN=C1QBP PE=1 SV=131344.6 5 1 3 6 4 2 1 22 10 2 12 23 18 4 3 72 Complement component;Antibacterial response proteinComplement-mediated immunity0 High Quality
PDLI3_HUMAN Q53GG5 PDLIM3 (ALP) PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=2 SV=139214.5 6 4 8 1 2 21 29 27 18 1 0 2 0 77 Non-motor actin binding proteinMuscle contraction;Cell motility0 High Quality
COQ9_HUMAN O75208 COQ9 (C16orf49) (HSPC326) (PSEC0129)Ubiquinone biosynthesis protein COQ9, mitochondrial OS=Homo sapiens GN=COQ9 PE=2 SV=135491.1 8 3 5 5 5 2 2 30 29 3 21 8 13 3 3 80 Molecular function unclassifiedBiological process unclassified0 High Quality
AL7A1_HUMAN P49419 ALDH7A1 (ATQ1)Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=455348.7 20 5 16 2 5 5 6 59 57 6 38 2 8 6 16 133 Dehydrogenase Other metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
GLO2_HUMAN Q16775 HAGH (GLO2) (HAGH1)Hydroxyacylglutathione hydrolase OS=Homo sapiens GN=HAGH PE=1 SV=128841.6 9 4 9 1 4 6 33 24 11 29 0 1 12 17 94 Other hydrolase Detoxification;Antioxidation and free radical removal0 High Quality
CPNS1_HUMAN P04632 CAPNS1 (CAPN4) (CAPNS)Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=128298.6 5 1 4 2 2 1 15 14 2 4 4 5 1 0 30 Cysteine protease;Calmodulin related proteinProteolysis;Signal transductionHuntington disease->Calpain;;High Quality
NIT2_HUMAN Q9NQR4 NIT2 (CUA002)Nitrilase homolog 2 OS=Homo sapiens GN=NIT2 PE=1 SV=130590.8 15 1 7 3 3 2 31 24 2 9 10 5 2 0 52 Other hydrolase Other carbon metabolismPyrimidine Metabolism->Beta-Ureidopropionase;;High Quality
LEG3_HUMAN P17931 LGALS3 (MAC2)Galectin-3 OS=Homo sapiens GN=LGALS3 PE=1 SV=426170.8 5 3 1 2 1 12 10 6 0 2 2 5 25 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
ANX11_HUMANP50995 ANXA11 (ANX11)Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=154373.7 18 3 15 4 5 3 2 50 53 6 77 6 13 6 3 164 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
SRCA_HUMAN Q86TD4 SRL Sarcalumenin OS=Homo sapiens GN=SRL PE=2 SV=2100771.9 19 6 16 3 2 10 10 66 85 12 34 15 9 17 23 195 Molecular function unclassifiedBiological process unclassified0 High Quality
EF2_HUMAN P13639 EEF2 (EF2) Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=495322.1 28 1 31 3 6 6 10 85 121 9 105 5 12 11 17 280 Translation elongation factorProtein biosynthesis 0 High Quality
TALDO_HUMANP37837 TALDO1 (TAL) (TALDO) (TALDOR)Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=237523.7 9 8 6 3 4 2 2 34 26 13 10 8 14 3 3 77 Transaldolase Pentose-phosphate shuntAngiogenesis->Beta-catenin;;Pentose phosphate pathway->Transaldolase;;Alzheimer disease-presenilin pathway->beta-catenin;;Cadherin signaling pathway->Beta-catenin;;p53 pathway feedback loops 2->beta-catenin;;Wnt signaling pathway->Beta-Catenin;;;;;;;High Quality
RINI_HUMAN P13489 RNH1 (PRI) (RNH)Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=249956.4 10 1 21 10 8 2 3 55 21 1 55 32 22 2 4 137 Other enzyme inhibitorBiological process unclassified0 High Quality
KAP0_HUMAN P10644 PRKAR1A (PKR1) (PRKAR1) (TSE1)cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=142964.4 11 2 10 3 3 2 31 25 5 18 10 10 3 0 71 Kinase modulator Protein phosphorylation;Signal transductionTranscription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Protein kinase A, regulatory subunit;;GABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;High Quality
TXNL1_HUMAN O43396 TXNL1 (TRP32) (TXL) (TXNL)Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=332233.4 10 1 6 3 3 4 2 29 18 1 14 4 4 5 3 49 Other oxidoreductase Electron transport;Sulfur redox metabolism0 High Quality
HXK1_HUMAN P19367 HK1 Hexokinase-1 OS=Homo sapiens GN=HK1 PE=1 SV=3102470.4 31 3 32 12 15 6 7 106 130 4 108 30 46 7 7 332 Carbohydrate kinase Glycolysis Pentose phosphate pathway->Hexokinase;;Glycolysis->Hexokinase;;Fructose galactose metabolism->Hexokinase;;;;High Quality
GDIR1_HUMAN P52565 ARHGDIA (GDIA1)Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=323189.5 7 3 5 3 2 1 21 15 3 12 12 8 1 0 51 Other signaling molecule;Other G-protein modulatorIntracellular signaling cascade0 High Quality
CACP_HUMAN P43155 CRAT (CAT1) Carnitine O-acetyltransferase OS=Homo sapiens GN=CRAT PE=1 SV=470909.3 16 10 8 4 6 5 49 36 18 13 20 9 9 105 Acetyltransferase;AcyltransferaseAmino acid metabolism;Fatty acid metabolism0 High Quality
PSME2_HUMANQ9UL46 PSME2 Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=327344.3 9 1 1 1 2 14 15 1 0 2 1 2 21 Other miscellaneous function proteinProteolysis Cell cycle->Proteasome;;High Quality
SYWC_HUMAN P23381 WARS (IFI53) (WRS)Tryptophanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=253149.6 15 4 9 2 3 3 2 38 29 22 15 7 13 4 3 93 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
AL4A1_HUMAN P30038 ALDH4A1 (ALDH4) (P5CDH)Delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH4A1 PE=1 SV=361702.4 12 6 9 2 5 4 5 43 32 9 20 13 15 4 5 98 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
GDIA_HUMAN P31150 GDI1 (GDIL) (OPHN2) (RABGDIA) (XAP4)Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=250566.1 11 3 14 2 2 5 4 41 27 13 27 2 3 7 8 87 G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
PSA7_HUMAN O14818 PSMA7 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=127869.1 9 9 2 2 2 24 13 15 8 9 2 0 47 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
OLA1_HUMAN Q9NTK5 OLA1 (GTPBP9) (PTD004) (PRO2455)Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=244727.4 13 2 5 2 2 4 4 32 22 3 18 5 2 4 5 59 Glycosyltransferase Protein glycosylation;Cell communication0 High Quality
TCP4_HUMAN P53999 SUB1 (PC4) (RPO2TC1)Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=314377.9 4 3 1 1 1 3 13 7 4 2 2 1 4 20 Transcription cofactor;Other DNA-binding proteinGeneral mRNA transcription activities;mRNA transcription regulation0 High Quality
FIBB_HUMAN P02675 FGB Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=255910.6 13 16 7 6 1 3 46 21 39 24 21 1 4 110 Other signaling molecule;Extracellular matrixBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Gs alpha subunit;;Blood coagulation->Fibrinogen;;High Quality
DCXR_HUMAN Q7Z4W1 DCXR L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=225894.2 6 3 14 2 3 1 29 12 4 50 5 16 0 1 88 Dehydrogenase;ReductaseOther metabolism 0 High Quality
NP1L4_HUMAN Q99733 NAP1L4 (NAP2)Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=142805.8 7 5 7 1 1 2 3 26 15 15 14 3 3 3 5 58 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
HEMO_HUMAN P02790 HPX Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=2 51658.5 10 7 2 3 1 3 26 22 35 10 15 3 10 95 Other transfer/carrier proteinVitamin/cofactor transport;Other coenzyme and prosthetic group metabolism;Transport0 High Quality
KCY_HUMAN P30085 CMPK1 (CMK) (CMPK) (UCK) (UMK) (UMPK)UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=322205 5 2 7 1 1 2 3 21 9 3 11 1 1 2 5 32 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism0 High Quality
NDKB_HUMAN P22392 NME2 (NM23B)Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=117280.2 8 4 6 1 2 21 22 10 9 6 0 0 3 50 Nucleotide kinase Pyrimidine metabolismDe novo purine biosynthesis->GDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->UDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthHigh Quality
SAMP_HUMAN P02743 APCS (PTX2) Serum amyloid P-component OS=Homo sapiens GN=APCS PE=1 SV=225369.7 5 2 2 1 1 2 1 14 6 2 2 3 2 2 2 19 Antibacterial response protein;Other defense and immunity proteinOther immune and defense;Stress response;Cytokine/chemokine mediated immunity0 High Quality
IDHC_HUMAN O75874 IDH1 (PICD) Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=246642.5 12 7 1 1 1 22 26 11 0 4 2 1 44 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Isocitrate Dehydrogenase;;High Quality
CATB_HUMAN P07858 CTSB (CPSB) Cathepsin B OS=Homo sapiens GN=CTSB PE=1 SV=3 37803.2 1 1 7 2 1 2 2 16 5 8 42 7 4 2 2 70 Cysteine protease Proteolysis;Other oncogenesis0 High Quality
CLIC1_HUMAN O00299 CLIC1 (NCC27)Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=426905.3 7 1 14 1 1 3 1 28 12 1 23 1 1 5 1 44 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
AIFM1_HUMAN O95831 AIFM1 (AIF) (PDCD8)Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=166883.5 21 2 14 3 1 4 7 52 48 9 45 5 7 5 12 131 Molecular function unclassifiedApoptosis Apoptosis signaling pathway->Apoptosis inducing factor;;High Quality
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ABHDA_HUMANQ9NUJ1 ABHD10 Abhydrolase domain-containing protein 10, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=133915.3 8 4 5 5 1 1 24 15 4 20 16 1 1 57 Molecular function unclassifiedBiological process unclassified0 High Quality
TPM2_HUMAN P07951 TPM2 (TMSB) Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=132833.7 10 16 7 2 2 4 7 48 18 34 10 2 4 5 9 82 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
PSME1_HUMANQ06323 PSME1 (IFI5111)Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=128705.8 12 1 5 1 1 2 2 24 25 2 15 9 13 2 2 68 Other miscellaneous function proteinProteolysis 0 High Quality
TX1B3_HUMAN O14907 TAX1BP3 (TIP1)Tax1-binding protein 3 OS=Homo sapiens GN=TAX1BP3 PE=1 SV=213716.6 2 1 1 1 1 1 7 3 1 1 4 2 1 0 12 Molecular function unclassifiedBiological process unclassified0 High Quality
PGS2_HUMAN P07585 DCN (SLRR1B) Decorin OS=Homo sapiens GN=DCN PE=1 SV=1 39730.2 7 3 2 3 5 4 24 18 5 3 5 5 5 41 Receptor;Extracellular matrixCell adhesion-mediated signaling;Skeletal development0 High Quality
MCCB_HUMAN Q9HCC0 MCCC2 (MCCB)Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=MCCC2 PE=1 SV=161316.7 14 3 15 3 5 4 6 50 43 5 28 10 21 8 11 126 Other ligase Amino acid catabolism0 High Quality
SRCH_HUMAN P23327 HRC (HCP) Sarcoplasmic reticulum histidine-rich calcium-binding protein OS=Homo sapiens GN=HRC PE=2 SV=180220.4 17 7 9 3 1 3 4 44 86 32 18 12 4 3 5 160 Other select calcium binding proteinsCalcium ion homeostasis0 High Quality
AK1A1_HUMAN P14550 AKR1A1 (ALDR1) (ALR)Alcohol dehydrogenase [NADP+] OS=Homo sapiens GN=AKR1A1 PE=1 SV=336555.6 8 1 9 2 3 2 2 27 12 1 11 6 7 4 4 45 Reductase Other metabolism 0 High Quality
DBLOH_HUMANQ9NR28 DIABLO (SMAC)Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=127112.7 7 6 1 3 2 1 20 17 11 4 11 3 1 47 Molecular function unclassifiedBiological process unclassified0 High Quality
GYS1_HUMAN P13807 GYS1 (GYS) Glycogen [starch] synthase, muscle OS=Homo sapiens GN=GYS1 PE=1 SV=283769.1 21 1 11 4 5 3 3 48 73 3 18 8 13 5 9 129 Synthase;GlycosyltransferaseGlycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Glycogen synthase D;;High Quality
ACOT1_HUMANQ86TX2 ACOT1 (CTE1)Acyl-coenzyme A thioesterase 1 OS=Homo sapiens GN=ACOT1 PE=2 SV=146260.2 1 5 1 4 4 2 5 22 10 24 1 9 10 4 8 66 Molecular function unclassifiedBiological process unclassified0 High Quality
CAH2_HUMAN P00918 CA2 Carbonic anhydrase 2 OS=Homo sapiens GN=CA2 PE=1 SV=229228.6 8 1 9 1 1 2 2 24 9 1 14 1 1 2 3 31 Dehydratase Other carbon metabolism0 High Quality
TPPP3_HUMAN Q9BW30 TPPP3 (CGI-38)Tubulin polymerization-promoting protein family member 3 OS=Homo sapiens GN=TPPP3 PE=1 SV=118967.9 6 6 2 1 1 2 18 10 11 3 0 2 2 4 32 Serine protease Proteolysis 0 High Quality
PTMA_HUMAN P06454 PTMA (TMSA)Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=212184.5 2 1 1 1 2 2 9 3 1 2 1 10 9 26 Miscellaneous function Nucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
IC1_HUMAN P05155 SERPING1 (C1IN) (C1NH)Plasma protease C1 inhibitor OS=Homo sapiens GN=SERPING1 PE=1 SV=255137.5 9 2 2 5 1 19 29 6 2 7 1 0 45 Serine protease inhibitorProteolysis 0 High Quality
NAMPT_HUMANP43490 NAMPT (PBEF) (PBEF1)Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=155504.5 13 2 9 5 4 4 4 41 35 2 26 7 10 5 6 91 Other cytokine Ligand-mediated signaling;Immunity and defense0 High Quality
EHD4_HUMAN Q9H223 EHD4 (HCA10) (HCA11) (PAST4) (FKSG7)EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=161159.6 22 4 12 4 6 4 3 55 38 5 25 7 9 5 4 93 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
MYH9_HUMAN P35579 MYH9 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 226519.5 73 27 40 5 6 11 14 176 283 60 78 9 18 14 21 483 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
ODPX_HUMAN O00330 PDHX (PDX1) Pyruvate dehydrogenase protein X component, mitochondrial OS=Homo sapiens GN=PDHX PE=1 SV=354105.8 6 6 9 2 2 4 3 32 31 18 42 3 10 6 5 115 Molecular function unclassifiedCarbohydrate metabolism;Coenzyme metabolism0 High Quality
PYGM_HUMAN P11217 PYGM Glycogen phosphorylase, muscle form OS=Homo sapiens GN=PYGM PE=1 SV=697076.8 42 1 22 3 6 5 7 86 176 8 50 5 18 10 8 275 Phosphorylase Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase a;;;High Quality
MACD1_HUMANQ9BQ69 MACROD1 (LRP16)MACRO domain-containing protein 1 OS=Homo sapiens GN=MACROD1 PE=1 SV=235488 4 2 4 1 2 1 3 17 11 4 16 2 4 4 3 44 Other select calcium binding proteinsCell cycle control 0 High Quality
IPYR2_HUMAN Q9H2U2 PPA2 (HSPC124)Inorganic pyrophosphatase 2, mitochondrial OS=Homo sapiens GN=PPA2 PE=1 SV=237903.4 10 3 2 3 5 1 24 19 7 5 7 5 1 44 Pyrophosphatase Polyphosphate catabolism0 High Quality
CO3_HUMAN P01024 C3 (CPAMD1) Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2187131.1 55 5 32 9 13 5 10 129 146 7 71 28 50 8 20 330 Complement componentComplement-mediated immunity0 High Quality
PFD4_HUMAN Q9NQP4 PFDN4 (PFD4) Prefoldin subunit 4 OS=Homo sapiens GN=PFDN4 PE=1 SV=115296.6 4 3 1 1 1 1 11 6 5 5 2 1 1 20 Molecular function unclassifiedBiological process unclassified0 High Quality
K6PP_HUMAN Q01813 PFKP (PFKF) 6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=285579.4 26 3 27 2 2 3 4 67 116 5 55 4 5 7 7 199 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
IF4A2_HUMAN Q14240 EIF4A2 (DDX2B) (EIF4F)Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=246385.6 15 3 3 1 4 3 5 34 37 3 6 1 4 3 7 61 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
IPYR_HUMAN Q15181 PPA1 (IOPPP) (PP)Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=232642.6 9 1 3 2 1 5 3 24 11 1 4 4 3 7 4 34 Pyrophosphatase Polyphosphate catabolism0 High Quality
MYOM2_HUMANP54296 MYOM2 Myomesin-2 OS=Homo sapiens GN=MYOM2 PE=2 SV=1164776.4 35 11 36 9 13 7 6 117 102 21 104 29 35 8 7 306 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
TCPB_HUMAN P78371 CCT2 (99D8.1) (CCTB)T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=457471.9 16 2 16 2 1 2 3 42 29 2 27 7 2 4 4 75 Chaperonin Protein folding;Protein complex assembly0 High Quality
BCAT2_HUMAN O15382 BCAT2 (BCATM) (BCT2) (ECA40)Branched-chain-amino-acid aminotransferase, mitochondrial OS=Homo sapiens GN=BCAT2 PE=1 SV=244270.2 8 6 2 3 2 4 25 16 9 5 7 3 5 45 Transporter;Membrane traffic proteinIntracellular protein traffic;Apoptosis0 High Quality
SBP1_HUMAN Q13228 SELENBP1 (SBP)Selenium-binding protein 1 OS=Homo sapiens GN=SELENBP1 PE=1 SV=252374 17 2 20 2 3 1 45 41 2 39 3 0 4 1 90 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense0 High Quality
PGM5_HUMAN Q15124 PGM5 (PGMRP)Phosphoglucomutase-like protein 5 OS=Homo sapiens GN=PGM5 PE=1 SV=262209.1 20 2 3 5 2 32 37 3 13 29 0 2 84 Mutase Monosaccharide metabolism0 High Quality
PTRF_HUMAN Q6NZI2 PTRF (FKSG13)Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=143458.5 11 5 6 1 2 1 5 31 36 21 20 1 3 5 9 95 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
LIS1_HUMAN P43034 PAFAH1B1 (LIS1) (MDCR) (MDS) (PAFAHA)Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=246619.4 10 8 2 3 3 5 31 14 20 2 3 4 5 48 Esterase Neurogenesis;Cell structure and motility0 High Quality
TEBP_HUMAN Q15185 PTGES3 (P23) (TEBP)Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=118679.9 2 3 1 1 3 10 2 6 2 2 0 4 16 Molecular function unclassifiedBiological process unclassified0 High Quality
QCR2_HUMAN P22695 UQCRC2 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=348425.4 14 1 10 3 4 3 4 39 52 1 18 11 13 5 6 106 Reductase;MetalloproteaseProteolysis;Electron transport0 High Quality
CALU_HUMAN O43852 CALU Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 37089.6 4 3 2 1 2 3 4 19 4 8 2 4 20 3 4 45 Select calcium binding proteinCalcium mediated signaling0 High Quality
VIME_HUMAN P08670 VIM Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 53634.6 10 13 10 1 1 3 3 41 24 38 27 1 2 6 6 104 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
ACDSB_HUMANP45954 ACADSB Short/branched chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADSB PE=1 SV=147469.1 10 14 2 1 2 3 32 16 36 2 1 3 3 61 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
CN159_HUMAN Q7Z3D6 C14orf159 (UNQ2439/PRO5000)UPF0317 protein C14orf159, mitochondrial OS=Homo sapiens GN=C14orf159 PE=2 SV=266418.8 13 4 18 1 4 5 4 49 29 6 59 1 4 8 7 114 Molecular function unclassifiedBiological process unclassified0 High Quality
RD23A_HUMANP54725 RAD23A UV excision repair protein RAD23 homolog A OS=Homo sapiens GN=RAD23A PE=1 SV=139591.1 3 2 1 4 2 1 13 5 4 2 10 11 0 2 34 Damaged DNA-binding proteinDNA repair 0 High Quality
SKP1_HUMAN P63208 SKP1 (EMC19) (OCP2) (SKP1A) (TCEB1L)S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=218640.3 1 1 2 1 1 2 8 3 1 13 0 2 1 2 22 Ubiquitin-protein ligaseProteolysis;Chromosome segregation0 High Quality
APOH_HUMAN P02749 APOH (B2G1) Beta-2-glycoprotein 1 OS=Homo sapiens GN=APOH PE=1 SV=338280.5 1 1 7 3 3 3 3 21 3 2 13 7 8 4 4 41 Apolipoprotein Blood clotting 0 High Quality
KAP2_HUMAN P13861 PRKAR2A (PKR2) (PRKAR2)cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=245500.8 14 6 10 1 1 1 33 25 7 20 3 3 0 2 60 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatHigh Quality
SYIM_HUMAN Q9NSE4 IARS2 Isoleucyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2113776.1 23 1 9 2 1 3 2 41 56 1 16 9 6 4 3 95 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
DHSA_HUMAN P31040 SDHA (SDH2) (SDHF)Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=272673.7 12 1 19 4 3 2 2 43 19 1 53 8 7 6 7 101 Dehydrogenase Carbohydrate metabolism;Oxidative phosphorylation0 High Quality
FIBG_HUMAN P02679 FGG (PRO2061)Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=351495.3 9 9 2 4 2 1 27 21 42 8 11 2 1 85 Other signaling molecule;Extracellular matrixBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Blood coagulation->Fibrinogen;;;;;High Quality
AMPL_HUMAN P28838 LAP3 (LAPEP) (PEPS)Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=356149.7 16 7 14 2 3 2 44 34 11 32 12 11 2 0 102 G-protein coupled receptorG-protein mediated signaling;Cytokine and chemokine mediated signaling pathway;Cytokine/chemokine mediated immunity;Apoptosis;Neurogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Chemokine receptor;;Axon guidance mediated by Slit/Robo->Chemokine, CXC motif, receptor4;;;High Quality
ODBA_HUMAN P12694 BCKDHA 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial OS=Homo sapiens GN=BCKDHA PE=1 SV=250454 10 2 6 1 1 20 20 3 10 2 0 1 0 36 Dehydrogenase Amino acid catabolism0 High Quality
TIM10_HUMAN P62072 TIMM10 (TIM10)Mitochondrial import inner membrane translocase subunit Tim10 OS=Homo sapiens GN=TIMM10 PE=1 SV=110314.9 1 1 1 1 4 1 1 1 0 0 1 4 Mitochondrial carrier proteinMitochondrial transport0 Matchup
RS17_HUMAN P08708 RPS17 40S ribosomal protein S17 OS=Homo sapiens GN=RPS17 PE=1 SV=215532.5 2 2 1 1 1 2 9 2 2 9 7 1 2 23 Ribosomal protein Protein biosynthesis 0 High Quality
ACOT9_HUMANQ9Y305 ACOT9 (CGI-16)Acyl-coenzyme A thioesterase 9 OS=Homo sapiens GN=ACOT9 PE=2 SV=146337.2 13 1 12 1 3 1 31 39 1 22 2 10 0 1 75 Esterase Fatty acid metabolism;Other metabolism0 High Quality
RHG01_HUMANQ07960 ARHGAP1 (CDC42GAP) (RHOGAP1)Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=150419.9 12 3 1 3 2 1 22 21 5 2 4 2 1 35 Other G-protein modulatorCell motility PDGF signaling pathway->GTPase-activating protein Rho;;Cytoskeletal regulation by Rho GTPase->Rho-GTPase-activating proteins;;Angiogenesis->Rho GTPase;;VEGF signaling pathway->Rho GTPase;;;;;High Quality
TCPE_HUMAN P48643 CCT5 (CCTE) (KIAA0098)T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=159654.3 15 5 9 1 3 1 1 35 21 6 25 1 4 1 1 59 Chaperonin Protein folding;Protein complex assembly0 High Quality
TCPG_HUMAN P49368 CCT3 (CCTG) (TRIC5)T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=460517.4 14 2 10 1 1 1 1 30 19 2 16 3 1 1 1 43 Chaperonin Protein folding;Protein complex assembly0 High Quality
GLNA_HUMAN P15104 GLUL (GLNS) Glutamine synthetase OS=Homo sapiens GN=GLUL PE=1 SV=442046.9 1 1 1 1 1 5 2 1 0 1 1 2 7 Synthetase;Other ligaseAmino acid biosynthesis;Nitrogen metabolismGlutamine glutamate conversion->Glutamine synthetase;;Glutamine glutamate conversion->Glutamine synthase;;;Matchup
LUM_HUMAN P51884 LUM (LDC) (SLRR2D)Lumican OS=Homo sapiens GN=LUM PE=1 SV=2 38413.5 3 6 3 2 2 1 17 9 14 13 6 3 1 46 Receptor;Extracellular matrixCell adhesion-mediated signaling;Vision0 High Quality
NDUA6_HUMANP56556 NDUFA6 (LYRM6) (NADHB14)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6 OS=Homo sapiens GN=NDUFA6 PE=2 SV=215118.4 2 1 1 1 5 3 2 2 1 0 8 Dehydrogenase Oxidative phosphorylation0 High Quality
MRLC2_HUMANO14950 MYL12B Myosin regulatory light chain MRLC2 OS=Homo sapiens GN=MYLC2B PE=1 SV=219777.2 5 3 2 1 1 1 13 11 8 3 1 1 1 0 25 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
SEC13_HUMAN P55735 SEC13 (D3S1231E) (SEC13L1) (SEC13R)Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=335521.6 1 1 1 1 1 1 6 1 7 5 1 1 1 16 Membrane traffic regulatory proteinRNA localization;Constitutive exocytosis;Transport0 Matchup
TPM4_HUMAN P67936 TPM4 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=328504.4 5 7 6 1 2 2 1 24 5 10 8 1 3 3 2 32 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
SPB6_HUMAN P35237 SERPINB6 (PI6) (PTI)Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=342604.8 13 3 9 1 1 1 2 30 45 7 32 4 2 1 2 93 Serine protease inhibitorProteolysis 0 High Quality
ENPL_HUMAN P14625 HSP90B1 (TRA1)Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=192453.7 33 3 17 2 2 9 9 75 85 3 46 4 3 19 20 180 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
PDIA6_HUMAN Q15084 PDIA6 (TXNDC7)Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=148104.3 9 4 10 2 3 1 2 31 20 5 18 4 8 2 2 59 Other isomerase Protein disulfide-isomerase reaction0 High Quality
ASAH1_HUMANQ13510 ASAH1 (ASAH) (HSD33) (HSD-33)Acid ceramidase OS=Homo sapiens GN=ASAH1 PE=1 SV=444633.1 9 6 7 4 3 1 30 18 8 30 11 8 0 1 76 Molecular function unclassifiedBiological process unclassified0 High Quality
PANK4_HUMANQ9NVE7 PANK4 Pantothenate kinase 4 OS=Homo sapiens GN=PANK4 PE=1 SV=185975.3 15 5 1 1 3 3 28 30 6 1 1 4 3 45 Other kinase Coenzyme metabolismCoenzyme A biosynthesis->Pantothenate kinase;;High Quality
ECHD1_HUMANQ9NTX5 ECHDC1 Enoyl-CoA hydratase domain-containing protein 1 OS=Homo sapiens GN=ECHDC1 PE=2 SV=233681.3 9 3 1 1 14 25 4 1 0 0 1 31 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
LPP_HUMAN Q93052 LPP Lipoma-preferred partner OS=Homo sapiens GN=LPP PE=1 SV=165728.2 5 3 11 1 2 22 7 5 29 0 2 2 0 45 Actin binding cytoskeletal proteinCell communication;Muscle development;Oncogene;Cell structure;Cell motility0 High Quality
DC1I2_HUMAN Q13409 DYNC1I2 (DNCI2) (DNCIC2)Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=371437.8 6 7 3 1 2 1 20 11 8 3 2 3 1 0 28 Microtubule family cytoskeletal proteinRNA localization;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
PCCB_HUMAN P05166 PCCB Propionyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=PCCB PE=1 SV=358198 15 9 2 3 2 1 32 37 17 5 7 3 1 70 Other ligase Fatty acid biosynthesisSuccinate to proprionate conversion->Methylmalonyl-CoA decarboxylase;;Methylmalonyl pathway->Propionyl-CoA carboxylase;;;High Quality
PLCX3_HUMAN Q63HM9 PLCXD3 Phosphatidylinositol-specific phospholipase C X domain-containing protein 3 OS=Homo sapiens GN=PLCXD3 PE=2 SV=136283.1 5 3 1 2 1 12 8 6 2 2 2 20 Molecular function unclassifiedBiological process unclassified0 High Quality
UBA1_HUMAN P22314 UBA1 (A1S9T) (UBE1)Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3117832.3 20 5 19 4 5 3 3 59 78 7 29 7 10 4 3 138 Nucleotidyltransferase Protein glycosylation 0 High Quality
CDC37_HUMAN Q16543 CDC37 (CDC37A)Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=144450.2 6 4 7 1 1 1 20 11 4 12 0 2 1 1 31 Other chaperones;Kinase activatorProtein folding;Other signal transduction;Cell cycle control;Cytokinesis;Cell proliferation and differentiation;Cell structure0 High Quality
PSA_HUMAN P55786 NPEPPS (PSA) Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2103261.1 34 1 14 5 5 2 3 64 99 1 29 15 15 3 6 168 Metalloprotease Proteolysis 0 High Quality
CNDP2_HUMANQ96KP4 CNDP2 (CN2) (CPGL) (PEPA)Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=252861.7 16 8 12 1 2 2 3 44 33 14 17 2 3 2 3 74 Metalloprotease Protein phosphorylationArginine biosynthesis->N-acetylornithine deacetylase;;High Quality
NDRG4_HUMANQ9ULP0 NDRG4 (BDM1) (KIAA1180)Protein NDRG4 OS=Homo sapiens GN=NDRG4 PE=2 SV=238440.3 2 5 2 1 1 11 4 13 9 1 0 2 29 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
C1TC_HUMAN P11586 MTHFD1 (MTHFC) (MTHFD)C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3101543.5 38 6 11 5 5 4 5 74 93 6 14 6 11 4 6 140 Synthase;Other oxidoreductase;Other hydrolase;Other ligaseAmino acid biosynthesis;Other metabolismFormyltetrahydroformate biosynthesis->Methylenetetrahydrofolate dehydrogenase;;High Quality
SAP_HUMAN P07602 PSAP (GLBA) (SAP1)Proactivator polypeptide OS=Homo sapiens GN=PSAP PE=1 SV=258094 1 1 4 1 1 4 3 15 3 2 12 5 4 8 9 43 Mitochondrial carrier proteinSmall molecule transport0 High Quality
SAR1A_HUMAN Q9NR31 SAR1A (SAR1) (SARA) (SARA1)GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=122349.7 3 2 1 1 2 1 10 4 3 1 1 2 1 12 Small GTPase General vesicle transport0 High Quality
STIP1_HUMAN P31948 STIP1 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=162624.1 7 12 13 1 7 7 47 10 21 18 0 2 9 10 70 Molecular function unclassifiedStress response 0 High Quality
SNAA_HUMAN P54920 NAPA (SNAPA)Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=333216.1 9 1 5 1 2 1 19 16 1 6 3 7 2 0 35 Other membrane traffic proteinIntracellular protein traffic0 High Quality
GPX3_HUMAN P22352 GPX3 (GPXP) Glutathione peroxidase 3 OS=Homo sapiens GN=GPX3 PE=1 SV=225535.1 1 1 2 1 1 2 8 5 2 3 0 1 1 2 14 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
ODP2_HUMAN P10515 DLAT (DLTA) Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLAT PE=1 SV=265763.9 11 3 14 3 2 1 34 31 5 23 8 3 0 1 71 Molecular function unclassifiedCarbohydrate metabolism;Coenzyme metabolism0 High Quality
QOR_HUMAN Q08257 CRYZ Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=135189.3 10 2 11 1 4 3 31 18 2 21 0 8 5 9 63 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
VINC_HUMAN P18206 VCL Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 123783.2 67 32 36 3 3 4 6 151 272 60 102 9 11 5 6 465 Cell adhesion molecule;Non-motor actin binding proteinCell structureIntegrin signalling pathway->Vinculin;;High Quality
HSP74_HUMAN P34932 HSPA4 (APG2)Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=494313.9 29 3 13 2 2 4 3 56 56 3 20 5 5 5 4 98 Hsp 70 family chaperoneProtein folding 0 High Quality
ABEC2_HUMAN Q9Y235 APOBEC2 Probable C->U-editing enzyme APOBEC-2 OS=Homo sapiens GN=APOBEC2 PE=1 SV=125685.8 8 4 1 2 2 17 9 11 2 4 0 3 29 Nucleic acid binding;DeaminasePyrimidine metabolism;Pre-mRNA processing0 High Quality
SSDH_HUMAN P51649 ALDH5A1 (SSADH)Succinate-semialdehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH5A1 PE=1 SV=257196.9 11 2 11 4 2 4 3 37 21 2 21 6 2 7 4 63 Dehydrogenase Amino acid metabolismGamma-aminobutyric acid synthesis->SSADH;;Aminobutyrate degradation->Succinate semialdehyde dehydrogenase;;;High Quality
IDH3G_HUMAN P51553 IDH3G Isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial OS=Homo sapiens GN=IDH3G PE=2 SV=142776.1 9 1 10 1 2 2 2 27 16 1 66 2 3 3 4 95 Dehydrogenase Tricarboxylic acid pathway0 High Quality
GPDA_HUMAN P21695 GPD1 Glycerol-3-phosphate dehydrogenase [NAD+], cytoplasmic OS=Homo sapiens GN=GPD1 PE=1 SV=437549.6 8 10 1 1 1 21 11 21 0 4 1 1 38 Dehydrogenase Phospholipid metabolism0 High Quality
ATP5I_HUMAN P56385 ATP5I (ATP5K)ATP synthase subunit e, mitochondrial OS=Homo sapiens GN=ATP5I PE=2 SV=27915.7 5 5 1 1 2 14 15 21 1 0 0 1 7 45 ATP synthase Biological process unclassified0 High Quality
CATA_HUMAN P04040 CAT Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 59738.5 16 1 7 2 2 1 29 30 1 18 2 3 1 0 55 Other transferase Fatty acid metabolism0 High Quality
2AAA_HUMAN P30153 PPP2R1A Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=465291.7 9 5 13 2 4 3 36 20 9 32 4 9 3 0 77 Protein phosphatase Biological process unclassifiedFGF signaling pathway->protein phosphatase 2A;;High Quality
TBA4A_HUMANP68366 TUBA4A (TUBA1)Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=149906.6 4 1 5 2 2 2 2 18 23 1 18 8 9 4 7 70 Molecular function unclassifiedBiological process unclassified0 High Quality
CNN1_HUMAN P51911 CNN1 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=2 33153 7 5 9 1 2 1 25 21 16 21 0 2 2 1 63 Non-motor actin binding proteinMuscle contraction 0 High Quality
PPT1_HUMAN P50897 PPT1 (PPT) Palmitoyl-protein thioesterase 1 OS=Homo sapiens GN=PPT1 PE=1 SV=134176 2 2 1 1 1 7 3 2 1 2 0 1 9 Esterase Protein-lipid modification0 High Quality
MPI_HUMAN P34949 MPI (PMI1) Mannose-6-phosphate isomerase OS=Homo sapiens GN=MPI PE=1 SV=246639 4 9 3 4 1 2 23 7 13 6 8 1 3 38 Isomerase Monosaccharide metabolismMannose metabolism->Mannose 6-P isomerase;;High Quality
DYL1_HUMAN P63167 DYNLL1 (DLC1) (DNCL1) (DNCLC1) (HDLC1)Dynein light chain 1, cytoplasmic OS=Homo sapiens GN=DYNLL1 PE=1 SV=110348.1 1 1 1 1 2 6 1 1 2 1 2 7 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
SBDS_HUMAN Q9Y3A5 SBDS (CGI-97) Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=428745.9 12 1 4 1 1 1 20 14 1 9 0 1 3 2 30 Transcription factor;NucleaseBiological process unclassified0 High Quality
CSN5_HUMAN Q92905 COPS5 (CSN5) (JAB1)COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=437561.9 7 2 3 1 1 1 15 9 3 3 1 1 1 18 Other transcription factormRNA transcriptionPDGF signaling pathway->c-Jun;;High Quality
TCPQ_HUMAN P50990 CCT8 (CCTQ) (KIAA0002)T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=459603 20 2 12 2 2 3 3 44 45 2 31 3 4 4 4 93 Chaperonin Protein folding;Protein complex assembly0 High Quality
GSTM3_HUMANP21266 GSTM3 (GST5)Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=326543.1 2 1 1 3 1 8 3 1 2 0 4 1 11 Other transferase Detoxification 0 High Quality
NEBL_HUMAN O76041 NEBL Nebulette OS=Homo sapiens GN=NEBL PE=1 SV=1 116438 40 9 18 2 4 3 10 86 100 11 38 12 16 4 11 192 Non-motor actin binding proteinMuscle contraction 0 High Quality
TCPA_HUMAN P17987 CCT1 (CCTA) (TCP1)T-complex protein 1 subunit alpha OS=Homo sapiens GN=CCT1 PE=1 SV=160327.2 12 2 11 2 2 4 33 14 4 21 2 0 2 9 52 Chaperonin Protein folding;Protein complex assembly0 High Quality
ARP2_HUMAN P61160 ACTR2 (ARP2)Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=144743.7 6 5 1 1 1 14 8 21 1 0 1 1 32 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureAlzheimer disease-presenilin pathway->actin;;Cadherin signaling pathway->Filamentous F-actin;;Huntington disease->Actin;;;;High Quality
CPT2_HUMAN P23786 CPT2 (CPT1) Carnitine O-palmitoyltransferase 2, mitochondrial OS=Homo sapiens GN=CPT2 PE=1 SV=273761.2 13 14 5 4 3 2 41 17 20 10 7 3 5 62 Acetyltransferase;AcyltransferaseAmino acid metabolism;Fatty acid metabolism0 High Quality
FLNC_HUMAN Q14315 FLNC (ABPL) (FLN2)Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=2 290934 90 17 53 8 15 4 5 192 519 68 151 21 27 7 8 801 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
B2L13_HUMAN Q9BXK5 BCL2L13 (MIL1) (CD003)Bcl-2-like 13 protein OS=Homo sapiens GN=BCL2L13 PE=1 SV=152705.2 2 1 1 1 2 7 2 1 1 1 0 4 9 Molecular function unclassifiedBiological process unclassified0 High Quality
IGHA1_HUMAN P01876 IGHA1 Ig alpha-1 chain C region OS=Homo sapiens GN=IGHA1 PE=1 SV=237635.8 6 9 3 2 20 7 17 5 0 2 0 31 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
ADCK3_HUMANQ8NI60 CABC1 (ADCK3) (PP265)Chaperone activity of bc1 complex-like, mitochondrial OS=Homo sapiens GN=CABC1 PE=1 SV=171933.9 12 3 6 3 3 1 2 30 33 7 25 6 5 3 4 83 Chaperone Oxidative phosphorylation;Other coenzyme and prosthetic group metabolism0 High Quality
SPRE_HUMAN P35270 SPR Sepiapterin reductase OS=Homo sapiens GN=SPR PE=1 SV=128031.5 9 1 5 1 2 1 19 21 3 8 5 0 2 1 40 Dehydrogenase;ReductaseOther metabolism 0 High Quality
DPYL2_HUMAN Q16555 DPYSL2 (CRMP2)Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=162276 14 4 19 4 4 1 3 49 38 8 62 17 10 3 4 142 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
UBP14_HUMAN P54578 USP14 (TGT) Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=356052.3 9 2 10 2 2 1 1 27 18 5 12 3 3 1 1 43 Cysteine protease Proteolysis 0 High Quality
OTUB1_HUMANQ96FW1 OTUB1 (OTB1) (OTU1) (HSPC263)Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=231266.6 7 3 1 1 1 13 14 6 1 2 0 1 24 Other hydrolase Protein metabolism and modification;Immunity and defense0 High Quality
TBA8_HUMAN Q9NY65 TUBA8 (TUBAL2)Tubulin alpha-8 chain OS=Homo sapiens GN=TUBA8 PE=2 SV=150075.7 6 1 9 2 1 1 2 22 21 4 14 9 8 1 3 60 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motility0 High Quality
PSB7_HUMAN Q99436 PSMB7 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=129947.9 5 2 1 1 1 10 11 2 0 1 1 1 16 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
PEDF_HUMAN P36955 SERPINF1 (PEDF)Pigment epithelium-derived factor OS=Homo sapiens GN=SERPINF1 PE=1 SV=346326.4 8 2 2 1 1 1 15 13 2 4 1 2 1 0 23 Serine protease inhibitorProteolysis Blood coagulation->alpha2-antiplasmin;;Plasminogen activating cascade->alpha2 antiplasmin;;;High Quality
F13A_HUMAN P00488 F13A1 (F13A) Coagulation factor XIII A chain OS=Homo sapiens GN=F13A1 PE=1 SV=483249.3 17 1 14 2 4 38 51 1 39 0 7 8 0 106 Other transferase Blood clottingBlood coagulation->Factor XIII;;Blood coagulation->Factor XIIIa;;;High Quality
DHRS4_HUMAN Q9BTZ2 DHRS4 (UNQ851/PRO1800)Dehydrogenase/reductase SDR family member 4 OS=Homo sapiens GN=DHRS4 PE=1 SV=227553.6 5 2 1 1 1 10 7 2 4 4 0 2 19 Dehydrogenase;ReductaseOther metabolism 0 High Quality
ANXA3_HUMANP12429 ANXA3 (ANX3)Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=336359.4 17 2 8 1 1 1 30 25 2 14 0 2 1 1 45 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
EST2_HUMAN O00748 CES2 (ICE) Carboxylesterase 2 OS=Homo sapiens GN=CES2 PE=1 SV=161789.3 13 1 3 1 1 19 22 1 4 2 0 0 3 32 Esterase Detoxification 0 High Quality
FIBA_HUMAN P02671 FGA Fibrinogen alpha chain OS=Homo sapiens GN=FGA PE=1 SV=294955.4 6 6 6 1 3 7 29 19 18 16 0 13 3 13 82 Other signaling molecule;Extracellular matrix glycoproteinBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Blood coagulation->Fibrinogen;;Plasminogen activating cascade->Fibrin degradation products;;;;;;High Quality
CAN2_HUMAN P17655 CAPN2 (CANPL2)Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=579995.1 16 1 9 2 2 1 1 32 27 2 13 3 4 3 8 60 Cysteine protease Proteolysis;Signal transductionHuntington disease->Calpain;;High Quality
GLU2B_HUMANP14314 PRKCSH (G19P1)Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=259407.7 8 5 5 1 2 4 25 19 13 20 17 0 2 4 75 Other enzyme regulatorRegulation of carbohydrate metabolism;Protein glycosylation0 High Quality
GLRX3_HUMAN O76003 GLRX3 (PICOT) (TXNL2) (HUSSY-22)Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=237414.8 3 3 4 3 1 1 15 3 5 7 6 1 1 23 Other oxidoreductase Sulfur redox metabolism0 High Quality
NACA_HUMAN Q13765 NACA (HSD48)Nascent polypeptide-associated complex subunit alpha OS=Homo sapiens GN=NACA PE=1 SV=123365.3 3 1 2 2 2 1 11 10 1 3 3 3 0 1 21 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
ACAD9_HUMANQ9H845 ACAD9 Acyl-CoA dehydrogenase family member 9, mitochondrial OS=Homo sapiens GN=ACAD9 PE=1 SV=168744.8 7 1 2 1 4 1 1 17 12 1 2 2 7 1 1 26 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
ARPC2_HUMAN O15144 ARPC2 (ARC34) (PRO2446)Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=134315.7 12 1 2 3 1 1 20 18 2 4 11 1 1 37 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;;High Quality
MECR_HUMAN Q9BV79 MECR (NBRF1) (CGI-63)Trans-2-enoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=MECR PE=1 SV=140410 3 3 3 1 1 1 2 14 5 3 3 2 2 3 3 21 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
GDIB_HUMAN P50395 GDI2 (RABGDIB)Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=250647.5 20 1 6 1 4 2 34 44 1 11 0 4 7 2 69 G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
6PGD_HUMAN P52209 PGD (PGDH) 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=353123.9 8 1 2 1 3 15 20 1 2 0 1 3 0 27 Dehydrogenase Pentose-phosphate shuntPentose phosphate pathway->Gluconate Dehydrogenase;;High Quality
CLUS_HUMAN P10909 CLU (APOJ) (CLI) (KUB1) (AAG4)Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 52476.9 3 1 3 1 1 2 11 3 1 3 2 2 3 0 14 Molecular function unclassifiedApoptosis 0 High Quality
GLGB_HUMAN Q04446 GBE1 1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=280444.9 17 2 2 2 2 2 1 28 33 3 7 3 4 2 1 53 Amylase Glycogen metabolism0 High Quality
ARK72_HUMAN O43488 AKR7A2 (AFAR) (AFAR1) (AKR7)Aflatoxin B1 aldehyde reductase member 2 OS=Homo sapiens GN=AKR7A2 PE=1 SV=339571 8 3 5 1 1 18 18 8 10 0 2 1 0 39 Reductase Other metabolism 0 High Quality
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PABP4_HUMAN Q13310 PABPC4 (APP1) (PABP4)Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=170765.8 5 4 1 1 11 6 4 0 2 1 0 13 Other RNA-binding proteinmRNA polyadenylation;mRNA end-processing and stability0 High Quality
LDHD_HUMAN Q86WU2 LDHD Probable D-lactate dehydrogenase, mitochondrial OS=Homo sapiens GN=LDHD PE=1 SV=154851 6 3 15 1 1 1 27 12 6 61 1 1 1 0 82 Dehydrogenase Other carbohydrate metabolism;Electron transport0 High Quality
SDPR_HUMAN O95810 SDPR Serum deprivation-response protein OS=Homo sapiens GN=SDPR PE=1 SV=347154.9 3 3 5 1 1 1 3 17 4 5 13 8 3 1 3 37 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
PARVA_HUMANQ9NVD7 PARVA (MXRA2)Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=142226.7 8 1 2 1 2 1 15 11 2 2 0 2 3 1 21 Actin and actin related proteinCell motility Integrin signalling pathway->Parvin;;High Quality
NIBA_HUMAN Q9BZQ8 FAM129A Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1103116.4 10 1 14 3 4 4 3 39 22 1 30 8 18 7 7 93 Molecular function unclassifiedOncogenesis 0 High Quality
COQ5_HUMAN Q5HYK3 COQ5 Ubiquinone biosynthesis methyltransferase COQ5, mitochondrial OS=Homo sapiens GN=COQ5 PE=2 SV=237123.1 11 4 2 1 1 19 23 5 3 1 1 0 33 Methyltransferase Other carbon metabolism0 High Quality
HNRPD_HUMANQ14103 HNRNPD (AUF1) (HNRPD)Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=138416.5 4 1 6 2 2 1 16 9 1 9 6 10 0 1 36 Molecular function unclassifiedBiological process unclassified0 High Quality
FERM2_HUMANQ96AC1 FERMT2 (KIND2) (MIG2) (PLEKHC1)Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=177845.9 18 1 7 2 3 1 2 34 44 1 17 5 7 1 2 77 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;High Quality
RSU1_HUMAN Q15404 RSU1 (RSP1) Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=331524.2 8 6 1 1 1 1 18 18 8 2 2 2 1 33 Growth factor;Kinase modulatorIntracellular signaling cascade0 High Quality
COQ3_HUMAN Q9NZJ6 COQ3 (UG0215E05)Hexaprenyldihydroxybenzoate methyltransferase, mitochondrial OS=Homo sapiens GN=COQ3 PE=2 SV=240980.1 5 2 1 2 2 1 13 8 5 1 2 2 1 19 Methyltransferase Coenzyme metabolism0 High Quality
A2MG_HUMAN P01023 A2M (CPAMD5) (FWP007)Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=1163258.8 11 21 7 9 1 2 51 32 65 13 25 1 2 138 Other cytokine;Serine protease inhibitorProteolysis;Ligand-mediated signaling;Immunity and defenseBlood coagulation->alpha-2-macroglobulin;;High Quality
AASS_HUMAN Q9UDR5 AASS Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Homo sapiens GN=AASS PE=1 SV=1102117.4 21 1 12 2 1 37 37 1 17 0 3 1 0 59 Dehydrogenase;ReductaseAmino acid catabolism0 High Quality
TCPZ_HUMAN P40227 CCT6A (CCT6) (CCTZ)T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=358007.3 11 2 12 1 2 1 2 31 22 2 28 5 3 1 4 65 Chaperonin Protein folding;Protein complex assembly0 High Quality
TCPH_HUMAN Q99832 CCT7 (CCTH) (NIP7-1)T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=259349.8 10 10 3 1 1 3 28 14 17 5 1 2 3 42 Chaperonin Protein folding;Protein complex assembly0 High Quality
GCST_HUMAN P48728 AMT (GCST) Aminomethyltransferase, mitochondrial OS=Homo sapiens GN=AMT PE=1 SV=143927.6 3 2 1 1 1 8 4 2 2 1 1 0 10 Dehydrogenase Amino acid catabolism;Other metabolism0 High Quality
TRAP1_HUMAN Q12931 TRAP1 (HSP75)Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=380094.9 16 1 5 1 1 1 2 27 34 1 6 2 2 1 3 49 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
LASP1_HUMAN Q14847 LASP1 (MLN50)LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=229698.8 2 4 1 1 1 9 2 7 1 2 4 0 16 Non-motor actin binding proteinMuscle contraction 0 High Quality
MARE3_HUMANQ9UPY8 MAPRE3 Microtubule-associated protein RP/EB family member 3 OS=Homo sapiens GN=MAPRE3 PE=1 SV=131964.8 2 3 1 1 7 3 3 5 0 0 1 12 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
ROA2_HUMAN P22626 HNRNPA2B1 (HNRPA2B1)Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=237412.3 5 2 3 1 1 1 1 14 7 9 3 2 2 1 3 27 Molecular function unclassifiedBiological process unclassified0 High Quality
PURA1_HUMANQ8N142 ADSSL1 (ADSS1)Adenylosuccinate synthetase isozyme 1 OS=Homo sapiens GN=ADSSL1 PE=1 SV=150190.8 15 3 12 1 2 1 34 26 5 33 0 2 2 3 71 Synthetase;Other ligaseNucleoside, nucleotide and nucleic acid metabolismWnt signaling pathway->NFAT Target Genes;;De novo purine biosynthesis->Adenylosuccinate synthase;;;High Quality
FA9_HUMAN P00740 F9 Coagulation factor IX OS=Homo sapiens GN=F9 PE=1 SV=251759.6 5 2 1 3 3 14 6 8 1 0 5 6 26 Oxidoreductase;Serine protease;Defense/immunity protein;Calmodulin related protein;AnnexinProteolysis;Blood clottingBlood coagulation->Factor XI;;Blood coagulation->Factor IXa;;Blood coagulation->FXIa;;Blood coagulation->Factor IX;;;;;High Quality
LRC20_HUMAN Q8TCA0 LRRC20 (UNQ2429/PRO4989)Leucine-rich repeat-containing protein 20 OS=Homo sapiens GN=LRRC20 PE=2 SV=120491.7 4 1 1 1 7 10 1 3 0 0 1 15 Molecular function unclassifiedBiological process unclassified0 High Quality
PA2G4_HUMANQ9UQ80 PA2G4 (EBP1) Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=343768.7 9 2 7 2 1 3 24 17 2 16 2 0 2 4 43 Other transcription factor;Other nucleic acid bindingProtein biosynthesis;Cell proliferation and differentiation0 High Quality
CFAB_HUMAN P00751 CFB (BF) (BFD)Complement factor B OS=Homo sapiens GN=CFB PE=1 SV=285515.2 16 9 3 3 3 3 37 41 22 4 4 3 3 77 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
MSRB3_HUMANQ8IXL7 MSRB3 (UNQ1965/PRO4487)Methionine-R-sulfoxide reductase B3, mitochondrial OS=Homo sapiens GN=MSRB3 PE=1 SV=119992.3 1 3 1 1 1 7 1 5 4 1 0 1 12 Reductase Protein modification;Stress response0 High Quality
FKBP4_HUMAN Q02790 FKBP4 FK506-binding protein 4 OS=Homo sapiens GN=FKBP4 PE=1 SV=351787.9 3 1 11 1 1 1 18 4 1 26 2 0 1 1 35 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
HNRPK_HUMANP61978 HNRNPK (HNRPK)Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=150960.5 5 10 6 1 2 1 25 8 15 10 5 7 0 1 46 Ribonucleoprotein mRNA transcription;Pre-mRNA processing;Translational regulation;Signal transduction;Nuclear transport;Induction of apoptosis0 High Quality
ATPF1_HUMAN Q5TC12 ATPAF1 (ATP11)ATP synthase mitochondrial F1 complex assembly factor 1 OS=Homo sapiens GN=ATPAF1 PE=1 SV=136418.9 11 2 5 1 2 1 22 25 4 8 5 5 0 1 48 Chaperone Protein complex assembly;Other metabolism0 High Quality
HIBCH_HUMAN Q6NVY1 HIBCH 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Homo sapiens GN=HIBCH PE=1 SV=243466 9 2 6 1 3 3 24 19 5 13 0 1 4 5 47 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
RAB21_HUMAN Q9UL25 RAB21 (KIAA0118)Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=324329.9 2 6 1 1 10 3 9 0 1 1 0 14 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
DCMC_HUMAN O95822 MLYCD Malonyl-CoA decarboxylase, mitochondrial OS=Homo sapiens GN=MLYCD PE=1 SV=354986.4 12 1 7 1 1 2 2 26 20 3 10 1 2 3 2 41 Molecular function unclassifiedBiological process unclassified0 High Quality
NDUAA_HUMANO95299 NDUFA10 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 10, mitochondrial OS=Homo sapiens GN=NDUFA10 PE=1 SV=140733.7 3 6 1 1 2 2 15 7 8 2 2 2 2 23 Oxidoreductase Oxidative phosphorylation0 High Quality
NDUS1_HUMANP28331 NDUFS1 NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial OS=Homo sapiens GN=NDUFS1 PE=1 SV=379450.5 19 1 12 1 1 2 4 40 52 2 26 1 1 4 4 90 Reductase Electron transport 0 High Quality
PURA_HUMAN Q00577 PURA (PUR1) Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=234893.1 2 4 1 1 1 9 3 7 1 3 1 0 15 Other transcription factor;Single-stranded DNA-binding protein;Other DNA-binding proteinGeneral mRNA transcription activities0 High Quality
TKT_HUMAN P29401 TKT Transketolase OS=Homo sapiens GN=TKT PE=1 SV=367861.4 7 2 3 1 1 1 15 8 2 6 0 1 1 1 19 Transketolase Pentose-phosphate shunt;Vitamin metabolism0 High Quality
STRAP_HUMAN Q9Y3F4 STRAP (MAWD) (UNRIP)Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=138421.4 4 2 1 1 1 9 6 3 1 0 1 1 12 Other miscellaneous function proteinReceptor protein serine/threonine kinase signaling pathway0 High Quality
DESM_HUMAN P17661 DES Desmin OS=Homo sapiens GN=DES PE=1 SV=3 53518.6 7 5 17 1 1 1 32 11 10 26 0 1 2 1 51 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
GDE_HUMAN P35573 AGL (GDE) Glycogen debranching enzyme OS=Homo sapiens GN=AGL PE=1 SV=3174749.6 18 4 27 3 2 3 6 63 36 5 55 5 6 4 6 117 Glycosyltransferase;GlycosidaseGlycogen metabolism0 High Quality
ACTZ_HUMAN P61163 ACTR1A (CTRN1)Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=142597.2 7 3 1 2 2 15 11 9 2 4 0 2 28 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureCytoskeletal regulation by Rho GTPase->Actin;;Nicotinic acetylcholine receptor signaling pathway->Actin;;Alzheimer disease-presenilin pathway->actin;;Wnt signaling pathway->NFAT Target Genes;;Cadherin signaling pathway->Filamentous F-actin;;Integrin signaHigh Quality
PDIA4_HUMAN P13667 PDIA4 (ERP70) (ERP72)Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=272916 20 4 4 2 2 2 1 35 33 13 10 3 3 2 1 65 Other isomerase Protein disulfide-isomerase reaction0 High Quality
IF4H_HUMAN Q15056 EIF4H (KIAA0038) (WBSCR1) (WSCR1)Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=527368 5 3 2 1 2 13 9 11 3 2 0 0 4 29 Translation initiation factorProtein biosynthesis 0 High Quality
MAOM_HUMANP23368 ME2 NAD-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME2 PE=1 SV=165428.2 11 8 1 1 1 22 16 15 7 7 1 0 46 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
TXND4_HUMANQ9BS26 ERP44 Thioredoxin domain-containing protein 4 OS=Homo sapiens GN=TXNDC4 PE=1 SV=146954.5 3 2 4 1 1 1 12 4 2 7 2 1 0 2 18 Other isomerase Protein disulfide-isomerase reaction0 High Quality
GCDH_HUMAN Q92947 GCDH Glutaryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=GCDH PE=1 SV=148110.5 8 1 10 1 1 1 2 24 21 3 31 2 5 1 2 65 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
PSD7_HUMAN P51665 PSMD7 (MOV34L)26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=237007.5 7 2 2 1 12 11 4 0 2 1 0 18 Other miscellaneous function proteinProteolysis;Developmental processes;Cell cycle control;Cell proliferation and differentiationCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
BZW2_HUMAN Q9Y6E2 BZW2 (HSPC028) (MSTP017)Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=148146 10 1 1 1 1 1 2 17 18 1 2 2 2 1 2 28 Nuclease;Translation initiation factorProtein biosynthesis;Translational regulation;Other protein metabolism0 High Quality
ULA1_HUMAN Q13564 NAE1 (APPBP1) (HPP1)NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=160230.3 8 3 2 2 2 1 18 11 3 4 4 2 1 25 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
CSN3_HUMAN Q9UNS2 COPS3 (CSN3) COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=347856.5 3 1 3 1 1 1 2 12 6 4 4 2 1 1 2 20 Other enzyme activatorProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
NIPS1_HUMAN Q9BPW8 NIPSNAP1 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=133292.9 4 1 1 6 6 0 2 0 1 9 Membrane traffic proteinGeneral vesicle transport0 High Quality
CATZ_HUMAN Q9UBR2 CTSZ Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 33850.2 3 3 2 1 1 10 5 12 4 3 2 0 26 Cysteine protease Proteolysis 0 High Quality
EF1A3_HUMAN Q5VTE0 EEF1AL3 (Putative elongation factor 1-alpha-like 3) Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150167.4 3 1 2 4 10 20 11 1 4 4 32 52 Translation elongation factorTranslational regulation0 High Quality
PSB1_HUMAN P20618 PSMB1 (PSC5)Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=226472.5 5 4 1 2 1 13 5 9 9 10 0 2 35 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
SMYD1_HUMANQ8NB12 SMYD1 SET and MYND domain-containing protein 1 OS=Homo sapiens GN=SMYD1 PE=2 SV=156598.7 13 7 1 1 1 23 22 32 0 4 1 3 62 Transcription cofactor mRNA transcription regulation;Cell proliferation and differentiation0 High Quality
TRXR2_HUMAN Q9NNW7 TXNRD2 (KIAA1652) (TRXR2)Thioredoxin reductase 2, mitochondrial OS=Homo sapiens GN=TXNRD2 PE=1 SV=356487.8 7 1 9 2 1 20 10 1 13 0 8 0 2 34 Reductase Electron transport;Other metabolism0 High Quality
MK01_HUMAN P28482 MAPK1 (ERK2) (PRKM1) (PRKM2)Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=341373.9 2 1 1 2 1 1 8 2 1 1 3 2 0 1 10 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAngiotensin II-stimulated signaling through G proteins and beta-arrestin->mitogen-activated protein kinase;;Interleukin signaling pathway->Extracellular signal-regulated kinase family;;Ras Pathway->Extracellular signal-regulated kinase;;B cell activation-High Quality
ATPD_HUMAN P30049 ATP5D ATP synthase subunit delta, mitochondrial OS=Homo sapiens GN=ATP5D PE=1 SV=217471.9 4 5 3 2 2 16 20 22 25 16 14 0 0 97 Hydrogen transporter;Synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Electron transport;Cation transport0 High Quality
LPPRC_HUMAN P42704 LRPPRC (LRP130)Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3157894.2 15 13 1 5 4 38 23 22 0 1 5 6 57 Serine/threonine protein kinase receptor;Protein kinaseProtein phosphorylation0 High Quality
RS2_HUMAN P15880 RPS2 (RPS4) 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=231307.2 5 1 1 1 8 7 2 1 0 0 1 11 Ribosomal protein Protein biosynthesis 0 High Quality
MIF_HUMAN P14174 MIF (GLIF) (MMIF)Macrophage migration inhibitory factor OS=Homo sapiens GN=MIF PE=1 SV=412458.5 3 1 3 3 4 14 17 24 14 12 10 0 0 77 Cytokine Macrophage-mediated immunity0 High Quality
UN45B_HUMANQ8IWX7 UNC45B (CMYA4) (UNC45)UNC45 homolog B OS=Homo sapiens GN=UNC45B PE=2 SV=1103718.4 24 12 2 3 2 3 46 70 13 4 6 2 6 101 Molecular function unclassifiedBiological process unclassified0 High Quality
TPM3_HUMAN P06753 TPM3 Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=132802.2 4 3 1 2 1 11 4 4 2 9 0 1 20 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
MPPA_HUMAN Q10713 PMPCA (INPP5E) (KIAA0123) (MPPA)Mitochondrial-processing peptidase subunit alpha OS=Homo sapiens GN=PMPCA PE=1 SV=258235.8 6 1 4 2 1 1 15 8 1 7 2 1 0 1 20 Reductase;Esterase;MetalloproteaseProteolysis;Electron transport0 High Quality
K1881_HUMAN Q96Q06 KIAA1881 Protein KIAA1881 OS=Homo sapiens GN=KIAA1881 PE=2 SV=2134407 21 6 58 1 4 5 5 100 93 11 233 3 9 6 7 362 Molecular function unclassifiedBiological process unclassified0 High Quality
CV028_HUMAN Q9Y3I0 C22orf28 (HSPC117)UPF0027 protein C22orf28 OS=Homo sapiens GN=C22orf28 PE=1 SV=155192.2 6 1 6 2 2 1 2 20 13 2 22 4 4 3 5 53 Molecular function unclassifiedBiological process unclassified0 High Quality
HYES_HUMAN P34913 EPHX2 Epoxide hydrolase 2 OS=Homo sapiens GN=EPHX2 PE=1 SV=262599.1 10 1 4 1 1 3 20 18 1 6 1 0 1 3 30 Hydrolase Detoxification;Other metabolism0 High Quality
PUR2_HUMAN P22102 GART (PGFT) (PRGS)Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1107750.4 8 12 1 1 1 2 25 11 14 2 2 2 3 34 Other ligase Purine metabolismDe novo purine biosynthesis->Phosphoribosylamine glycine ligase;;High Quality
ACY1_HUMAN Q03154 ACY1 Aminoacylase-1 OS=Homo sapiens GN=ACY1 PE=1 SV=145866.3 4 2 4 1 1 2 14 4 2 6 2 4 0 2 20 Other hydrolase;MetalloproteaseAmino acid biosynthesis0 High Quality
CAD13_HUMANP55290 CDH13 (CDHH)Cadherin-13 OS=Homo sapiens GN=CDH13 PE=1 SV=178269.6 6 5 4 1 1 17 25 43 9 0 1 0 1 79 Cadherin Cell adhesion-mediated signaling;Cell adhesion;OncogenesisWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;High Quality
CERU_HUMAN P00450 CP Ceruloplasmin OS=Homo sapiens GN=CP PE=1 SV=1122189.9 12 2 12 4 5 1 36 22 3 20 6 6 1 0 58 Other transporter;Other transfer/carrier protein;OxidaseOther homeostasis activities0 High Quality
PCCA_HUMAN P05165 PCCA Propionyl-CoA carboxylase alpha chain, mitochondrial OS=Homo sapiens GN=PCCA PE=1 SV=377336.1 18 1 13 2 2 1 1 38 42 1 27 2 5 1 1 79 Other ligase GluconeogenesisMethylmalonyl pathway->Propionyl-CoA carboxylase;;High Quality
SNX6_HUMAN Q9UNH7 SNX6 Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=146632.4 5 1 2 2 1 11 6 1 2 0 4 1 0 14 Membrane traffic regulatory proteinIntracellular protein traffic0 High Quality
SEP11_HUMAN Q9NVA2 SEP11 Septin-11 OS=Homo sapiens GN=SEPT11 PE=1 SV=3 49381.1 11 2 4 1 2 1 21 14 5 6 1 0 2 1 29 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense0 High Quality
ACSF2_HUMAN Q96CM8 ACSF2 (UNQ493/PRO1009)Acyl-CoA synthetase family member 2, mitochondrial OS=Homo sapiens GN=ACSF2 PE=1 SV=268107.5 9 5 1 1 2 18 11 6 1 1 0 6 25 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
FKBP5_HUMAN Q13451 FKBP5 (AIG6) (FKBP51)FK506-binding protein 5 OS=Homo sapiens GN=FKBP5 PE=1 SV=251195.6 2 2 3 1 1 9 2 2 3 0 2 0 1 10 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
PREP_HUMAN Q5JRX3 PITRM1 (KIAA1104) (MP1)Presequence protease, mitochondrial OS=Homo sapiens GN=PITRM1 PE=1 SV=2117439.4 11 3 8 1 1 1 4 29 25 4 12 2 1 1 5 50 Metalloprotease Proteolysis 0 High Quality
LONM_HUMAN P36776 LONP1 (PRSS15)Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=2 SV=2106473.3 28 15 1 1 2 5 52 71 44 2 5 2 5 129 Serine protease Proteolysis 0 High Quality
PDK1_HUMAN Q15118 PDK1 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 1, mitochondrial OS=Homo sapiens GN=PDK1 PE=1 SV=149227.8 6 1 4 2 1 1 15 11 1 4 2 1 1 0 20 Protein kinase Protein phosphorylationTCA cycle->Pyruvate Dehydrogenase;;High Quality
PLST_HUMAN P13797 PLS3 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=3 70420.5 10 7 1 2 20 13 8 1 0 2 0 24 Non-motor actin binding proteinCell structure 0 High Quality
VDAC2_HUMANP45880 VDAC2 Voltage-dependent anion-selective channel protein 2 OS=Homo sapiens GN=VDAC2 PE=1 SV=231549.3 5 6 1 1 13 8 21 0 1 0 1 31 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
AT2A2_HUMAN P16615 ATP2A2 (ATP2B)Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1114740.8 8 2 12 1 3 2 28 27 3 26 1 6 0 3 66 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
SH3L3_HUMAN Q9H299 SH3BGRL3 (P1725)SH3 domain-binding glutamic acid-rich-like protein 3 OS=Homo sapiens GN=SH3BGRL3 PE=1 SV=110419.8 2 4 3 2 2 13 3 9 11 4 5 0 0 32 Molecular function unclassifiedBiological process unclassified0 High Quality
DCD_HUMAN P81605 DCD (AIDD) (DSEP)Dermcidin OS=Homo sapiens GN=DCD PE=1 SV=2 11266.1 4 5 3 1 2 15 71 73 4 1 72 0 0 221 Molecular function unclassifiedBiological process unclassified0 High Quality
SYG_HUMAN P41250 GARS Glycyl-tRNA synthetase OS=Homo sapiens GN=GARS PE=1 SV=283123.5 7 1 5 2 3 1 19 10 1 5 6 10 0 1 33 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
SAKS1_HUMAN Q04323 UBXN1 SAPK substrate protein 1 OS=Homo sapiens GN=SAKS1 PE=1 SV=233307.4 2 2 1 1 1 1 8 2 4 3 1 0 1 1 12 Other miscellaneous function proteinProteolysis 0 High Quality
KINH_HUMAN P33176 KIF5B (KNS) (KNS1)Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1109668.3 24 11 13 1 1 4 3 57 46 11 18 2 4 4 3 88 Microtubule binding motor proteinIntracellular protein traffic;Cell structure0 High Quality
CFAH_HUMAN P08603 CFH (HF) (HF1) (HF2)Complement factor H OS=Homo sapiens GN=CFH PE=1 SV=4139078.2 1 14 1 1 1 18 1 36 1 0 1 1 40 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
LIMS1_HUMAN P48059 LIMS1 (PINCH) (PINCH1)LIM and senescent cell antigen-like-containing domain protein 1 OS=Homo sapiens GN=LIMS1 PE=1 SV=437232.7 3 1 1 5 7 1 0 0 1 9 Actin binding cytoskeletal protein;Structural proteinOther receptor mediated signaling pathway;Cell motilityIntegrin signalling pathway->PINCH;;High Quality
S10A9_HUMAN P06702 S100A9 (CAGB) (CFAG) (MRP14)Protein S100-A9 OS=Homo sapiens GN=S100A9 PE=1 SV=113224.3 4 7 2 2 3 18 6 17 3 16 11 0 0 53 Calmodulin related proteinMacrophage-mediated immunity;Cell motility0 High Quality
K1C10_HUMAN P13645 KRT10 (KPP) Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=459494.3 29 23 5 8 12 77 990 375 10 18 20 0 0 1413 Intermediate filament;Structural proteinCell structure 0 High Quality
PPR1A_HUMAN Q13522 PPP1R1A (IPP1)Protein phosphatase 1 regulatory subunit 1A OS=Homo sapiens GN=PPP1R1A PE=1 SV=118921.3 1 4 1 1 7 1 5 0 1 2 0 9 Other signaling molecule;Phosphatase inhibitorG-protein mediated signaling;Other intracellular signaling cascade;Other neuronal activity0 High Quality
MYH6_HUMAN P13533 MYH6 (MYHCA)Myosin-6 OS=Homo sapiens GN=MYH6 PE=1 SV=3 223677.5 13 6 13 1 2 4 39 39 9 27 0 1 4 4 84 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
OPA1_HUMAN O60313 OPA1 (KIAA0567)Dynamin-like 120 kDa protein, mitochondrial OS=Homo sapiens GN=OPA1 PE=1 SV=2111642.9 25 3 15 1 2 3 7 56 65 6 27 2 3 5 8 116 Transcription cofactor;Nucleic acid bindingmRNA transcription regulation0 High Quality
METK2_HUMANP31153 MAT2A (AMS2) (MATA2)S-adenosylmethionine synthetase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=143642.8 5 1 2 1 1 1 3 14 9 1 8 1 1 2 5 27 Nucleotidyltransferase Other amino acid metabolismS adenosyl methionine biosynthesis->S-Adenosyl methionine synthetase;;High Quality
TXLNB_HUMAN Q8N3L3 TXLNB (C6orf198) (MDP77)Beta-taxilin OS=Homo sapiens GN=TXLNB PE=1 SV=376501.2 3 1 4 1 2 11 8 1 10 0 1 0 2 22 Antibacterial response proteinGeneral vesicle transport0 High Quality
NUCL_HUMAN P19338 NCL Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 76597.9 9 4 4 2 2 2 23 22 7 6 0 5 2 2 44 Other RNA-binding proteinrRNA metabolism 0 High Quality
MYOM1_HUMANP52179 MYOM1 Myomesin-1 OS=Homo sapiens GN=MYOM1 PE=1 SV=1162435.3 12 17 1 4 2 1 37 18 24 1 5 3 2 53 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
LAMB1_HUMANP07942 LAMB1 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=1198045.3 14 3 8 1 1 2 1 30 16 3 12 2 1 2 1 37 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
RT09_HUMAN P82933 MRPS9 (RPMS9)28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=145806 2 1 1 1 5 2 1 0 2 0 1 6 Ribonucleoprotein;Ribosomal proteinProtein biosynthesis 0 High Quality
CHM1B_HUMANQ7LBR1 CHMP1B (C18orf2)Charged multivesicular body protein 1b OS=Homo sapiens GN=CHMP1B PE=1 SV=122091.3 1 1 1 1 1 1 6 1 1 1 1 0 1 1 6 Membrane traffic proteinGeneral vesicle transport0 Matchup
CYGB_HUMAN Q8WWM9 CYGB (STAP) Cytoglobin OS=Homo sapiens GN=CYGB PE=1 SV=1 21386.1 3 1 1 1 6 4 4 2 0 1 11 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
HMGCL_HUMANP35914 HMGCL Hydroxymethylglutaryl-CoA lyase, mitochondrial OS=Homo sapiens GN=HMGCL PE=1 SV=234342.3 4 2 1 1 1 9 6 3 1 1 1 0 12 Other lyase Acyl-CoA metabolism0 High Quality
IF2M_HUMAN P46199 MTIF2 Translation initiation factor IF-2, mitochondrial OS=Homo sapiens GN=MTIF2 PE=2 SV=181327.1 7 2 1 2 1 1 14 8 7 1 2 1 1 20 Translation initiation factor;HydrolaseProtein biosynthesis 0 High Quality
CRIP1_HUMAN P50238 CRIP1 (CRIP) Cysteine-rich protein 1 OS=Homo sapiens GN=CRIP1 PE=1 SV=38514.7 1 1 1 1 4 1 2 1 0 0 0 1 5 Actin binding cytoskeletal proteinMuscle development 0 Matchup
DCTN2_HUMANQ13561 DCTN2 (DCTN50)Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=444213.7 6 5 9 1 2 1 24 8 6 15 0 2 2 1 34 Microtubule binding motor proteinGeneral vesicle transport;Synaptic transmission;Chromosome segregation;Cell proliferation and differentiation;Cell structure0 High Quality
KU70_HUMAN P12956 XRCC6 (G22P1)ATP-dependent DNA helicase 2 subunit 1 OS=Homo sapiens GN=XRCC6 PE=1 SV=269828.4 11 1 3 2 1 1 1 20 17 1 4 3 2 2 1 30 DNA helicase DNA repair;DNA recombination;Immunity and defense0 High Quality
LAMC1_HUMANP11047 LAMC1 (LAMB2)Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=2177587.1 17 8 13 1 2 2 3 46 73 21 30 3 3 3 3 136 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
F262_HUMAN O60825 PFKFB2 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2 OS=Homo sapiens GN=PFKFB2 PE=1 SV=258460 11 1 4 1 2 19 15 1 5 0 2 ` 2 25 Carbohydrate phosphataseGlycolysis;Monosaccharide metabolism0 High Quality
TCPD_HUMAN P50991 CCT4 (CCTD) (SRB)T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=457907.9 14 1 9 1 2 4 31 28 2 22 0 2 2 5 61 Chaperonin Protein folding;Protein complex assembly0 High Quality
ACS2L_HUMAN Q9NUB1 ACSS1 (ACAS2L) (KIAA1846)Acetyl-coenzyme A synthetase 2-like, mitochondrial OS=Homo sapiens GN=ACSS1 PE=2 SV=274838.6 14 8 2 1 1 2 28 33 9 5 3 1 3 54 Synthetase;Other ligaseFatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
PUR9_HUMAN P31939 ATIC (PURH) (OK/SW-cl.86)Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=364598.5 18 2 19 1 1 1 42 30 2 35 2 0 1 1 71 Methyltransferase;Other hydrolasePurine metabolismDe novo purine biosynthesis->AICAR transformylase;;De novo purine biosynthesis->IMP cyclohydrolase;;;High Quality
PDC6I_HUMAN Q8WUM4 PDCD6IP (AIP1) (ALIX) (KIAA1375)Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=196007.4 29 12 1 4 1 47 77 47 2 0 4 1 131 Transmembrane receptor regulatory/adaptor proteinInduction of apoptosis;Cell proliferation and differentiation0 High Quality
PDCD5_HUMANO14737 PDCD5 (TFAR19)Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=314267.3 5 9 5 1 20 7 19 7 0 2 0 0 35 Select regulatory moleculeInduction of apoptosis;Apoptotic processes0 High Quality
NDUV1_HUMANP49821 NDUFV1 (UQOR1)NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=Homo sapiens GN=NDUFV1 PE=1 SV=450799.8 11 4 14 1 1 2 33 23 4 28 0 1 2 3 61 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
TIM13_HUMAN Q9Y5L4 TIMM13 (TIM13B) (TIMM13A) (TIMM13B)Mitochondrial import inner membrane translocase subunit Tim13 OS=Homo sapiens GN=TIMM13 PE=1 SV=110482.2 2 2 5 2 11 4 3 10 0 0 0 2 19 Other miscellaneous function proteinIntracellular protein traffic;Protein targeting;Transport;Hearing0 High Quality
FLNA_HUMAN P21333 FLNA (FLN) (FLN1)Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 280711.4 50 8 35 2 4 4 2 105 194 18 48 3 5 6 2 276 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
NUBPL_HUMANQ8TB37 NUBPL (C14orf127)Nucleotide-binding protein-like OS=Homo sapiens GN=NUBPL PE=1 SV=334064.8 8 1 1 1 1 12 12 1 0 2 1 1 17 Other hydrolase Protein metabolism and modification0 High Quality
UBP5_HUMAN P45974 USP5 (ISOT) Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=295770.1 21 1 8 2 1 1 34 41 1 12 0 5 1 1 61 Cysteine protease Proteolysis 0 High Quality
NDKA_HUMAN P15531 NME1 (NDPKA) (NM23)Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=117130.7 1 1 1 3 2 0 1 1 0 4 Nucleotide kinase Pyrimidine metabolismDe novo purine biosynthesis->GDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->UDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthMatchup
ORN_HUMAN Q9Y3B8 REXO2 (SFN) (SMFN) (CGI-114)Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=326815.7 1 1 2 1 1 1 7 1 1 4 1 3 0 1 11 Molecular function unclassifiedBiological process unclassified0 High Quality
COX17_HUMAN Q14061 COX17 Cytochrome c oxidase copper chaperone OS=Homo sapiens GN=COX17 PE=1 SV=26897.2 1 1 3 3 1 9 6 5 8 0 0 5 2 26 Transfer/carrier proteinOxidative phosphorylation0 High Quality
DHB4_HUMAN P51659 HSD17B4 (EDH17B4)Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=379670.4 13 1 11 1 1 1 2 30 21 1 23 1 1 1 2 50 Dehydrogenase;ReductaseSteroid metabolismAndrogen/estrogene/progesterone biosynthesis->Estradiol 17beta-dehydrogenase;;High Quality
TLN1_HUMAN Q9Y490 TLN1 (KIAA1027) (TLN)Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 269747.1 62 8 52 2 7 5 136 150 10 87 2 0 8 6 263 Cell adhesion molecule;Actin binding cytoskeletal proteinCell structure 0 High Quality
FBLN2_HUMAN P98095 FBLN2 Fibulin-2 OS=Homo sapiens GN=FBLN2 PE=1 SV=1 126521.6 3 3 8 1 1 16 13 8 17 0 2 0 2 42 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 High Quality
PTGDS_HUMAN P41222 PTGDS (PDS) Prostaglandin-H2 D-isomerase OS=Homo sapiens GN=PTGDS PE=1 SV=121011.1 3 2 3 2 2 12 13 3 8 4 3 0 0 31 Synthase;Isomerase Fatty acid biosynthesis;Lipid metabolism;Intracellular signaling cascade;Transport;Muscle contraction;Developmental processes;Other metabolism0 High Quality
ACTA_HUMAN P62736 ACTA2 (ACTSA) (ACTVS) (GIG46)Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=142002.1 16 1 17 294 0 0 6 0 300 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
IDE_HUMAN P14735 IDE Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=3118009 6 1 3 1 1 12 8 1 3 1 1 14 Metalloprotease Proteolysis 0 High Quality
S10AD_HUMAN Q99584 S100A13 Protein S100-A13 OS=Homo sapiens GN=S100A13 PE=1 SV=111453.7 4 3 8 2 2 19 9 4 14 0 0 2 3 32 Calmodulin related proteinSignal transduction;Developmental processes;Cell proliferation and differentiation0 High Quality
HSPB6_HUMAN O14558 HSPB6 Heat shock protein beta-6 OS=Homo sapiens GN=HSPB6 PE=1 SV=217117.2 6 6 8 5 5 30 22 24 51 16 13 0 0 126 Other chaperones Protein folding;Stress response0 High Quality
TIM8A_HUMAN O60220 TIMM8A (DDP) (DDP1) (TIM8A)Mitochondrial import inner membrane translocase subunit Tim8 A OS=Homo sapiens GN=TIMM8A PE=1 SV=110980.2 2 2 5 1 1 11 5 3 13 1 1 0 0 23 Other transporter Protein targeting;Other transport;Hearing;Neurogenesis0 High Quality
SDSL_HUMAN Q96GA7 SDSL Serine dehydratase-like OS=Homo sapiens GN=SDSL PE=2 SV=134655.2 3 2 1 1 7 3 2 1 0 0 1 7 Dehydratase Gluconeogenesis;Amino acid metabolism0 High Quality
RS28_HUMAN P62857 RPS28 40S ribosomal protein S28 OS=Homo sapiens GN=RPS28 PE=1 SV=17822.9 4 5 3 1 1 14 8 11 4 2 2 0 0 27 Ribosomal protein Protein biosynthesis 0 High Quality
GANAB_HUMANQ14697 GANAB (G2AN) (KIAA0088)Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3106857.9 26 1 8 1 1 37 55 1 18 0 1 0 1 76 Glucosidase Other polysaccharide metabolism;Protein modification0 High Quality
PSMD8_HUMANP48556 PSMD8 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=129988.6 2 1 1 1 5 3 1 0 2 1 0 7 Select regulatory moleculeProteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
PALLD_HUMAN Q8WX93 PALLD (KIAA0992) (CGI-151)Palladin OS=Homo sapiens GN=PALLD PE=1 SV=2 150519.8 12 6 16 1 1 1 37 27 9 36 0 2 1 1 76 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
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CX6B1_HUMAN P14854 COX6B1 (COX6B)Cytochrome c oxidase subunit VIb isoform 1 OS=Homo sapiens GN=COX6B1 PE=2 SV=210174.3 3 3 5 2 2 15 8 7 15 12 24 0 0 66 Oxidase Oxidative phosphorylation0 High Quality
SSB_HUMAN Q04837 SSBP1 Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=117241.7 5 4 2 1 12 10 8 6 0 4 0 0 28 Single-stranded DNA-binding proteinDNA replication;DNA replication0 High Quality
DBPA_HUMAN P16989 CSDA (DBPA) DNA-binding protein A OS=Homo sapiens GN=CSDA PE=1 SV=440071.4 2 1 1 1 1 1 7 3 2 1 3 0 2 1 12 Other transcription factor;Nucleic acid bindingmRNA transcription regulation0 High Quality
DP13A_HUMAN Q9UKG1 APPL1 (APPL) (DIP13A) (KIAA1428)DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=179647.1 8 1 9 2 2 1 1 24 13 1 13 6 3 1 1 38 Molecular function unclassifiedBiological process unclassified0 High Quality
UBIQ_HUMAN P62988 RPS27A (UBA80) (UBCEP1); UBA52 (UBCEP2); UBB; UBCUbiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1 8547.2 8 9 1 2 20 76 56 1 0 5 0 0 138 Ribosomal protein Proteolysis 0 High Quality
LAC_HUMAN P01842 IGLC1; IGLC2; IGLC3Ig lambda chain C regions OS=Homo sapiens GN=IGLC1 PE=1 SV=111218.1 4 3 5 3 2 17 15 4 21 4 4 0 0 48 Molecular function unclassifiedBiological process unclassified0 High Quality
BLVRB_HUMAN P30043 BLVRB (FLR) Flavin reductase OS=Homo sapiens GN=BLVRB PE=1 SV=322100.7 6 2 8 3 3 22 13 3 21 7 5 0 0 49 Reductase Biological process unclassified0 High Quality
GDIR2_HUMAN P52566 ARHGDIB (GDIA2) (GDID4) (RAP1GN1)Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=322970.4 8 2 4 1 2 17 14 3 10 0 0 1 2 30 Other signaling molecule;Other G-protein modulatorIntracellular signaling cascade0 High Quality
D3D2_HUMAN P42126 DCI 3,2-trans-enoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=DCI PE=1 SV=132798.5 7 3 6 1 2 19 43 12 19 2 4 0 0 80 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
EEA1_HUMAN Q15075 EEA1 (ZFYVE2)Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=1162450 22 3 7 1 1 34 36 3 15 1 0 0 1 56 Membrane traffic regulatory proteinEndocytosis 0 High Quality
KNG1_HUMAN P01042 KNG1 (BDK) (KNG)Kininogen-1 OS=Homo sapiens GN=KNG1 PE=1 SV=271939.6 9 1 1 1 12 10 1 1 1 0 13 Cysteine protease inhibitorBlood clotting;Regulation of vasoconstriction, dilationBlood coagulation->High molecular weight kininogen;;Blood coagulation->Bradykinin;;Blood coagulation->Kininogen;;;;High Quality
FBLN1_HUMAN P23142 FBLN1 (PP213)Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=3 77240.8 6 6 1 2 1 16 7 10 1 0 4 1 23 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 High Quality
CALD1_HUMAN Q05682 CALD1 (CAD) (CDM)Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=293232.8 8 13 2 1 4 5 33 13 19 2 0 2 4 5 45 Non-motor actin binding proteinMitosis;Cell structure0 High Quality
S10AA_HUMAN P60903 S100A10 (ANX2LG) (CAL1L) (CLP11)Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=211185.5 5 1 3 3 2 14 13 1 7 0 0 5 6 32 Calmodulin related proteinDevelopmental processes0 High Quality
BDH2_HUMAN Q9BUT1 BDH2 (DHRS6) (UNQ6308/PRO20933)3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=226705.9 2 1 1 1 1 6 2 1 1 2 1 7 Dehydrogenase;ReductaseOther metabolism 0 High Quality
SNX3_HUMAN O60493 SNX3 Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=318745 6 2 3 1 12 10 2 8 0 0 0 1 21 Molecular function unclassifiedBiological process unclassified0 High Quality
CL005_HUMAN Q9NQ88 TIGAR Uncharacterized protein C12orf5 OS=Homo sapiens GN=C12orf5 PE=1 SV=130045.1 2 1 1 1 5 2 2 2 0 1 7 Other synthase/synthetase;MutaseVitamin biosynthesisCobalamin biosynthesis->Ribazole-5-phosphate phosphatase;;High Quality
APM2_HUMAN Q15847 APM2 (C10orf116)Adipose most abundant gene transcript 2 protein OS=Homo sapiens GN=APM2 PE=1 SV=17836.7 1 1 3 1 6 1 1 7 0 0 0 1 10 Molecular function unclassifiedBiological process unclassified0 High Quality
ACSL1_HUMAN P33121 ACSL1 (FACL1) (FACL2) (LACS) (LACS1) (LACS2)Long-chain-fatty-acid--CoA ligase 1 OS=Homo sapiens GN=ACSL1 PE=1 SV=177927.1 20 2 4 1 1 28 33 3 7 0 4 1 0 48 Other ligase Fatty acid metabolism0 High Quality
ACYP2_HUMAN P14621 ACYP2 (ACYP) Acylphosphatase-2 OS=Homo sapiens GN=ACYP2 PE=1 SV=211121.4 8 5 1 1 1 16 17 12 1 0 0 1 1 32 Other phosphatase Miscellaneous 0 High Quality
VPS35_HUMAN Q96QK1 VPS35 (MEM3) (TCCCTA00141)Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=291692 10 4 2 2 1 19 24 6 5 0 7 3 45 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
IMA3_HUMAN O00505 KPNA3 Importin subunit alpha-3 OS=Homo sapiens GN=KPNA3 PE=1 SV=257868.9 4 1 1 2 1 9 5 2 1 0 2 1 0 11 Transfer/carrier proteinNuclear transport;Protein targeting0 High Quality
CYB5_HUMAN P00167 CYB5A (CYB5) Cytochrome b5 OS=Homo sapiens GN=CYB5A PE=1 SV=215312.3 3 2 1 6 4 5 0 0 1 0 10 Oxidase Steroid metabolism;Other pathways of electron transport0 High Quality
CYTA_HUMAN P01040 CSTA (STF1) (STFA)Cystatin-A OS=Homo sapiens GN=CSTA PE=1 SV=1 10988.6 1 1 3 7 12 6 1 14 65 0 0 86 Cysteine protease inhibitorProteolysis 0 High Quality
PPIL1_HUMAN Q9Y3C6 PPIL1 (CYPL1) (CGI-124) (UNQ2425/PRO4984)Peptidyl-prolyl cis-trans isomerase-like 1 OS=Homo sapiens GN=PPIL1 PE=1 SV=118219.3 5 1 2 1 9 9 1 2 1 0 0 0 13 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
DSC1_HUMAN Q08554 DSC1 (CDHF1) Desmocollin-1 OS=Homo sapiens GN=DSC1 PE=1 SV=1100028.2 2 2 2 3 2 1 12 2 3 2 9 3 1 0 20 Cadherin;Other cell junction proteinCell adhesion-mediated signaling;Cell adhesion0 High Quality
MCEE_HUMAN Q96PE7 MCEE Methylmalonyl-CoA epimerase, mitochondrial OS=Homo sapiens GN=MCEE PE=2 SV=118730.8 1 1 4 1 3 10 2 1 5 0 0 1 3 12 DNA glycosylase Biological process unclassifiedMethylmalonyl pathway->Methylmalonyl-CoA epimerase;;High Quality
CLH1_HUMAN Q00610 CLTC (CLH17) (CLTCL2) (KIAA0034)Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5191600.9 4 1 7 1 1 14 11 1 10 0 1 0 1 24 Vesicle coat protein Ligand-mediated signaling;Receptor mediated endocytosis;Neurotransmitter releaseHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Clathrin;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Clathrin;;;High Quality
ELOB_HUMAN Q15370 TCEB2 Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=113115.2 1 3 5 2 2 13 1 3 12 7 3 0 0 26 Transcription cofactor mRNA transcription elongation0 High Quality
NDUV2_HUMANP19404 NDUFV2 NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Homo sapiens GN=NDUFV2 PE=1 SV=227373.8 5 6 4 1 2 18 11 8 9 3 4 0 0 35 Dehydrogenase;ReductaseOxidative phosphorylationParkinson disease->Complex I;;High Quality
FHIT_HUMAN P49789 FHIT Bis(5'-adenosyl)-triphosphatase OS=Homo sapiens GN=FHIT PE=1 SV=316839.6 2 2 1 5 6 9 0 0 1 0 16 Nucleotide phosphataseBiological process unclassified0 High Quality
RO60_HUMAN P10155 TROVE2 (RO60) (SSA2)60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=260654.1 6 4 1 1 12 7 8 0 2 0 1 18 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism;Protein biosynthesis0 High Quality
CALL5_HUMAN Q9NZT1 CALML5 (CLSP)Calmodulin-like protein 5 OS=Homo sapiens GN=CALML5 PE=1 SV=115902.9 3 4 2 4 7 20 17 25 3 8 18 0 0 71 Calmodulin related proteinCalcium mediated signaling;Cell cycle;Cell proliferation and differentiation0 High Quality
THTM_HUMAN P25325 MPST (TST2) 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=333160.8 8 5 4 1 18 15 6 7 1 0 0 0 29 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
DCTN1_HUMANQ14203 DCTN1 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3141679.6 18 8 4 2 1 1 34 41 11 8 2 1 0 1 64 Non-motor microtubule binding proteinGeneral vesicle transportHuntington disease->Dynactin;;High Quality
HMGB1_HUMANP09429 HMGB1 (HMG1)High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=324876.7 12 9 7 6 34 23 26 0 0 14 11 74 Molecular function unclassifiedBiological process unclassified0 High Quality
DYHC1_HUMANQ14204 DYNC1H1 (DHC1) (DNCH1) (DNCL) (DNECL) (DYHC) (KIAA0325)Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5532387.6 51 15 22 5 4 2 1 100 128 36 32 6 7 2 1 212 Microtubule binding motor protein;HydrolaseGeneral vesicle transport;Gametogenesis;Fertilization;Chromosome segregation;Cell proliferation and differentiation;Cell structureHuntington disease->Dynein complex;;High Quality
MK03_HUMAN P27361 MAPK3 (ERK1) (PRKM3)Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=443119.4 1 2 2 1 6 1 3 5 0 0 1 0 10 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAngiotensin II-stimulated signaling through G proteins and beta-arrestin->mitogen-activated protein kinase;;Interleukin signaling pathway->Extracellular signal-regulated kinase family;;Ras Pathway->Extracellular signal-regulated kinase;;B cell activation-High Quality
LAMA2_HUMANP24043 LAMA2 (LAMM)Laminin subunit alpha-2 OS=Homo sapiens GN=LAMA2 PE=1 SV=3342752.6 22 6 27 1 3 3 3 65 68 7 55 1 5 3 7 146 Extracellular matrix linker proteinExtracellular matrix protein-mediated signaling;Cell adhesion;Developmental processesIntegrin signalling pathway->Laminin;;High Quality
VATA_HUMAN P38606 ATP6V1A (ATP6A1) (ATP6V1A1) (VPP2)Vacuolar ATP synthase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=268287.4 6 3 1 1 11 8 4 0 1 0 1 14 Other ion channel;Hydrogen transporter;ATP synthase;HydrolaseOther nucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
PSMD2_HUMANQ13200 PSMD2 (TRAP2)26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3100184.2 18 1 2 1 1 1 1 25 35 1 2 2 1 2 2 45 Other enzyme regulatorProteolysis;Cell cycle controlUbiquitin proteasome pathway->26S proteasome;;High Quality
TAGL_HUMAN Q01995 TAGLN (SM22) (WS3-10)Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=4 22592.9 13 3 8 1 2 27 49 15 36 0 0 1 3 104 Non-motor actin binding proteinMuscle contraction 0 High Quality
K22E_HUMAN P35908 KRT2 (KRT2A) (KRT2E)Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=165848.4 36 32 14 3 85 690 292 18 0 11 0 0 1011 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
KAT_HUMAN Q8NFU3 KAT Putative thiosulfate sulfurtransferase KAT OS=Homo sapiens GN=KAT PE=1 SV=312512.7 2 4 1 1 8 3 5 3 0 4 0 0 15 Miscellaneous function Mitosis 0 High Quality
DYL2_HUMAN Q96FJ2 DYNLL2 (DLC2)Dynein light chain 2, cytoplasmic OS=Homo sapiens GN=DYNLL2 PE=1 SV=110332.1 2 3 4 2 11 4 17 0 0 6 3 30 Cytoskeletal protein Intracellular protein traffic;Developmental processes0 High Quality
INP4B_HUMAN O15327 INPP4B Type II inositol-3,4-bisphosphate 4-phosphatase OS=Homo sapiens GN=INPP4B PE=2 SV=3104707 4 6 2 1 1 14 6 12 3 2 0 1 24 Molecular function unclassifiedBiological process unclassified0 High Quality
GLRX1_HUMAN P35754 GLRX (GRX) Glutaredoxin-1 OS=Homo sapiens GN=GLRX PE=1 SV=211757.8 3 2 5 2 1 13 11 12 14 3 2 0 0 42 Other oxidoreductase Sulfur redox metabolism0 High Quality
ATIF1_HUMAN Q9UII2 ATPIF1 (ATPI) ATPase inhibitor, mitochondrial OS=Homo sapiens GN=ATPIF1 PE=2 SV=112230.8 1 6 3 1 2 13 3 11 3 1 4 0 0 22 Other miscellaneous function proteinOxidative phosphorylation0 High Quality
CAND2_HUMANO75155 CAND2 (KIAA0667)Cullin-associated NEDD8-dissociated protein 2 OS=Homo sapiens GN=CAND2 PE=2 SV=2122667.6 4 2 3 1 1 11 6 2 6 1 0 0 1 16 Transcription factor mRNA transcription 0 High Quality
CA031_HUMAN Q5JTJ3 C1orf31 Uncharacterized protein C1orf31 OS=Homo sapiens GN=C1orf31 PE=2 SV=114098.5 2 2 1 5 3 2 0 0 0 2 7 Molecular function unclassifiedBiological process unclassified0 High Quality
SPB3_HUMAN P29508 SERPINB3 (SCCA) (SCCA1)Serpin B3 OS=Homo sapiens GN=SERPINB3 PE=1 SV=244547.9 5 1 8 14 6 1 16 0 0 23 Serine protease inhibitorProteolysis 0 High Quality
COX5A_HUMANP20674 COX5A Cytochrome c oxidase subunit 5A, mitochondrial OS=Homo sapiens GN=COX5A PE=1 SV=116756.6 3 2 3 3 1 12 4 4 13 8 4 0 0 33 Oxidase Oxidative phosphorylation0 High Quality
SRBS2_HUMAN O94875 SORBS2 (ARGBP2) (KIAA0777)Sorbin and SH3 domain-containing protein 2 OS=Homo sapiens GN=SORBS2 PE=1 SV=3124092.1 8 5 2 1 1 17 15 13 5 0 2 1 0 36 Cytoskeletal protein Biological process unclassified0 High Quality
AN32A_HUMANP39687 ANP32A (C15orf1) (LANP) (MAPM) (PHAP1)Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=128568.1 5 5 5 1 1 17 6 6 6 2 2 0 0 22 Phosphatase inhibitor Biological process unclassified0 High Quality
PEA15_HUMAN Q15121 PEA15 Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=215023.2 1 4 2 1 8 2 6 2 0 0 0 2 12 Molecular function unclassifiedBiological process unclassified0 High Quality
EF1D_HUMAN P29692 EEF1D (EF1D) Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=531103.9 6 5 4 1 1 17 11 7 7 0 0 1 2 28 Translation elongation factorProtein biosynthesis 0 High Quality
FLNB_HUMAN O75369 FLNB (FLN1L) (FLN3) (TABP) (TAP)Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=1 278171.9 30 3 15 1 1 50 62 5 26 0 1 0 1 95 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
DDAH1_HUMANO94760 DDAH1 (DDAH)N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=331103.7 1 2 3 1 7 2 3 5 0 0 0 2 12 Other hydrolase Angiogenesis;Cell proliferation and differentiation0 High Quality
GLSK_HUMAN O94925 GLS (GLS1) (KIAA0838)Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=173444.2 2 1 1 4 2 0 2 0 1 5 Hydrolase Amino acid metabolism0 High Quality
MSTN1_HUMANQ8IVN3 MUSTN1 Musculoskeletal embryonic nuclear protein 1 OS=Homo sapiens GN=MUSTN1 PE=2 SV=18907.1 4 8 1 1 1 15 9 15 1 0 0 3 3 31 Molecular function unclassifiedBiological process unclassified0 High Quality
PSA5_HUMAN P28066 PSMA5 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=326393.3 7 3 7 3 2 22 12 5 22 4 4 0 0 47 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
CD36_HUMAN P16671 CD36 (GP3B) (GP4)Platelet glycoprotein 4 OS=Homo sapiens GN=CD36 PE=1 SV=253036.3 1 1 1 1 4 1 3 4 1 0 9 Other receptor Cell adhesion;Transport0 Matchup
RS21_HUMAN P63220 RPS21 40S ribosomal protein S21 OS=Homo sapiens GN=RPS21 PE=1 SV=19093.6 5 7 3 1 1 17 7 18 11 1 1 0 0 38 Ribosomal protein Protein biosynthesis 0 High Quality
CASPE_HUMAN P31944 CASP14 Caspase-14 OS=Homo sapiens GN=CASP14 PE=1 SV=227661.8 3 2 6 11 6 4 0 15 0 0 25 Cysteine protease Proteolysis;Apoptosis0 High Quality
NDUV3_HUMANP56181 NDUFV3 NADH dehydrogenase [ubiquinone] flavoprotein 3, mitochondrial OS=Homo sapiens GN=NDUFV3 PE=2 SV=211922.8 1 1 1 3 1 1 0 0 0 1 3 Oxidoreductase Oxidative phosphorylation;Phosphate metabolism;Other metabolism0 Matchup
SYAC_HUMAN P49588 AARS Alanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2106795.2 18 1 10 1 1 31 30 1 11 0 12 1 0 55 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
UBE2N_HUMANP61088 UBE2N (BLU) Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=117120.6 4 2 3 4 3 16 11 5 4 9 9 0 0 38 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Ubc13;;;High Quality
PNPO_HUMAN Q9NVS9 PNPO Pyridoxine-5'-phosphate oxidase OS=Homo sapiens GN=PNPO PE=1 SV=129970.2 7 1 4 1 13 10 2 13 0 0 0 1 26 Oxidase Fatty acid metabolism;Coenzyme metabolismPyridoxal phosphate salvage pathway->Pyridoxine-5-phosphate oxidase;;PLP biosynthesis->Pyridoxine-5-phosphate oxidase;;Vitamin B6 metabolism->Pyridoxamine phosphate oxidase;;Pyridoxal phosphate salvage pathway->Pyridoxamine-5-phosphate oxidase;;;;;High Quality
FIS1_HUMAN Q9Y3D6 FIS1 (TTC11) (CGI-135)Mitochondrial fission 1 protein OS=Homo sapiens GN=FIS1 PE=1 SV=216920.3 1 1 1 1 4 3 2 0 0 1 2 8 Molecular function unclassifiedApoptotic processes 0 Matchup
TBCA_HUMAN O75347 TBCA Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=312837.2 11 10 4 2 27 29 33 4 0 0 0 4 70 Chaperonin Protein folding 0 High Quality
ACTN4_HUMANO43707 ACTN4 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2104839.2 19 2 1 1 23 34 2 0 2 0 1 39 Non-motor actin binding proteinCell structureIntegrin signalling pathway->alpha actinin;;High Quality
SH3L1_HUMAN O75368 SH3BGRL SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=112756.5 4 5 3 1 13 9 5 9 0 0 0 1 24 Molecular function unclassifiedBiological process unclassified0 High Quality
FRIH_HUMAN P02794 FTH1 (FTH) (FTHL6) (OK/SW-cl.84) (PIG15)Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=221208.2 10 7 7 1 25 63 24 17 0 4 0 0 108 Storage protein Cation transport;Other homeostasis activities0 High Quality
STXB6_HUMAN Q8NFX7 STXBP6 (HSPC156)Syntaxin-binding protein 6 OS=Homo sapiens GN=STXBP6 PE=1 SV=223536.2 1 1 1 3 1 1 0 0 0 1 3 Other transfer/carrier proteinRegulated exocytosis;General vesicle transport;Transport0 Matchup
TBB5_HUMAN P07437 TUBB (TUBB5) (OK/SW-cl.56)Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=249652.6 5 4 7 2 17 35 38 19 31 5 60 0 0 153 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
THIK_HUMAN P09110 ACAA1 (ACAA) (PTHIO)3-ketoacyl-CoA thiolase, peroxisomal OS=Homo sapiens GN=ACAA1 PE=1 SV=244274.1 4 2 8 3 2 19 6 3 12 0 0 3 2 26 Other transferase Other protein metabolism0 High Quality
TFAM_HUMAN Q00059 TFAM (TCF6L2)Transcription factor A, mitochondrial OS=Homo sapiens GN=TFAM PE=1 SV=129079.8 5 5 3 2 15 7 6 0 0 3 3 19 Molecular function unclassifiedBiological process unclassified0 High Quality
COX5B_HUMANP10606 COX5B Cytochrome c oxidase subunit 5B, mitochondrial OS=Homo sapiens GN=COX5B PE=1 SV=213677.7 3 2 1 1 7 15 3 1 0 0 0 1 20 Oxidase Oxidative phosphorylation0 High Quality
CAN1_HUMAN P07384 CAPN1 (CANPL1) (PIG30)Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=181874.6 2 1 1 4 4 0 2 1 0 7 Cysteine protease Proteolysis;Signal transductionHuntington disease->Calpain;;High Quality
DHSO_HUMAN Q00796 SORD Sorbitol dehydrogenase OS=Homo sapiens GN=SORD PE=1 SV=338278.7 9 9 1 1 20 10 22 0 0 1 1 34 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
DLRB1_HUMAN Q9NP97 DYNLRB1 (BITH) (DNCL2A) (DNLC2A) (ROBLD1) (HSPC162)Dynein light chain roadblock-type 1 OS=Homo sapiens GN=DYNLRB1 PE=1 SV=310903.9 3 5 3 1 12 5 8 4 2 0 0 0 19 Microtubule family cytoskeletal proteinCell motility 0 High Quality
CSRP1_HUMAN P21291 CSRP1 (CSRP) (CYRP)Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=320549.1 2 1 3 2 1 9 5 1 3 0 0 2 1 12 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
FUND2_HUMANQ9BWH2 FUNDC2 (HCBP6) (DC44) (HCC3) (PD03104)FUN14 domain-containing protein 2 OS=Homo sapiens GN=FUNDC2 PE=1 SV=220657.8 4 1 1 6 4 1 0 0 1 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
SORCN_HUMANP30626 SRI Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1 21658.7 4 2 5 1 2 14 7 5 7 7 5 0 0 31 Transmembrane receptor regulatory/adaptor proteinMuscle contraction 0 High Quality
HAP28_HUMAN Q13442 PDAP1 (HASPP28)28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=120612.8 2 2 1 5 4 2 0 0 0 1 7 Molecular function unclassifiedBiological process unclassified0 High Quality
PIN1_HUMAN Q13526 PIN1 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens GN=PIN1 PE=1 SV=118225.7 5 3 4 2 14 15 5 9 0 0 2 0 31 Molecular function unclassifiedBiological process unclassified0 High Quality
TXD17_HUMAN Q9BRA2 TXNDC17 (TXNL5)Thioredoxin domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 PE=1 SV=113922.4 1 1 4 1 1 8 1 2 17 0 0 1 1 22 Other oxidoreductase Electron transport;Sulfur redox metabolismHypoxia response via HIF activation->thioredoxin;;High Quality
MSRB2_HUMANQ9Y3D2 MSRB2 (CBS-1) (MSRB) (CGI-131)Methionine-R-sulfoxide reductase B2, mitochondrial OS=Homo sapiens GN=MSRB2 PE=2 SV=219518.3 5 4 5 1 15 15 9 6 0 0 0 1 31 Reductase Protein modification;Stress response0 High Quality
NEDD8_HUMANQ15843 NEDD8 NEDD8 OS=Homo sapiens GN=NEDD8 PE=1 SV=1 9054 4 1 1 1 1 8 13 5 1 0 0 1 1 21 Ribosomal protein Proteolysis 0 High Quality
UB2V2_HUMANQ15819 UBE2V2 (MMS2) (UEV2)Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=416344.9 6 4 2 12 14 9 3 0 0 0 26 Other ligase Protein modification;Proteolysis;Cell cycle controlUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Uev1A;;;High Quality
CNPY2_HUMAN Q9Y2B0 CNPY2 (MSAP) (TMEM4) (ZSIG9) (UNQ1943/PRO4426)Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=120634.5 2 1 1 1 5 4 1 1 0 0 0 1 7 Molecular function unclassifiedBiological process unclassified0 High Quality
ACPM_HUMAN O14561 NDUFAB1 Acyl carrier protein, mitochondrial OS=Homo sapiens GN=NDUFAB1 PE=1 SV=317399.9 2 3 1 6 5 18 0 1 24 Transfer/carrier proteinFatty acid biosynthesis0 High Quality
RL28_HUMAN P46779 RPL28 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=315729.9 2 1 3 2 0 0 0 1 3 Ribosomal protein Protein biosynthesis 0 High Quality
SAA_HUMAN P02735 SAA1 Serum amyloid A protein OS=Homo sapiens GN=SAA1 PE=1 SV=213514.5 2 5 2 2 11 7 15 6 0 0 0 4 32 Transporter;Apolipoprotein;Defense/immunity proteinImmunity and defense0 High Quality
CHC10_HUMAN Q8WYQ3 CHCHD10 (C22orf16)Coiled-coil-helix-coiled-coil-helix domain-containing protein 10 OS=Homo sapiens GN=CHCHD10 PE=1 SV=114130.7 2 2 1 5 7 37 17 0 0 61 Non-motor actin binding proteinCell structureCytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
LACRT_HUMAN Q9GZZ8 LACRT Extracellular glycoprotein lacritin OS=Homo sapiens GN=LACRT PE=1 SV=114228.4 1 1 1 3 2 2 1 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
HDGF_HUMAN P51858 HDGF (HMG1L2)Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=126770.5 4 5 3 3 3 18 4 8 3 0 0 4 4 23 Growth factor mRNA transcription;Ligand-mediated signaling;Cell proliferation and differentiation0 High Quality
NDUA7_HUMANO95182 NDUFA7 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 7 OS=Homo sapiens GN=NDUFA7 PE=1 SV=312533.8 7 4 2 1 14 11 10 2 0 0 0 1 24 Other oxidoreductase Biological process unclassified0 High Quality
H4_HUMAN P62805 HIST1H4A (H4/A) (H4FA); HIST1H4B (H4/I) (H4FI); HIST1H4C (H4/G) (H4FG); HIST1H4D (H4/B) (H4FB); HIST1H4E (H4/J) (H4FJ); HIST1H4F (H4/C) (H4FC); HIST1H4H (H4/H) (H4FH); HIST1H4I (H4/M) (H4FM); HIST1H4J (H4/E) (H4FE); HIST1H4K (H4/D) (H4FD); HIST1H4L (H4/K)Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=211349.7 1 1 2 1 0 0 0 1 2 Histone Chromatin packaging and remodeling0 Matchup
RAB7A_HUMANP51149 RAB7A (RAB7)Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=123472 1 2 1 1 5 1 2 0 0 1 1 5 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RLA2_HUMAN P05387 RPLP2 (D11S2243E) (RPP2)60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=111647.4 3 5 3 2 2 15 4 8 6 0 0 2 2 22 Ribosomal protein Protein biosynthesis 0 High Quality
PSMD9_HUMANO00233 PSMD9 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=2 SV=224635.2 5 4 3 1 2 15 6 6 10 0 0 1 2 25 Select regulatory moleculeProteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
DMD_HUMAN P11532 DMD Dystrophin OS=Homo sapiens GN=DMD PE=1 SV=2 426672.6 6 5 11 1 1 1 25 16 7 23 2 0 1 1 50 Non-motor actin binding protein;Select calcium binding proteinNO mediated signal transduction;Synaptic transmission;Muscle development;Cell structure and motility0 High Quality
EDF1_HUMAN O60869 EDF1 Endothelial differentiation-related factor 1 OS=Homo sapiens GN=EDF1 PE=1 SV=116351 3 5 1 2 11 7 9 0 0 2 6 24 Transcription cofactor;Nucleic acid bindingmRNA transcription regulation0 High Quality
AIF1_HUMAN P55008 AIF1 (G1) (IBA1)Allograft inflammatory factor 1 OS=Homo sapiens GN=AIF1 PE=1 SV=116686.8 1 1 2 1 0 0 1 0 2 Calmodulin related protein;AnnexinStress response;Cell cycle control;Cell proliferation and differentiation0 Matchup
KCC2D_HUMAN Q13557 CAMK2D (CAMKD)Calcium/calmodulin-dependent protein kinase type II delta chain OS=Homo sapiens GN=CAMK2D PE=1 SV=356352.7 12 1 10 2 25 32 1 24 0 0 2 0 59 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
S10AG_HUMAN Q96FQ6 S100A16 (AAG13)Protein S100-A16 OS=Homo sapiens GN=S100A16 PE=1 SV=111783.9 1 1 1 3 1 1 0 0 0 1 3 Calmodulin related proteinBiological process unclassified0 Matchup
PSA1_HUMAN P25786 PSMA1 (PROS30) (PSC2)Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=129538 12 1 7 1 21 23 3 14 0 0 2 0 42 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
RL35_HUMAN P42766 RPL35 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=214534.5 2 1 3 0 7 0 1 8 Molecular function unclassifiedProtein metabolism and modification0 High Quality
CAP1_HUMAN Q01518 CAP1 (CAP) Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=451837.5 6 8 2 16 11 14 0 0 3 0 28 Actin binding cytoskeletal protein;Other miscellaneous function proteinOther intracellular signaling cascade;Cell communication;Cell structure and motility0 High Quality
TM1L2_HUMANQ6ZVM7 TOM1L2 TOM1-like protein 2 OS=Homo sapiens GN=TOM1L2 PE=1 SV=155538.7 3 3 10 1 17 3 5 26 0 0 0 1 35 Other transporter Other intracellular protein traffic;Other transport0 High Quality
ACTG_HUMAN P63261 ACTG1 (Actin, cytoplasmic 2, N-terminally processed) Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141775.9 2 4 3 1 10 3 19 11 9 42 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
MFAP4_HUMANP55083 MFAP4 Microfibril-associated glycoprotein 4 OS=Homo sapiens GN=MFAP4 PE=1 SV=228631.3 1 2 3 3 9 2 3 9 6 0 0 20 Extracellular matrix glycoproteinCell communication;Cell adhesion0 High Quality
RS19_HUMAN P39019 RPS19 40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=216042.5 2 5 1 1 2 11 3 5 1 6 3 0 0 18 Ribosomal protein Protein biosynthesis 0 High Quality
ATP5L_HUMAN O75964 ATP5L ATP synthase subunit g, mitochondrial OS=Homo sapiens GN=ATP5L PE=1 SV=311410.5 4 1 5 6 0 0 1 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
PPAC_HUMAN P24666 ACP1 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=318024.7 5 3 7 1 16 13 6 10 0 2 0 0 31 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
PCNP_HUMAN Q8WW12 PCNP PEST proteolytic signal-containing nuclear protein OS=Homo sapiens GN=PCNP PE=1 SV=218907.4 4 4 2 2 2 14 4 5 2 0 0 2 2 15 Molecular function unclassifiedBiological process unclassified0 High Quality
IDHP_HUMAN P48735 IDH2 Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=250892.4 9 36 13 58 45 277 0 0 0 75 397 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Isocitrate Dehydrogenase;;High Quality
NARG1_HUMANQ9BXJ9 NARG1 (GA19) (NATH) (TBDN100)NMDA receptor-regulated protein 1 OS=Homo sapiens GN=NARG1 PE=1 SV=1101259.9 5 1 1 1 8 7 1 1 1 0 10 Acetyltransferase mRNA transcription regulation;Protein acetylationMetabotropic glutamate receptor group I pathway->N-methyl-D-aspartate Receptor;;High Quality
SH3BG_HUMANP55822 SH3BGR SH3 domain-binding glutamic acid-rich protein OS=Homo sapiens GN=SH3BGR PE=1 SV=226039.7 4 2 2 3 3 14 7 3 15 0 0 5 4 34 Molecular function unclassifiedBiological process unclassified0 High Quality
IMPA1_HUMAN P29218 IMPA1 (IMPA)Inositol monophosphatase OS=Homo sapiens GN=IMPA1 PE=1 SV=130170.5 11 1 7 2 2 23 19 1 22 0 0 2 2 46 Other phosphatase Phospholipid metabolism0 High Quality
KV204_HUMAN P01617 n.o Ig kappa chain V-II region TEW OS=Homo sapiens PE=1 SV=112297.3 1 1 3 5 4 4 5 0 0 13 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
ICAL_HUMAN P20810 CAST Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=4 76557.3 9 6 14 8 9 46 18 19 33 0 0 12 13 95 Cysteine protease inhibitorProteolysis 0 High Quality
REEP5_HUMAN Q00765 REEP5 (C5orf18) (DP1) (TB2)Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=321476.5 4 3 1 1 2 11 12 3 1 0 0 2 4 22 Receptor;Transporter Carbohydrate transport;Transport0 High Quality
RS12_HUMAN P25398 RPS12 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=214507.7 1 3 1 5 2 12 0 0 0 2 16 Ribosomal protein Protein biosynthesis 0 High Quality
DUT_HUMAN P33316 DUT Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=326689 5 4 1 1 11 12 11 1 0 0 1 0 25 Other phosphatase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolismDe novo pyrimidine deoxyribonucleotide biosynthesis->dUTP pyrophosphatase;;High Quality
ISOC2_HUMAN Q96AB3 ISOC2 Isochorismatase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ISOC2 PE=1 SV=122319.4 1 4 1 1 7 1 14 1 2 0 0 18 Hydroxylase Other metabolism 0 High Quality
KV122_HUMAN P04430 n.o Ig kappa chain V-I region BAN OS=Homo sapiens PE=1 SV=111822.3 1 1 1 3 1 2 1 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
TNNI1_HUMAN P19237 TNNI1 Troponin I, slow skeletal muscle OS=Homo sapiens GN=TNNI1 PE=1 SV=321674.9 2 1 1 1 5 3 1 1 0 0 0 1 6 Non-motor actin binding proteinMuscle contraction;Muscle development0 High Quality
ENSA_HUMAN O43768 ENSA Alpha-endosulfine OS=Homo sapiens GN=ENSA PE=1 SV=113371.4 1 1 1 1 4 1 4 2 1 8 Other miscellaneous function proteinCation transport 0 Matchup
PA1B2_HUMAN P68402 PAFAH1B2 (PAFAHB)Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=125551.5 3 1 4 1 3 12 5 1 5 1 3 0 0 15 Molecular function unclassifiedBiological process unclassified0 High Quality
HMGN2_HUMANP05204 HMGN2 (HMG17)Non-histone chromosomal protein HMG-17 OS=Homo sapiens GN=HMGN2 PE=1 SV=39375.1 1 1 1 1 4 1 2 0 0 1 1 5 Chromatin/chromatin-binding proteinDNA replication;mRNA transcription;DNA replication0 Matchup
GCSH_HUMAN P23434 GCSH Glycine cleavage system H protein, mitochondrial OS=Homo sapiens GN=GCSH PE=2 SV=118892.7 1 2 2 1 6 2 30 8 2 0 0 42 Other hydrolase Amino acid catabolism0 High Quality
EFTS_HUMAN P43897 TSFM Elongation factor Ts, mitochondrial OS=Homo sapiens GN=TSFM PE=1 SV=235373 8 6 1 2 17 14 18 8 6 0 0 46 Translation elongation factor;Guanyl-nucleotide exchange factorProtein biosynthesis 0 High Quality
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CPZIP_HUMAN Q6JBY9 RCSD1 (CAPZIP)Capz-interacting protein OS=Homo sapiens GN=RCSD1 PE=1 SV=144485.1 1 1 1 1 4 1 1 1 1 0 0 4 Cytoskeletal protein MAPKKK cascade;JNK cascade0 Matchup
PROSC_HUMAN O94903 PROSC Proline synthetase co-transcribed bacterial homolog protein OS=Homo sapiens GN=PROSC PE=1 SV=130325.8 7 2 7 1 1 18 14 3 8 0 0 1 2 28 Other synthase/synthetaseAmino acid metabolism0 High Quality
ODB2_HUMAN P11182 DBT (BCATE2)Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DBT PE=1 SV=353470.5 11 2 6 2 2 23 19 2 13 0 0 3 2 39 Acyltransferase Other metabolism 0 High Quality
TLN2_HUMAN Q9Y4G6 TLN2 (KIAA0320)Talin-2 OS=Homo sapiens GN=TLN2 PE=1 SV=3 271535 10 8 1 1 20 13 12 0 1 0 1 27 Cell adhesion molecule;Actin binding cytoskeletal proteinCell structure 0 High Quality
SEPT2_HUMAN Q15019 SEPT2 (DIFF6) (KIAA0158) (NEDD5)Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 41470.1 8 3 4 1 3 19 10 12 44 0 0 1 5 72 Cytoskeletal protein;Small GTPaseCytokinesis Parkinson disease->Cell division cycle-related protein 1;;High Quality
GLRX5_HUMAN Q86SX6 GLRX5 (C14orf87)Glutaredoxin-related protein 5 OS=Homo sapiens GN=GLRX5 PE=1 SV=216610.1 2 3 3 1 9 4 4 3 4 0 0 15 Reductase Electron transport;Sulfur redox metabolism;Stress response;Antioxidation and free radical removal0 High Quality
HIG1A_HUMAN Q9Y241 HIGD1A (HIG1) (HSPC010)HIG1 domain family member 1A OS=Homo sapiens GN=HIGD1A PE=1 SV=110125.1 1 1 1 3 3 2 1 0 0 6 Molecular function unclassifiedBiological process unclassified0 Matchup
XTP3A_HUMAN Q9H773 DCTPP1 XTP3-transactivated gene A protein OS=Homo sapiens GN=XTP3TPA PE=1 SV=118663.2 2 1 4 1 1 9 2 1 7 3 2 0 0 15 Microtubule binding motor proteinLipid metabolism;Other metabolism0 High Quality
ARPC4_HUMAN P59998 ARPC4 (ARC20)Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=319649.4 3 2 2 2 1 10 3 2 2 0 0 3 1 11 Other actin family cytoskeletal proteinCell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;High Quality
SRP14_HUMAN P37108 SRP14 Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=214552.6 2 1 3 2 0 1 0 0 3 Other RNA-binding proteinProtein targeting 0 High Quality
DHB8_HUMAN Q92506 HSD17B8 (FABGL) (HKE6) (RING2)Estradiol 17-beta-dehydrogenase 8 OS=Homo sapiens GN=HSD17B8 PE=1 SV=226955.2 6 1 5 1 13 10 1 6 0 0 0 2 19 Dehydrogenase;ReductaseOther metabolism 0 High Quality
MYL6_HUMAN P60660 MYL6 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=216911.8 4 4 6 1 1 16 11 7 12 0 0 1 1 32 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
LKHA4_HUMAN P09960 LTA4H (LTA4) Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=269269.1 15 1 8 3 2 29 25 1 24 0 0 5 2 57 Other hydrolase;MetalloproteaseFatty acid biosynthesis;Lipid metabolism;Proteolysis;Other immune and defense0 High Quality
RS3_HUMAN P23396 RPS3 (OK/SW-cl.26)40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=226670.5 13 3 1 1 18 22 4 0 0 1 1 28 Ribosomal protein Protein biosynthesis 0 High Quality
ZA2G_HUMAN P25311 AZGP1 (ZAG) (ZNGP1)Zinc-alpha-2-glycoprotein OS=Homo sapiens GN=AZGP1 PE=1 SV=133854.1 3 2 2 1 4 12 6 2 5 1 5 0 0 19 Major histocompatibility complex antigenMHCI-mediated immunity0 High Quality
PFD2_HUMAN Q9UHV9 PFDN2 (PFD2) (HSPC231)Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=116629.8 5 5 3 1 1 15 11 9 6 0 0 1 3 30 Chaperone Protein folding 0 High Quality
MARCS_HUMANP29966 MARCKS (MACS) (PRKCSL)Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=431536.2 4 1 5 5 15 4 1 0 0 8 8 21 Other signaling molecule;Non-motor actin binding protein;Structural proteinCalcium mediated signaling0 High Quality
SGTA_HUMAN O43765 SGTA (SGT) (SGT1)Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=134045.9 4 3 2 1 2 12 4 3 3 2 2 0 0 14 Other chaperones Protein folding 0 High Quality
TIM9_HUMAN Q9Y5J7 TIMM9 (TIM9) (TIM9A) (TIMM9A)Mitochondrial import inner membrane translocase subunit Tim9 OS=Homo sapiens GN=TIMM9 PE=1 SV=110360.1 2 2 1 1 6 2 3 2 1 0 0 8 Mitochondrial carrier proteinMitochondrial transport0 High Quality
IAH1_HUMAN Q2TAA2 IAH1 Isoamyl acetate-hydrolyzing esterase 1 homolog OS=Homo sapiens GN=IAH1 PE=2 SV=127581.7 1 3 1 2 7 1 6 2 3 0 0 12 Molecular function unclassifiedBiological process unclassified0 High Quality
SAHH_HUMAN P23526 AHCY (SAHH) Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=447699.1 17 3 7 1 2 30 43 5 15 4 16 0 0 83 Other hydrolase Purine metabolism 0 High Quality
NDUA5_HUMANQ16718 NDUFA5 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5 OS=Homo sapiens GN=NDUFA5 PE=1 SV=313441 3 3 3 1 10 6 3 6 0 0 1 0 16 Other oxidoreductase Oxidative phosphorylation0 High Quality
2A5D_HUMAN Q14738 PPP2R5D Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=169976.4 4 3 1 1 1 10 6 8 1 0 0 1 1 17 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
CYBP_HUMAN Q9HB71 CACYBP (S100A6BP) (SIP) (PNAS-107)Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=226192.3 7 1 5 1 1 15 7 1 6 1 2 0 0 17 Ubiquitin-protein ligaseProteolysis 0 High Quality
RADI_HUMAN P35241 RDX Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 68547.5 15 10 4 4 3 36 26 19 11 0 0 6 5 67 Actin binding cytoskeletal proteinCell structure 0 High Quality
NSF1C_HUMAN Q9UNZ2 NSFL1C (UBXN2C)NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=240555.2 8 10 4 1 2 25 8 19 5 0 0 1 5 38 Membrane traffic regulatory proteinMitosis 0 High Quality
SYFB_HUMAN Q9NSD9 FARSB (FARSLB) (FRSB) (HSPC173)Phenylalanyl-tRNA synthetase beta chain OS=Homo sapiens GN=FARSB PE=1 SV=266114.6 8 1 5 3 17 12 1 6 0 0 0 3 22 Molecular function unclassifiedBiological process unclassified0 High Quality
RDH13_HUMANQ8NBN7 RDH13 (PSEC0082) (UNQ736/PRO1430)Retinol dehydrogenase 13 OS=Homo sapiens GN=RDH13 PE=2 SV=235915.1 10 1 3 2 1 17 10 1 4 0 0 2 1 18 Dehydrogenase;ReductaseOther metabolismPentose phosphate pathway->Ribitol Dehydrogenase;;High Quality
EIF1_HUMAN P41567 EIF1 (Eukaryotic translation initiation factor 1 OS=Homo sapiens GN=EIF1B PE=1 SV=2OS=Homo sapiens GN=EIF1B PE=1 SV=212714.9 2 1 1 2 6 3 1 0 0 1 3 8 Molecular function unclassifiedBiological process unclassified0 High Quality
ATPO_HUMAN P48047 ATP5O (ATPO)ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=123259.4 5 3 8 1 17 9 4 13 0 2 0 0 28 Hydrogen transporter;Synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Coenzyme metabolism;Cation transport0 High Quality
TERA_HUMAN P55072 VCP Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=489306.8 26 3 3 3 35 101 14 4 13 0 0 132 Molecular function unclassifiedProtein metabolism and modification;Exocytosis;Protein targeting and localization;Transport0 High Quality
M6PBP_HUMANO60664 M6PRBP1 (TIP47)Mannose-6-phosphate receptor-binding protein 1 OS=Homo sapiens GN=M6PRBP1 PE=1 SV=247027.6 10 1 8 2 1 22 12 3 18 0 0 2 1 36 Transfer/carrier proteinRegulation of lipid, fatty acid and steroid metabolism0 High Quality
MARE1_HUMANQ15691 MAPRE1 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=329981.5 8 1 5 2 1 17 8 1 9 2 3 0 0 23 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
RL21_HUMAN P46778 RPL21 60S ribosomal protein L21 OS=Homo sapiens GN=RPL21 PE=1 SV=218547 2 1 3 5 0 0 0 1 6 Ribosomal protein Protein biosynthesis 0 High Quality
EF1B_HUMAN P24534 EEF1B2 (EEF1B) (EF1B)Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=324746.2 2 1 4 1 2 10 2 2 8 0 0 1 4 17 Translation elongation factorProtein biosynthesis 0 High Quality
GBG7_HUMAN O60262 GNG7 (GNGT7)Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-7 OS=Homo sapiens GN=GNG7 PE=1 SV=17504 1 1 1 3 1 0 0 3 4 8 G-protein mediated signalingG-protein mediated signalingOpioid proopiomelanocortin pathway->G-protein;;5HT4 type receptor mediated signaling pathway->G-protein;;5HT1 type receptor mediated signaling pathway->G-protein;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->G-protein, gamma sFailed Matchup
CNN3_HUMAN Q15417 CNN3 Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=1 36396.6 3 3 10 1 17 4 4 20 0 0 0 1 29 Non-motor actin binding proteinMuscle contraction 0 High Quality
CCD72_HUMAN Q9Y2S6 CCDC72 (HSPC016) (HSPC330)Coiled-coil domain-containing protein 72 OS=Homo sapiens GN=CCDC72 PE=2 SV=17048.8 1 1 1 1 1 5 1 1 1 0 0 1 1 5 Molecular function unclassifiedBiological process unclassified0 Matchup
ACTS_HUMAN P68133 ACTA1 (ACTA)Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=142034.1 2 3 7 12 27 35 0 0 52 0 114 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
NIT1_HUMAN Q86X76 NIT1 Nitrilase homolog 1 OS=Homo sapiens GN=NIT1 PE=2 SV=235878.6 7 7 1 15 14 22 1 0 0 0 37 Other hydrolase Other carbon metabolismPyrimidine Metabolism->Beta-Ureidopropionase;;High Quality
MCCA_HUMAN Q96RQ3 MCCC1 (MCCA)Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Homo sapiens GN=MCCC1 PE=1 SV=380455.6 19 2 16 2 4 43 35 3 35 0 0 2 4 79 Other ligase Gluconeogenesis 0 High Quality
PSD13_HUMAN Q9UNM6 PSMD13 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=142900.9 5 3 1 1 10 5 4 1 1 0 0 11 Other enzyme regulatorProteolysis Cell cycle->Proteasome;;Parkinson disease->19S proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;;High Quality
HEBP1_HUMAN Q9NRV9 HEBP1 (HBP) Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=121079.4 7 3 3 1 14 10 3 3 0 0 0 1 17 Other miscellaneous function proteinProtein biosynthesis 0 High Quality
CMBL_HUMAN Q96DG6 CMBL Carboxymethylenebutenolidase homolog OS=Homo sapiens GN=CMBL PE=1 SV=128030.6 4 4 1 1 10 6 7 0 0 4 7 24 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism0 High Quality
COXAM_HUMANQ7Z7K0 CMC1 (C3orf68)COX assembly mitochondrial protein homolog OS=Homo sapiens GN=CMC1 PE=2 SV=112471.8 2 2 1 5 5 3 0 0 1 0 9 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism0 High Quality
HEM2_HUMAN P13716 ALAD Delta-aminolevulinic acid dehydratase OS=Homo sapiens GN=ALAD PE=1 SV=136277.3 7 3 1 2 13 13 3 1 3 0 0 20 Dehydratase Porphyrin metabolismHeme biosynthesis->porphobilinogen synthase;;High Quality
NDUS2_HUMANO75306 NDUFS2 NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial OS=Homo sapiens GN=NDUFS2 PE=1 SV=252528.5 5 1 1 7 6 1 0 0 1 0 8 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
GNPI1_HUMAN P46926 GNPDA1 (GNPI) (HLN) (KIAA0060)Glucosamine-6-phosphate isomerase 1 OS=Homo sapiens GN=GNPDA1 PE=1 SV=132651.4 10 5 1 16 17 9 0 0 0 1 27 Other miscellaneous function proteinSignal transduction;Protein targeting0 High Quality
EF1G_HUMAN P26641 EEF1G (EF1G) (PRO1608)Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=350101.4 13 1 4 2 20 22 1 9 0 6 0 0 38 Translation elongation factor;Other cytoskeletal proteinsProtein biosynthesisHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
NDRG1_HUMANQ92597 NDRG1 (CAP43) (DRG1) (RTP)Protein NDRG1 OS=Homo sapiens GN=NDRG1 PE=1 SV=142816.9 1 1 5 1 8 1 2 7 0 0 2 0 12 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
RT4I1_HUMAN Q8WWV3 RTN4IP1 (NIMP)Reticulon-4-interacting protein 1 OS=Homo sapiens GN=RTN4IP1 PE=1 SV=243571.1 4 2 3 2 1 12 6 2 3 0 0 2 2 15 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
BASI_HUMAN P35613 BSG (UNQ6505/PRO21383)Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 42181.7 3 1 1 1 6 4 1 1 0 2 0 0 8 Transmembrane receptor regulatory/adaptor proteinCell surface receptor mediated signal transduction;Developmental processes0 High Quality
IVD_HUMAN P26440 IVD Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=146302.6 6 1 7 1 4 19 16 2 16 0 0 1 4 39 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
LYPL1_HUMAN Q5VWZ2 LYPLAL1 Lysophospholipase-like protein 1 OS=Homo sapiens GN=LYPLAL1 PE=1 SV=326299 5 1 3 2 11 6 2 5 0 0 0 2 15 Phospholipase Lipid metabolism 0 High Quality
LANC1_HUMAN O43813 LANCL1 (GPR69A)LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=145266.8 3 2 1 2 3 11 4 2 1 0 0 4 5 16 Molecular function unclassifiedBiological process unclassified0 High Quality
PPCE_HUMAN P48147 PREP (PEP) Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=180747.5 16 3 5 3 27 26 4 8 11 0 0 49 Serine protease Proteolysis Vasopressin synthesis->Endo Peptidase;;High Quality
PSB6_HUMAN P28072 PSMB6 (LMPY)Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=425339.9 6 2 3 1 1 13 14 2 5 2 2 0 0 25 Other proteases Proteolysis 0 High Quality
PURB_HUMAN Q96QR8 PURB Transcriptional activator protein Pur-beta OS=Homo sapiens GN=PURB PE=1 SV=333223.9 1 2 1 4 1 4 0 0 1 0 6 Other transcription factor;Single-stranded DNA-binding protein;Other DNA-binding proteinGeneral mRNA transcription activities0 High Quality
TPPP_HUMAN O94811 TPPP (TPPP1) Tubulin polymerization-promoting protein OS=Homo sapiens GN=TPPP PE=1 SV=123676.1 4 2 3 1 10 5 3 4 0 0 0 2 14 Serine protease Proteolysis 0 High Quality
APT_HUMAN P07741 APRT Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=219590.5 2 2 2 1 7 5 4 4 0 2 0 0 15 Molecular function unclassifiedBiological process unclassified0 High Quality
CLCB_HUMAN P09497 CLTB Clathrin light chain B OS=Homo sapiens GN=CLTB PE=1 SV=125172.5 4 6 1 1 12 5 8 0 0 1 1 15 Vesicle coat protein Receptor mediated endocytosisHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Clathrin;;Huntington disease->Clathrin;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Clathrin;;;;High Quality
RLA1_HUMAN P05386 RPLP1 (RRP1) 60S acidic ribosomal protein P1 OS=Homo sapiens GN=RPLP1 PE=1 SV=111496.1 2 1 3 12 1 0 0 0 13 Ribosomal protein Protein biosynthesis 0 High Quality
STAT_HUMAN P02808 STATH Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 7286.8 1 1 1 3 1 1 1 0 0 3 Molecular function unclassifiedBiological process unclassified0 Matchup
GSHR_HUMAN P00390 GSR (GLUR) (GRD1)Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=256239.4 9 1 12 1 2 25 14 1 31 4 6 0 0 56 Reductase Electron transport;Other metabolism0 High Quality
CBR1_HUMAN P16152 CBR1 (CBR) (CRN)Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=330356.8 13 12 1 26 43 39 4 0 0 0 86 Dehydrogenase;ReductaseOther metabolism 0 High Quality
VTNC_HUMAN P04004 VTN Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 54288.1 1 1 4 3 2 11 1 1 5 0 0 4 6 17 Cell adhesion molecule Cell adhesion-mediated signaling;Cell adhesion0 High Quality
PTGR1_HUMAN Q14914 PTGR1 (LTB4DH)Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=235852.5 12 1 2 3 1 19 25 1 3 0 0 5 1 35 Molecular function unclassifiedBiological process unclassified0 High Quality
LMNA_HUMAN P02545 LMNA (LMN1)Lamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 74122.6 3 8 9 2 22 3 26 25 0 3 0 0 57 Intermediate filament;Structural proteinCell structureFAS signaling pathway->Nuclear Lamin;;High Quality
CK054_HUMAN Q9H0W9 C11orf54 (LP4947) (PTD012)Ester hydrolase C11orf54 OS=Homo sapiens GN=C11orf54 PE=1 SV=135099.7 1 7 2 10 1 19 0 6 0 0 26 Molecular function unclassifiedBiological process unclassified0 High Quality
FRDA_HUMAN Q16595 FXN (FRDA) (X25)Frataxin, mitochondrial OS=Homo sapiens GN=FXN PE=1 SV=223118 5 6 2 1 1 15 7 11 2 4 1 0 0 25 Molecular function unclassifiedBiological process unclassified0 High Quality
EIF1B_HUMAN O60739 EIF1B Eukaryotic translation initiation factor 1b OS=Homo sapiens GN=EIF1B PE=1 SV=212805.9 3 1 2 6 4 1 3 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
PSB5_HUMAN P28074 PSMB5 (LMPX)Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=328463 2 8 1 2 13 4 11 1 5 0 0 21 Other proteases Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
MAP4_HUMAN P27816 MAP4 Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=2121002.5 17 12 19 6 11 65 79 29 57 0 0 8 17 190 Non-motor microtubule binding proteinApoptosis;Cell structure0 High Quality
BTF3_HUMAN P20290 BTF3 (NACB) (OK/SW-cl.8)Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=122150.3 1 1 3 1 1 7 1 1 7 1 1 0 0 11 Molecular function unclassifiedBiological process unclassified0 High Quality
PCBP1_HUMAN Q15365 PCBP1 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=237480.2 5 2 10 1 1 19 16 5 28 3 1 0 0 53 Select regulatory moleculeProtein metabolism and modification0 High Quality
GRPE1_HUMAN Q9HAV7 GRPEL1 (GREPEL1)GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=224261.2 5 2 2 1 2 12 8 3 2 0 0 1 2 16 Other chaperones Protein folding 0 High Quality
RAB1B_HUMANQ9H0U4 RAB1B Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=122154 4 1 3 8 9 1 0 0 0 4 14 Small GTPase General vesicle transport0 High Quality
HDD1A_HUMANQ08623 HDHD1A (DXF68S1E) (FAM16AX) (GS1)Haloacid dehalogenase-like hydrolase domain-containing protein 1A OS=Homo sapiens GN=HDHD1A PE=2 SV=223713.2 3 1 2 6 5 0 0 1 3 9 Phosphatase Biological process unclassified0 High Quality
SUOX_HUMAN P51687 SUOX Sulfite oxidase, mitochondrial OS=Homo sapiens GN=SUOX PE=1 SV=260263.7 10 2 6 1 2 21 15 2 11 1 3 0 0 32 Oxidase Electron transport;Sulfur redox metabolism;Other metabolism0 High Quality
SEPT7_HUMAN Q16181 SEPT7 (CDC10)Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 50662.2 8 3 5 1 4 21 14 7 18 0 0 2 4 45 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
ANXA7_HUMANP20073 ANXA7 (ANX7) (SNX) (OK/SW-cl.95)Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=252722.5 11 1 6 1 3 22 31 1 17 1 5 0 0 55 Transfer/carrier protein;AnnexinIntracellular protein traffic0 High Quality
KAPCA_HUMANP17612 PRKACA (PKACA)cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=240573.3 12 4 1 2 19 19 5 0 0 2 2 28 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Cell communication;Developmental processes;Mitosis;Cell proliferation and differentiationHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Protein kinase A;;GABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;PDGF signaling pathway->p90RSK;;Endothelin sigHigh Quality
EPDR1_HUMAN Q9UM22 EPDR1 (MERP1) (UCC1)Mammalian ependymin-related protein 1 OS=Homo sapiens GN=EPDR1 PE=2 SV=225419.5 5 2 2 2 1 12 9 7 2 3 1 0 0 22 Molecular function unclassifiedBiological process unclassified0 High Quality
AIBP_HUMAN Q8NCW5 APOA1BP (AIBP) (YJEFN1)Apolipoprotein A-I-binding protein OS=Homo sapiens GN=APOA1BP PE=1 SV=231657.4 2 2 5 4 13 4 7 9 8 0 0 28 Molecular function unclassifiedBiological process unclassified0 High Quality
RL32_HUMAN P62910 RPL32 (PP9932)60S ribosomal protein L32 OS=Homo sapiens GN=RPL32 PE=1 SV=215842.4 1 1 2 2 0 0 0 1 3 Ribosomal protein Protein biosynthesis 0 Matchup
NAGK_HUMAN Q9UJ70 NAGK N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=437359.1 13 2 1 16 20 3 0 0 0 1 24 Molecular function unclassifiedBiological process unclassified0 High Quality
FSCN1_HUMAN Q16658 FSCN1 (FAN1) (HSN) (SNL)Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 54512.3 9 12 5 3 29 18 23 6 4 0 0 51 Non-motor actin binding proteinOncogenesis;Cell motility0 High Quality
DPYL3_HUMAN Q14195 DPYSL3 (CRMP4) (DRP3) (ULIP)Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=161946.1 9 3 10 2 2 26 17 3 23 3 3 0 0 49 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
ILK_HUMAN Q13418 ILK (ILK1) (ILK2)Integrin-linked protein kinase OS=Homo sapiens GN=ILK PE=1 SV=251401.7 10 2 7 1 1 21 20 2 19 0 0 2 4 47 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signalingIntegrin signalling pathway->Integrin linked kinase;;High Quality
ARPC3_HUMAN O15145 ARPC3 (ARC21)Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=320529.8 3 2 2 1 8 5 2 2 0 0 2 0 11 Other actin family cytoskeletal proteinCell structureIntegrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;;High Quality
IPKA_HUMAN P61925 PKIA (PRKACN1)cAMP-dependent protein kinase inhibitor alpha OS=Homo sapiens GN=PKIA PE=1 SV=27970.7 1 3 1 1 6 1 6 1 0 0 0 1 9 Kinase inhibitor Other intracellular signaling cascade;Muscle development0 High Quality
HEMH_HUMAN P22830 FECH Ferrochelatase, mitochondrial OS=Homo sapiens GN=FECH PE=1 SV=247845.1 4 1 4 1 10 5 1 16 0 0 1 0 23 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;High Quality
SIRT3_HUMAN Q9NTG7 SIRT3 (SIR2L3)NAD-dependent deacetylase sirtuin-3, mitochondrial OS=Homo sapiens GN=SIRT3 PE=1 SV=243555.4 2 3 1 6 5 4 2 0 0 0 11 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
HSC20_HUMAN Q8IWL3 HSCB (DNAJC20) (HSC20)Co-chaperone protein HscB, mitochondrial OS=Homo sapiens GN=HSCB PE=1 SV=327405.2 2 2 1 5 2 3 0 0 0 1 6 Molecular function unclassifiedBiological process unclassified0 High Quality
K1C14_HUMAN P02533 KRT14 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=351604.6 9 2 2 1 14 91 14 3 0 4 0 0 112 Intermediate filament;Structural proteinCell structure 0 High Quality
PRUNE_HUMANQ86TP1 PRUNE Protein prune homolog OS=Homo sapiens GN=PRUNE PE=1 SV=150210.7 7 6 1 2 16 11 12 0 0 1 2 26 Molecular function unclassifiedBiological process unclassified0 High Quality
BPNT1_HUMAN O95861 BPNT1 3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=2 SV=133374.7 1 1 9 1 12 2 1 25 0 0 0 2 30 Hydrolase Detoxification;Other metabolism0 High Quality
PTPA_HUMAN Q15257 PPP2R4 (PTPA)Serine/threonine-protein phosphatase 2A regulatory subunit B' OS=Homo sapiens GN=PPP2R4 PE=1 SV=340649.7 4 1 1 6 4 1 0 0 1 0 6 Phosphatase activator Protein modification 0 High Quality
COX41_HUMAN P13073 COX4I1 (COX4)Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Homo sapiens GN=COX4I1 PE=1 SV=119558.8 3 3 2 1 9 10 5 3 1 0 0 0 19 Oxidase Oxidative phosphorylation0 High Quality
WBP2_HUMAN Q969T9 WBP2 WW domain-binding protein 2 OS=Homo sapiens GN=WBP2 PE=1 SV=128069.2 3 1 2 1 7 6 1 17 1 0 0 0 25 Molecular function unclassifiedBiological process unclassified0 High Quality
MGDP1_HUMANQ86V88 MDP1 Magnesium-dependent phosphatase 1 OS=Homo sapiens GN=MDP1 PE=2 SV=120091.3 1 2 1 4 1 3 0 0 0 1 5 Dehydrogenase Tricarboxylic acid pathway0 High Quality
C10_HUMAN Q99622 C12orf57 (C10)Protein C10 OS=Homo sapiens GN=C12orf57 PE=2 SV=113160.1 1 1 1 1 4 1 2 0 0 1 1 5 Molecular function unclassifiedBiological process unclassified0 Matchup
PP1B_HUMAN P62140 PPP1CB Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=337170.3 7 2 1 1 11 13 2 1 3 0 0 19 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
NDUS4_HUMANO43181 NDUFS4 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial OS=Homo sapiens GN=NDUFS4 PE=1 SV=120089.9 3 3 2 1 9 4 3 5 0 0 0 1 13 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
GL1AD_HUMANQ6EEV4 GRINL1A Protein GRINL1A, isoforms 15/16 OS=Homo sapiens GN=GRINL1A PE=2 SV=115113 1 1 1 3 2 1 1 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 Matchup
UCHL1_HUMAN P09936 UCHL1 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=224806.3 3 2 2 1 1 9 3 2 8 0 0 1 1 15 Cysteine protease Proteolysis 0 High Quality
IF2A_HUMAN P05198 EIF2S1 (EIF2A)Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=336094.7 5 2 4 1 1 13 6 3 4 1 1 0 0 15 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
K1C16_HUMAN P08779 KRT16 (KRT16A)Keratin, type I cytoskeletal 16 OS=Homo sapiens GN=KRT16 PE=1 SV=451251 25 10 1 1 37 174 34 2 0 4 0 0 214 Intermediate filament;Structural proteinCell structure 0 High Quality
EHD1_HUMAN Q9H4M9 EHD1 (PAST) (PAST1) (CDABP0131)EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=260611.1 16 1 7 2 1 27 27 1 13 0 0 3 1 45 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
K2C5_HUMAN P13647 KRT5 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=362361.6 19 13 3 1 2 38 148 79 4 1 3 0 0 235 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PSMD4_HUMANP55036 PSMD4 (MCB1)26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=140719.2 2 3 6 1 12 3 8 10 1 0 0 0 22 Select regulatory moleculeProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
PRS7_HUMAN P35998 PSMC2 (MSS1)26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=348617.6 15 3 8 1 1 28 22 3 13 2 1 0 0 41 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
GLOD4_HUMANQ9HC38 GLOD4 (C17orf25) (CGI-150) (My027)Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=134776.1 8 1 5 1 15 10 1 5 0 0 1 0 17 Other lyase Other carbon metabolism0 High Quality
SCRN3_HUMAN Q0VDG4 SCRN3 Secernin-3 OS=Homo sapiens GN=SCRN3 PE=2 SV=1 48527.1 5 1 1 2 9 7 1 0 0 1 2 11 Other miscellaneous function proteinProteolysis 0 High Quality
BAF_HUMAN O75531 BANF1 (BAF) (BCRG1)Barrier-to-autointegration factor OS=Homo sapiens GN=BANF1 PE=1 SV=110040.7 1 2 1 4 1 3 0 0 0 1 5 Molecular function unclassifiedBiological process unclassified0 High Quality
PSD11_HUMAN O00231 PSMD11 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=347448.3 12 2 2 1 2 19 17 3 2 1 4 0 0 27 Miscellaneous function Proteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
CAZA2_HUMAN P47755 CAPZA2 F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=332931.2 7 2 5 1 1 16 10 2 11 2 2 0 0 27 Non-motor actin binding proteinCell structure 0 High Quality
2ABA_HUMAN P63151 PPP2R2A Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=151675.4 7 1 7 1 16 10 1 8 0 0 1 0 20 Protein phosphatase Protein phosphorylation;Stress responseFGF signaling pathway->protein phosphatase 2A;;High Quality
LEG7_HUMAN P47929 LGALS7 (PIG1)Galectin-7 OS=Homo sapiens GN=LGALS7 PE=1 SV=215056.7 2 2 1 5 2 3 2 0 0 7 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
SUMO1_HUMANP63165 SUMO1 (SMT3C) (SMT3H3) (UBL1) (OK/SW-cl.43)Small ubiquitin-related modifier 1 OS=Homo sapiens GN=SUMO1 PE=1 SV=111539 1 1 1 3 1 0 0 3 3 7 Other miscellaneous function proteinProtein modification;Inhibition of apoptosis;Chromosome segregation;Miscellaneousp53 pathway->Small ubiquitin-like modifier 1;;Matchup
VDAC1_HUMANP21796 VDAC1 (VDAC)Voltage-dependent anion-selective channel protein 1 OS=Homo sapiens GN=VDAC1 PE=1 SV=230755.9 5 8 1 1 15 8 15 1 3 0 0 27 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
APEX1_HUMAN P27695 APEX1 (APE) (APEX) (APX) (HAP1) (REF1)DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=235537.7 5 1 6 2 1 15 5 2 6 0 0 2 1 16 Exodeoxyribonuclease;EndodeoxyribonucleaseDNA repair 0 High Quality
TMOD1_HUMANP28289 TMOD1 (D9S57E) (TMOD)Tropomodulin-1 OS=Homo sapiens GN=TMOD1 PE=1 SV=140552.8 2 2 2 2 1 9 4 2 3 0 0 2 1 12 Actin binding cytoskeletal proteinCell structure 0 High Quality
ACPH_HUMAN P13798 APEH (D3F15S2) (D3S48E) (DNF15S2)Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=481206 14 2 8 1 4 29 30 4 10 1 6 0 0 51 Serine protease Protein acetylation;Proteolysis0 High Quality
TWF2_HUMAN Q6IBS0 TWF2 (PTK9L) (MSTP011)Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 39530.8 3 7 3 13 3 17 0 4 0 0 24 Non-motor actin binding proteinCell structure;Cell motility0 High Quality
PRS6A_HUMAN P17980 PSMC3 (TBP1)26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=349187 10 2 7 1 20 16 3 16 0 0 1 0 36 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
CO9_HUMAN P02748 C9 Complement component C9 OS=Homo sapiens GN=C9 PE=1 SV=263156.8 7 4 2 2 15 12 9 0 0 2 2 25 Complement componentComplement-mediated immunity0 High Quality
NUDT4_HUMANQ9NZJ9 NUDT4 (DIPP2) (KIAA0487) (HDCMB47P)Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens GN=NUDT4 PE=1 SV=220287.9 2 1 2 5 2 1 0 0 0 3 6 Other phosphatase Phospholipid metabolism0 High Quality
RRAS2_HUMAN P62070 RRAS2 (TC21) Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=123381.6 6 1 6 1 14 9 1 19 0 0 0 1 30 Small GTPase Signal transduction;Synaptic transmissionTGF-beta signaling pathway->Ras-GTP;;TGF-beta signaling pathway->Ras-GDP;;PDGF signaling pathway->Ras;;;;High Quality
NLTP_HUMAN P22307 SCP2 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=258976.6 9 5 3 1 1 19 16 5 4 0 0 2 2 29 Other transfer/carrier protein;Dehydrogenase;ReductaseOther metabolism 0 High Quality
SIRT5_HUMAN Q9NXA8 SIRT5 (SIR2L5)NAD-dependent deacetylase sirtuin-5 OS=Homo sapiens GN=SIRT5 PE=1 SV=233862.5 9 5 1 3 18 14 6 0 0 2 5 27 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
PGES2_HUMAN Q9H7Z7 PTGES2 (C9orf15) (PGES2)Prostaglandin E synthase 2 OS=Homo sapiens GN=PTGES2 PE=1 SV=141925.6 11 1 5 1 18 24 1 11 0 1 0 0 37 Reductase Electron transport;Other metabolism0 High Quality
PRS8_HUMAN P62195 PSMC5 (SUG1)26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=145609.1 6 7 1 1 15 11 13 1 1 0 0 26 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
CNBP_HUMAN P62633 CNBP (RNF163) (ZNF9)Cellular nucleic acid-binding protein OS=Homo sapiens GN=CNBP PE=1 SV=119444.1 2 1 3 2 1 0 0 0 3 Nucleic acid binding Steroid metabolism;Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
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IF5_HUMAN P55010 EIF5 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=249205.4 5 3 4 1 1 14 9 4 4 1 7 0 0 25 Translation initiation factor;Other G-protein modulatorProtein biosynthesis 0 High Quality
ARP19_HUMAN P56211 ARPP19 cAMP-regulated phosphoprotein 19 OS=Homo sapiens GN=ARPP19 PE=1 SV=212305.3 3 1 4 7 0 2 0 0 9 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
PPIB_HUMAN P23284 PPIB (CYPB) Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=122724.9 2 3 3 1 1 10 3 4 3 0 0 1 2 13 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
TFG_HUMAN Q92734 TFG Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=1 43416.2 2 1 1 1 2 7 2 1 2 1 3 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
A1BG_HUMAN P04217 A1BG Alpha-1B-glycoprotein OS=Homo sapiens GN=A1BG PE=1 SV=354254.4 3 2 8 1 1 15 8 2 11 1 1 0 0 23 Immunoglobulin receptor family member;Defense/immunity proteinLigand-mediated signaling;Natural killer cell mediated immunity0 High Quality
COX7C_HUMANP15954 COX7C Cytochrome c oxidase subunit 7C, mitochondrial OS=Homo sapiens GN=COX7C PE=1 SV=17227.6 2 1 1 4 2 1 0 0 1 0 4 Oxidase Oxidative phosphorylation0 High Quality
IGHG2_HUMAN P01859 IGHG2 Ig gamma-2 chain C region OS=Homo sapiens GN=IGHG2 PE=1 SV=135865.2 2 4 2 8 9 7 0 39 0 0 55 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
NFS1_HUMAN Q9Y697 NFS1 (NIFS) (HUSSY-08)Cysteine desulfurase, mitochondrial OS=Homo sapiens GN=NFS1 PE=1 SV=350178.1 12 9 2 2 25 14 17 6 9 0 0 46 Other lyase Amino acid biosynthesis;Other coenzyme and prosthetic group metabolism;Other sulfur metabolism0 High Quality
PSA2_HUMAN P25787 PSMA2 (PSC3)Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=225880.9 2 6 1 1 10 4 8 2 3 0 0 17 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
PSB2_HUMAN P49721 PSMB2 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=122819.5 1 1 2 1 0 1 0 0 2 Other proteases Proteolysis 0 Matchup
ARPC5_HUMAN O15511 ARPC5 (ARC16)Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens GN=ARPC5 PE=1 SV=316302.6 1 1 3 1 6 2 1 4 0 0 1 0 8 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
CUTA_HUMAN O60888 CUTA (ACHAP) (C6orf82)Protein CutA OS=Homo sapiens GN=CUTA PE=1 SV=219098.1 1 1 1 1 4 1 1 2 2 0 0 6 Cation transporter Cation transport;Other homeostasis activities0 Matchup
RS14_HUMAN P62263 RPS14 (PRO2640)40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=316254.9 2 1 1 1 2 7 3 1 2 0 0 1 2 9 Ribosomal protein Protein biosynthesis 0 High Quality
F10A1_HUMAN P50502 ST13 (FAM10A1) (HIP) (SNC6)Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=241314.4 7 3 5 4 19 14 7 6 0 0 0 5 32 Chaperone Protein folding 0 High Quality
EFG1_HUMAN Q96RP9 GFM1 (EFG) (EFG1) (GFM)Elongation factor G 1, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=283455.5 11 6 1 18 19 10 0 0 0 2 31 Translation elongation factorProtein biosynthesis 0 High Quality
SRC8_HUMAN Q14247 CTTN (EMS1) Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=161617.4 1 5 1 7 1 10 0 0 0 2 13 Non-motor actin binding proteinCell structure and motility0 High Quality
RS3A_HUMAN P61247 RPS3A (MFTL) 40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=229927.3 4 1 4 1 10 5 1 6 0 0 0 1 13 Ribosomal protein Protein biosynthesis 0 High Quality
CPNE3_HUMAN O75131 CPNE3 (CPN3) (KIAA0636)Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=1 60113.6 8 8 1 2 19 20 8 13 8 0 0 49 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic0 High Quality
ACTN2_HUMANP35609 ACTN2 Alpha-actinin-2 OS=Homo sapiens GN=ACTN2 PE=1 SV=1103839.5 26 1 15 1 43 60 1 28 0 5 0 0 94 Non-motor actin binding proteinCell structureIntegrin signalling pathway->alpha actinin;;High Quality
PDK2_HUMAN Q15119 PDK2 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 2, mitochondrial OS=Homo sapiens GN=PDK2 PE=1 SV=246137.3 5 3 1 1 10 6 4 0 0 1 1 12 Protein kinase Protein phosphorylationTCA cycle->Pyruvate Dehydrogenase;;High Quality
DENR_HUMAN O43583 DENR (DRP1) (H14)Density-regulated protein OS=Homo sapiens GN=DENR PE=1 SV=222074.4 4 1 2 2 9 4 4 0 0 3 3 14 Nuclease;Translation initiation factorProtein biosynthesis;Other metabolism0 High Quality
MTAP_HUMAN Q13126 MTAP (MSAP)S-methyl-5'-thioadenosine phosphorylase OS=Homo sapiens GN=MTAP PE=1 SV=231218.3 8 3 1 2 14 12 5 0 0 1 3 21 Phosphorylase Purine metabolism 0 High Quality
ADIPO_HUMAN Q15848 ADIPOQ (ACDC) (ACRP30) (APM1) (GBP28)Adiponectin OS=Homo sapiens GN=ADIPOQ PE=1 SV=126396.2 3 3 2 8 9 11 3 0 0 23 Peptide hormone Carbohydrate transport;Gluconeogenesis;Fatty acid beta-oxidation;Transport0 High Quality
LYRM2_HUMANQ9NU23 LYRM2 LYR motif-containing protein 2 OS=Homo sapiens GN=LYRM2 PE=2 SV=110431.8 1 1 1 3 3 1 0 0 0 1 5 Molecular function unclassifiedBiological process unclassified0 Matchup
IMB1_HUMAN Q14974 KPNB1 (NTF97)Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=297153.3 15 1 4 2 1 23 35 1 4 3 2 0 0 45 Transfer/carrier proteinNuclear transport;Protein targeting;Transport0 High Quality
RL30_HUMAN P62888 RPL30 60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=212766.7 5 1 6 7 0 0 0 2 9 Ribosomal protein Protein biosynthesis 0 High Quality
LYSC_HUMAN P61626 LYZ (LZM) Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=1 16518.9 1 1 2 1 5 5 4 2 0 0 0 1 12 Hydrolase;Defense/immunity proteinCarbohydrate metabolism;Stress response0 High Quality
MYLK3_HUMANQ32MK0 MYLK3 (MLCK)Putative myosin light chain kinase 3 OS=Homo sapiens GN=MYLK3 PE=2 SV=286074.1 12 6 15 1 1 35 37 11 29 1 1 0 0 79 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;High Quality
LYPA1_HUMAN O75608 LYPLA1 (APT1) (LPL1)Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=124652.2 4 2 1 7 4 3 0 0 1 0 8 Phospholipase Lipid metabolism;Protein-lipid modification;G-protein mediated signaling;Cell proliferation and differentiation0 High Quality
MIA40_HUMAN Q8N4Q1 CHCHD4 (MIA40)Mitochondrial intermembrane space import and assembly protein 40 OS=Homo sapiens GN=CHCHD4 PE=1 SV=115978.3 1 1 1 1 1 5 1 1 1 1 1 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
RT28_HUMAN Q9Y2Q9 MRPS28 (MRPS35) (HSPC007)28S ribosomal protein S28, mitochondrial OS=Homo sapiens GN=MRPS28 PE=2 SV=120825.1 4 3 1 1 9 8 4 4 0 0 0 1 17 Ribosomal protein Protein biosynthesis 0 High Quality
CV025_HUMAN Q6ICL3 C22orf25 Uncharacterized protein C22orf25 OS=Homo sapiens GN=C22orf25 PE=2 SV=130920.3 8 1 3 1 1 14 10 1 4 1 1 0 0 17 Molecular function unclassifiedBiological process unclassified0 High Quality
CLIC5_HUMAN Q9NZA1 CLIC5 Chloride intracellular channel protein 5 OS=Homo sapiens GN=CLIC5 PE=1 SV=246452 5 7 1 13 9 15 1 0 0 0 25 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
RM52_HUMAN Q86TS9 MRPL52 39S ribosomal protein L52, mitochondrial OS=Homo sapiens GN=MRPL52 PE=2 SV=213645.8 1 1 1 3 1 1 0 0 0 2 4 Molecular function unclassifiedBiological process unclassified0 Matchup
PACN3_HUMANQ9UKS6 PACSIN3 Protein kinase C and casein kinase substrate in neurons protein 3 OS=Homo sapiens GN=PACSIN3 PE=1 SV=248468.7 6 3 4 1 1 15 10 5 12 1 1 0 0 29 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
YBOX1_HUMAN P67809 YBX1 (NSEP1) (YB1)Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=335905.7 4 5 1 1 1 12 4 5 2 0 0 1 1 13 Other transcription factor;Nucleic acid bindingmRNA transcription regulation0 High Quality
LYAG_HUMAN P10253 GAA Lysosomal alpha-glucosidase OS=Homo sapiens GN=GAA PE=1 SV=2105320.5 4 3 4 2 1 14 6 4 6 3 1 0 0 20 Glucosidase Glycogen metabolism0 High Quality
GALM_HUMAN Q96C23 GALM (BLOCK25)Aldose 1-epimerase OS=Homo sapiens GN=GALM PE=1 SV=137747.2 3 1 1 5 3 1 0 0 0 1 5 Epimerase/racemase Monosaccharide metabolism0 High Quality
ADK_HUMAN P55263 ADK Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=240528.6 4 1 9 2 16 7 1 27 0 0 2 0 37 Nucleotide kinase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
VPS4A_HUMAN Q9UN37 VPS4A (VPS4) Vacuolar protein sorting-associating protein 4A OS=Homo sapiens GN=VPS4A PE=1 SV=148881.3 1 1 3 1 6 2 1 4 0 0 1 0 8 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
ARL3_HUMAN P36405 ARL3 (ARFL3) ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=220438.3 2 2 1 1 6 4 3 1 0 1 0 0 9 Small GTPase General vesicle transport0 High Quality
PSB3_HUMAN P49720 PSMB3 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=222931.6 1 3 1 5 1 17 1 0 0 0 19 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
IMA4_HUMAN O00629 KPNA4 Importin subunit alpha-4 OS=Homo sapiens GN=KPNA4 PE=1 SV=157868.9 2 2 3 1 8 2 5 3 0 0 1 0 11 Transfer/carrier proteinNuclear transport;Protein targeting0 High Quality
CCD44_HUMAN Q9BSH4 CCDC44 (PRO0477)Coiled-coil domain-containing protein 44 OS=Homo sapiens GN=CCDC44 PE=1 SV=132459.3 4 5 1 10 7 5 0 0 0 1 13 Molecular function unclassifiedBiological process unclassified0 High Quality
MYL9_HUMAN P24844 MYL9 (MLC2) (MRLC1) (MYRL2)Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=419810.1 2 2 1 1 6 3 3 3 0 0 1 0 10 Other actin family cytoskeletal protein;Calmodulin related proteinMuscle contraction;Muscle development;Cell structure and motility0 High Quality
ITIH4_HUMAN Q14624 ITIH4 (IHRP) (ITIHL1) (PK120) (PRO1851)Inter-alpha-trypsin inhibitor heavy chain H4 OS=Homo sapiens GN=ITIH4 PE=1 SV=3103308.4 6 3 7 2 1 19 14 4 14 4 3 0 0 39 Serine protease inhibitorProteolysis 0 High Quality
CF142_HUMAN Q5VWP3 C6orf142 Uncharacterized protein C6orf142 OS=Homo sapiens GN=C6orf142 PE=2 SV=250439.7 3 4 1 1 9 11 7 2 8 0 0 28 Molecular function unclassifiedBiological process unclassified0 High Quality
HCC1_HUMAN P82979 SARNP Nuclear protein Hcc-1 OS=Homo sapiens GN=HCC1 PE=1 SV=323653.2 2 2 1 5 3 2 0 0 1 0 6 Small GTPase General vesicle transport0 High Quality
GPX4_HUMAN P36969 GPX4 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial OS=Homo sapiens GN=GPX4 PE=1 SV=322157.3 1 4 2 7 1 7 0 0 3 0 11 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
ACAD8_HUMANQ9UKU7 ACAD8 (ARC42) (IBD)Isobutyryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACAD8 PE=1 SV=145052.1 6 1 10 1 18 9 2 14 0 0 1 0 26 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
PCY2_HUMAN Q99447 PCYT2 Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=2 SV=143817.1 10 3 4 1 1 19 14 5 8 1 1 0 0 29 Nucleotidyltransferase Regulation of lipid, fatty acid and steroid metabolism;Phospholipid metabolism0 High Quality
CO4A_HUMAN P0C0L4 C4A (CO4) (CPAMD2)Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1192776.8 1 2 3 1 7 1 2 6 1 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
TPP1_HUMAN O14773 TPP1 (CLN2) (GIG1) (UNQ267/PRO304)Tripeptidyl-peptidase 1 OS=Homo sapiens GN=TPP1 PE=1 SV=261229.6 3 1 2 1 1 8 7 1 10 3 3 0 0 24 Serine protease Proteolysis 0 High Quality
GSHB_HUMAN P48637 GSS Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=152367.9 9 1 5 2 2 19 17 1 5 4 3 0 0 30 Synthetase;Other ligaseSulfur redox metabolism0 High Quality
EIF3K_HUMAN Q9UBQ5 EIF3K (EIF3S12) (ARG134) (HSPC029) (MSTP001) (PTD001)Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=125042.4 3 1 1 5 6 1 1 0 0 0 8 Molecular function unclassifiedProtein biosynthesis 0 High Quality
HDHD2_HUMANQ9H0R4 HDHD2 Haloacid dehalogenase-like hydrolase domain-containing protein 2 OS=Homo sapiens GN=HDHD2 PE=2 SV=128518.9 5 5 1 11 8 6 0 0 1 0 15 Other phosphatase Phosphate metabolism0 High Quality
AUHM_HUMAN Q13825 AUH Methylglutaconyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=AUH PE=1 SV=135592 10 1 4 1 16 18 1 6 0 0 1 0 26 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
FA49B_HUMAN Q9NUQ9 FAM49B (BM-009)Protein FAM49B OS=Homo sapiens GN=FAM49B PE=1 SV=136730.7 8 2 1 11 11 2 0 1 0 0 14 Molecular function unclassifiedBiological process unclassified0 High Quality
NUDT9_HUMANQ9BW91 NUDT9 (NUDT10) (PSEC0099) (UNQ3012/PRO9771)ADP-ribose pyrophosphatase, mitochondrial OS=Homo sapiens GN=NUDT9 PE=1 SV=139107.5 1 3 2 1 7 1 4 2 0 0 1 0 8 Other hydrolase Biological process unclassified0 High Quality
BASP_HUMAN P80723 BASP1 (NAP22)Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=222675.3 2 1 3 3 0 0 1 0 4 Molecular function unclassifiedExocytosis;Other neuronal activity;Neurogenesis0 High Quality
SPSY_HUMAN P52788 SMS Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=241251.5 3 1 6 1 1 12 4 2 8 0 0 1 1 16 Synthase Other metabolism 0 High Quality
ARP3_HUMAN P61158 ACTR3 (ARP3)Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=347353.8 9 6 1 16 17 8 0 2 0 0 27 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureHuntington disease->Actin;;High Quality
ADRM1_HUMANQ16186 ADRM1 (GP110)Protein ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=242136.2 2 2 1 2 2 9 6 5 1 3 3 0 0 18 Other miscellaneous function proteinCell adhesion 0 High Quality
RL5_HUMAN P46777 RPL5 (MSTP030)60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=334345.5 6 1 2 9 9 0 0 1 2 12 Ribosomal protein Protein biosynthesis 0 High Quality
CAP2_HUMAN P40123 CAP2 Adenylyl cyclase-associated protein 2 OS=Homo sapiens GN=CAP2 PE=1 SV=152806.4 8 1 5 1 1 16 15 1 7 6 5 0 0 34 Actin binding cytoskeletal protein;Other miscellaneous function proteinOther intracellular signaling cascade;Cell communication;Cell structure and motility0 High Quality
CSN8_HUMAN Q99627 COPS8 (CSN8) COP9 signalosome complex subunit 8 OS=Homo sapiens GN=COPS8 PE=1 SV=123208.1 4 2 1 1 8 11 2 2 0 1 0 0 16 Other signaling moleculeBiological process unclassified0 High Quality
RS4X_HUMAN P62701 RPS4X (CCG2) (RPS4) (SCAR)40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=229581.3 8 1 1 1 11 14 1 1 0 0 0 1 17 Ribosomal protein Protein biosynthesis 0 High Quality
NHLC2_HUMAN Q8NBF2 NHLRC2 NHL repeat-containing protein 2 OS=Homo sapiens GN=NHLRC2 PE=1 SV=179427.5 14 2 2 18 30 5 0 0 0 3 38 Molecular function unclassifiedBiological process unclassified0 High Quality
SYFA_HUMAN Q9Y285 FARSA (FARS) (FARSL) (FARSLA)Phenylalanyl-tRNA synthetase alpha chain OS=Homo sapiens GN=FARSA PE=1 SV=357546.5 2 5 2 9 3 9 0 7 0 0 19 Molecular function unclassifiedBiological process unclassified0 High Quality
ITPA_HUMAN Q9BY32 ITPA (C20orf37) (My049) (OK/SW-cl.9)Inosine triphosphate pyrophosphatase OS=Homo sapiens GN=ITPA PE=1 SV=221427.9 2 1 3 4 0 0 1 0 5 Nucleotide phosphataseRegulation of nucleoside, nucleotide metabolism0 High Quality
RS18_HUMAN P62269 RPS18 (D6S218E)40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=317701.3 8 1 1 10 9 1 0 1 0 0 11 Ribosomal protein Protein biosynthesis 0 High Quality
PEF1_HUMAN Q9UBV8 PEF1 (ABP32) (UNQ1845/PRO3573)Peflin OS=Homo sapiens GN=PEF1 PE=1 SV=1 30363.3 5 1 1 7 6 1 0 1 0 0 8 Select calcium binding proteinBiological process unclassified0 High Quality
TRXR1_HUMAN Q16881 TXNRD1 (KDRF)Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=370888.9 7 4 2 2 15 14 5 5 3 0 0 27 Reductase Electron transport;Other metabolism0 High Quality
SYSC_HUMAN P49591 SARS (SERS) Seryl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=358760.6 7 3 1 2 13 11 6 0 0 1 2 20 Other RNA-binding protein;Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
CF203_HUMAN Q9P0P8 C6orf203 (HSPC230)Uncharacterized protein C6orf203 OS=Homo sapiens GN=C6orf203 PE=2 SV=127924.6 2 1 2 1 6 2 2 3 0 0 0 1 8 Molecular function unclassifiedBiological process unclassified0 High Quality
DSG1_HUMAN Q02413 DSG1 (CDHF4)Desmoglein-1 OS=Homo sapiens GN=DSG1 PE=1 SV=1113698.8 1 2 1 5 7 16 3 3 1 30 32 0 0 69 Cadherin;Other cell junction proteinCell adhesion-mediated signaling;Cell adhesion0 High Quality
PAIRB_HUMAN Q8NC51 SERBP1 (PAIRBP1) (CGI-55)Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=244947.8 5 3 1 9 8 3 0 0 1 0 12 Other RNA-binding proteinBiological process unclassified0 High Quality
VP26A_HUMAN O75436 VPS26A (VPS26)Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=238153.1 5 1 1 7 6 1 0 0 1 0 8 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
PRDX4_HUMAN Q13162 PRDX4 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=130523.1 3 2 1 6 4 3 1 0 0 8 Peroxidase Antioxidation and free radical removal0 High Quality
TBA1A_HUMANQ71U36 TUBA1A (TUBA3)Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=150117.7 18 1 1 20 153 1 1 0 0 155 Molecular function unclassifiedBiological process unclassified0 High Quality
DDX1_HUMAN Q92499 DDX1 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=282415.1 10 12 2 3 27 17 15 3 3 0 0 38 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
E41L2_HUMAN O43491 EPB41L2 Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1112569.8 3 4 3 3 13 4 4 3 0 0 0 3 14 Molecular function unclassifiedBiological process unclassifiedDopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1-like 1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein banHigh Quality
PROF2_HUMAN P35080 PFN2 Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=3 15028.2 1 2 2 1 6 2 2 2 1 0 0 7 Molecular function unclassifiedBiological process unclassifiedCytoskeletal regulation by Rho GTPase->Profilin;;High Quality
ZYX_HUMAN Q15942 ZYX Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 61258 4 7 5 1 17 6 18 5 0 0 1 0 30 Actin binding cytoskeletal protein;Kinase modulator;Cell junction proteinOther protein targeting and localization;Mitosis;Cell structure;Cell motility0 High Quality
MARE2_HUMANQ15555 MAPRE2 (RP1)Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=137013.6 2 1 4 1 2 10 3 1 6 0 0 1 2 13 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
VAT1_HUMAN Q99536 VAT1 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=241901.8 7 2 1 10 16 0 0 2 1 19 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
CSDE1_HUMAN O75534 CSDE1 (D1S155E) (KIAA0885) (NRU) (UNR)Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=288867 3 5 2 1 11 3 6 0 0 2 1 12 Molecular function unclassifiedBiological process unclassified0 High Quality
NQO2_HUMAN P16083 NQO2 (NMOR2)Ribosyldihydronicotinamide dehydrogenase [quinone] OS=Homo sapiens GN=NQO2 PE=1 SV=425934.8 1 4 1 1 7 1 7 0 0 1 1 10 Molecular function unclassifiedBiological process unclassified0 High Quality
AHNK_HUMAN Q09666 AHNAK (PM227)Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2629086.4 102 42 105 25 13 287 353 130 189 0 0 32 21 725 Molecular function unclassifiedBiological process unclassified0 High Quality
CSN7A_HUMANQ9UBW8 COPS7A (CSN7A) (DERP10)COP9 signalosome complex subunit 7a OS=Homo sapiens GN=COPS7A PE=1 SV=130258.8 8 2 1 1 12 11 2 9 5 0 0 27 Other miscellaneous function proteinMiscellaneous;Cell proliferation and differentiation0 High Quality
ARF1_HUMAN P84077 ARF1 ADP-ribosylation factor 1 OS=Homo sapiens GN=ARF1 PE=1 SV=220583.7 2 2 2 6 2 4 3 0 0 9 Small GTPase General vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;High Quality
CCD50_HUMAN Q8IVM0 CCDC50 (C3orf6)Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=135804.2 1 1 2 1 0 0 0 1 2 Molecular function unclassifiedBiological process unclassified0 Matchup
GSK3B_HUMAN P49841 GSK3B Glycogen synthase kinase-3 beta OS=Homo sapiens GN=GSK3B PE=1 SV=246727.3 2 1 1 4 3 1 0 0 1 0 5 Non-receptor serine/threonine protein kinaseOther polysaccharide metabolism;Glycogen metabolism;Protein phosphorylation;Other receptor mediated signaling pathway;Other intracellular signaling cascade;Embryogenesis;Segment specification;Neurogenesis;Mesoderm development;Mitosis;Cell proliferation anRas Pathway->Glycogen synthase kinase 3;;PDGF signaling pathway->GSK3;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Glycogen synthase kinase;;Wnt signaling pathway->Glycogen Synthase Kinase-3Beta;;Insulin/IGF pathway-High Quality
THIOM_HUMANQ99757 TXN2 (TRX2) Thioredoxin, mitochondrial OS=Homo sapiens GN=TXN2 PE=1 SV=218365.2 1 3 1 5 1 4 0 7 0 0 12 Other oxidoreductase Electron transport;Sulfur redox metabolismHypoxia response via HIF activation->thioredoxin;;High Quality
ANXA4_HUMANP09525 ANXA4 (ANX4)Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=435866.3 14 1 7 1 23 18 1 7 0 4 0 0 30 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
CUL3_HUMAN Q13618 CUL3 (KIAA0617)Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=2 88914.1 5 1 1 7 5 1 0 0 1 0 7 Molecular function unclassifiedProteolysis;Induction of apoptosis;Cell cycle control;Oncogenesis0 High Quality
CAV1_HUMAN Q03135 CAV1 (CAV) Caveolin-1 OS=Homo sapiens GN=CAV1 PE=1 SV=4 20454.2 1 1 2 1 0 0 1 0 2 Lipid and fatty acid transport;G-protein mediated signaling;Endocytosis;Extracellular transport and importLipid and fatty acid transport;G-protein mediated signaling;Endocytosis;Extracellular transport and importIntegrin signalling pathway->Caveolin;;duplicate one hit wonders
UBQL2_HUMANQ9UHD9 UBQLN2 (N4BP4) (PLIC2) (HRIHFB2157)Ubiquilin-2 OS=Homo sapiens GN=UBQLN2 PE=1 SV=265679.1 2 1 2 2 7 4 1 6 2 0 0 13 Other miscellaneous function proteinProteolysis 0 High Quality
PDP1_HUMAN Q9P0J1 PDP1 (PDP) (PPM2C)[Pyruvate dehydrogenase [acetyl-transferring]]-phosphatase 1, mitochondrial OS=Homo sapiens GN=PDP1 PE=1 SV=361036.7 10 1 6 1 18 14 1 7 0 0 1 0 23 Protein phosphatase Glycolysis 0 High Quality
SAR1B_HUMAN Q9Y6B6 SAR1B (SARA2) (SARB)GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=122393 2 1 3 4 0 2 0 0 6 Small GTPase General vesicle transport0 High Quality
USO1_HUMAN O60763 USO1 (VDP) General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2107879.6 13 1 7 3 24 32 2 20 0 0 0 3 57 Molecular function unclassifiedBiological process unclassified0 High Quality
LRC47_HUMAN Q8N1G4 LRRC47 (KIAA1185)Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=163456.7 7 2 5 1 2 17 9 2 9 0 0 1 3 24 Nucleic acid binding;Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
PGTB2_HUMAN P53611 RABGGTB (GGTB)Geranylgeranyl transferase type-2 subunit beta OS=Homo sapiens GN=RABGGTB PE=1 SV=236907.2 2 1 1 1 5 2 1 1 2 0 0 6 Acyltransferase Protein-lipid modification0 High Quality
CIP4_HUMAN Q15642 TRIP10 (CIP4) (STOT) (STP)Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=368335.1 2 1 3 1 7 3 1 3 0 0 0 2 9 Other signaling molecule;Cytoskeletal protein;Other miscellaneous function proteinOther cell cycle process;Cell structure0 High Quality
RAB12_HUMAN Q6IQ22 RAB12 Putative Ras-related protein Rab-12 OS=Homo sapiens GN=RAB12 PE=5 SV=327231.7 6 1 1 8 8 2 0 0 0 1 11 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
NOL3_HUMAN O60936 NOL3 (ARC) (NOP)Nucleolar protein 3 OS=Homo sapiens GN=NOL3 PE=1 SV=124309.7 3 3 1 7 4 5 0 1 0 0 10 Molecular function unclassifiedmRNA transcription;Other apoptosis0 High Quality
RUVB1_HUMANQ9Y265 RUVBL1 (INO80H) (NMP238) (TIP49) (TIP49A)RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=150211.4 10 8 1 19 14 10 0 1 0 0 25 Transcription cofactor;DNA helicasemRNA transcription regulation;Embryogenesis;Mesoderm development0 High Quality
DC1L2_HUMAN O43237 DYNC1LI2 (DNCLI2) (LIC2)Cytoplasmic dynein 1 light intermediate chain 2 OS=Homo sapiens GN=DYNC1LI2 PE=1 SV=154081.8 1 6 3 1 1 12 1 11 3 0 0 1 2 18 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
RL6_HUMAN Q02878 RPL6 (TXREB1)60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=332711.3 5 1 2 2 10 5 1 0 0 2 2 10 Ribosomal protein Protein biosynthesis 0 High Quality
XPP1_HUMAN Q9NQW7 XPNPEP1 (XPNPEPL) (XPNPEPL1)Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=369901.2 9 12 1 1 23 20 15 1 1 0 0 37 Metalloprotease Proteolysis 0 High Quality
NPL4_HUMAN Q8TAT6 NPLOC4 (KIAA1499) (NPL4)Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=368103.1 4 1 6 1 1 13 5 1 12 2 1 0 0 21 Molecular function unclassifiedRNA localization;Nuclear transport;Transport;Other metabolism0 High Quality
FBLN5_HUMAN Q9UBX5 FBLN5 (DANCE) (UNQ184/PRO210)Fibulin-5 OS=Homo sapiens GN=FBLN5 PE=1 SV=1 50162.1 3 3 1 1 8 4 6 2 1 0 0 13 Signaling molecule;Cell adhesion molecule;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
BIEA_HUMAN P53004 BLVRA (BLVR) (BVR)Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=233411 8 1 4 1 1 15 14 1 4 0 0 1 1 21 Oxidoreductase Electron transport;Other metabolism0 High Quality
ST38L_HUMAN Q9Y2H1 STK38L (KIAA0965) (NDR2)Serine/threonine-protein kinase 38-like OS=Homo sapiens GN=STK38L PE=1 SV=353987 3 2 1 6 3 3 0 0 1 0 7 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell cycle control;Cell structure0 High Quality
AL1B1_HUMAN P30837 ALDH1B1 (ALDH5) (ALDHX)Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=2 SV=257220.8 7 7 1 15 17 9 0 0 0 1 27 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
PUR6_HUMAN P22234 PAICS (ADE2) (AIRC) (PAIS)Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=347062 7 2 2 1 12 8 3 2 0 1 0 0 14 Synthase;Ligase Purine metabolism 0 High Quality
M2OM_HUMANQ02978 SLC25A11 (SLC20A4)Mitochondrial 2-oxoglutarate/malate carrier protein OS=Homo sapiens GN=SLC25A11 PE=1 SV=334045.2 6 1 1 8 7 0 0 2 2 11 Mitochondrial carrier proteinSmall molecule transport0 High Quality
CREG1_HUMANO75629 CREG1 (CREG) (UNQ727/PRO1409)Protein CREG1 OS=Homo sapiens GN=CREG1 PE=1 SV=124057 1 1 1 3 1 1 0 1 3 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Other metabolism0 Matchup
CDC42_HUMAN P60953 CDC42 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=121292.7 1 2 1 4 3 2 0 0 0 1 6 Small GTPase G-protein mediated signaling;Cell structure and motilityIntegrin signalling pathway->Cell division cycle 42;;Huntington disease->Rac;;Axon guidance mediated by Slit/Robo->Cell division cycle 42;;T cell activation->cdc42;;p38 MAPK pathway->cell division cycle 42;;EGF receptor signaling pathway->Rac;;CytoskeletaHigh Quality
SYQ_HUMAN P47897 QARS Glutaminyl-tRNA synthetase OS=Homo sapiens GN=QARS PE=1 SV=187781.9 12 5 2 3 22 21 5 3 5 0 0 34 Aminoacyl-tRNA synthetaseAmino acid activationHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
RL10A_HUMAN P62906 RPL10A (NEDD6)60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=224814 1 1 2 2 0 0 0 3 5 Ribosomal protein Protein biosynthesis 0 Matchup
SFRS3_HUMAN P84103 SFRS3 (SRP20)Splicing factor, arginine/serine-rich 3 OS=Homo sapiens GN=SFRS3 PE=1 SV=119312 3 2 1 6 3 3 0 1 0 0 7 mRNA splicing factor mRNA splicing 0 High Quality
VAPA_HUMAN Q9P0L0 VAPA (VAP33)Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=327875.9 1 1 2 1 0 0 0 1 2 Membrane traffic regulatory proteinGeneral vesicle transport;Cell motility0 Matchup
RB11B_HUMAN Q15907 RAB11B (YPT3)Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=424471 5 4 1 10 5 4 0 1 0 0 10 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportHuntington disease->Rab8;;PDGF signaling pathway->Ras;;;High Quality
RL8_HUMAN P62917 RPL8 60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=228006.8 4 1 4 1 3 13 7 3 4 0 0 1 3 18 Other RNA-binding protein;Ribosomal proteinProtein biosynthesis 0 High Quality
CSN1_HUMAN Q13098 GPS1 (COPS1) (CSN1)COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=353355.7 5 3 1 9 5 3 0 0 0 1 9 Miscellaneous function Proteolysis 0 High Quality
K6PL_HUMAN P17858 PFKL 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=685001.2 4 1 2 1 8 4 1 3 0 0 1 0 9 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
GBB1_HUMAN P62873 GNB1 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=337359.5 3 4 1 1 9 4 5 4 4 0 0 17 Large G-protein;HydrolaseG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Opioid proopiomelanocortin pathway->G-protein;;5HT1 type receptor mediated signaling pathway->G-protein;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->G protein, bHigh Quality
AS3MT_HUMANQ9HBK9 AS3MT (CYT19)Arsenite methyltransferase OS=Homo sapiens GN=AS3MT PE=1 SV=241728.9 2 1 1 4 2 2 1 0 0 5 Methyltransferase Other metabolism 0 High Quality
HMGB2_HUMANP26583 HMGB2 (HMG2)High mobility group protein B2 OS=Homo sapiens GN=HMGB2 PE=1 SV=224016.6 2 1 1 1 5 2 1 0 0 1 1 5 Molecular function unclassifiedBiological process unclassified0 High Quality
XIRP1_HUMAN Q702N8 XIRP1 (CMYA1) (XIN)Xin actin-binding repeat-containing protein 1 OS=Homo sapiens GN=XIRP1 PE=1 SV=1198540 29 16 15 2 2 64 74 27 31 0 0 3 3 138 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other blood circulation and gas exchange activityT cell activation->MEKK;;High Quality
K0174_HUMAN P53990 KIAA0174 Uncharacterized protein KIAA0174 OS=Homo sapiens GN=KIAA0174 PE=1 SV=139734.2 1 3 1 5 2 5 0 0 0 1 8 Molecular function unclassifiedBiological process unclassified0 High Quality
SIAS_HUMAN Q9NR45 NANS (SAS) Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=240289.9 3 4 1 8 3 4 0 2 0 0 9 Synthetase;Other lyase Other polysaccharide metabolism;Protein glycosylation0 High Quality
AL1A1_HUMAN P00352 ALDH1A1 (ALDC) (ALDH1) (PUMB1)Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=254844.8 11 5 1 17 16 9 0 8 0 0 33 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
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RS11_HUMAN P62280 RPS11 40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=318413.3 1 3 1 5 1 6 0 2 0 0 9 Ribosomal protein Protein biosynthesis 0 High Quality
HP1B3_HUMAN Q5SSJ5 HP1BP3 Heterochromatin protein 1-binding protein 3 OS=Homo sapiens GN=HP1BP3 PE=1 SV=161190.7 1 2 1 4 2 3 0 0 0 1 6 Molecular function unclassifiedBiological process unclassified0 High Quality
CO8G_HUMAN P07360 C8G Complement component C8 gamma chain OS=Homo sapiens GN=C8G PE=1 SV=322259.3 1 1 2 1 0 0 1 0 2 Complement componentImmunity and defense0 Matchup
AMRP_HUMAN P30533 LRPAP1 (A2MRAP)Alpha-2-macroglobulin receptor-associated protein OS=Homo sapiens GN=LRPAP1 PE=1 SV=141449.6 3 2 1 1 7 5 2 0 0 1 1 9 Apolipoprotein Protein folding;Other transport0 High Quality
GRSF1_HUMAN Q12849 GRSF1 G-rich sequence factor 1 OS=Homo sapiens GN=GRSF1 PE=1 SV=250152.8 2 3 1 6 2 4 0 1 0 0 7 Ribosomal protein mRNA splicing 0 High Quality
PIPNA_HUMAN Q00169 PITPNA (PITPN)Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens GN=PITPNA PE=1 SV=231788.3 8 1 1 10 10 4 4 0 0 18 Molecular function unclassifiedBiological process unclassified0 High Quality
TSNAX_HUMAN Q99598 TSNAX (TRAX)Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=133095.1 3 1 1 1 6 3 1 1 1 0 0 6 Single-stranded DNA-binding proteinBiological process unclassified0 High Quality
COQ6_HUMAN Q9Y2Z9 COQ6 (CGI-10)Ubiquinone biosynthesis monooxygenase COQ6 OS=Homo sapiens GN=COQ6 PE=2 SV=250852.1 9 1 10 14 0 0 0 1 15 Oxygenase Amino acid catabolism0 High Quality
SPB9_HUMAN P50453 SERPINB9 (PI9)Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=142386.3 5 3 1 1 10 5 8 1 2 0 0 16 Serine protease inhibitorProteolysis 0 High Quality
CDV3_HUMAN Q9UKY7 CDV3 (H41) Protein CDV3 homolog OS=Homo sapiens GN=CDV3 PE=1 SV=127316.7 2 2 4 1 9 2 7 20 0 0 1 0 30 Molecular function unclassifiedBiological process unclassified0 High Quality
ZADH2_HUMANQ8N4Q0 ZADH2 Zinc-binding alcohol dehydrogenase domain-containing protein 2 OS=Homo sapiens GN=ZADH2 PE=1 SV=140122.8 3 2 2 1 8 4 3 2 1 0 0 10 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
RL7A_HUMAN P62424 RPL7A (SURF-3) (SURF3)60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=229978.3 5 1 1 1 8 8 1 0 0 1 1 11 Ribosomal protein Protein biosynthesis 0 High Quality
FSTL1_HUMAN Q12841 FSTL1 (FRP) Follistatin-related protein 1 OS=Homo sapiens GN=FSTL1 PE=1 SV=134967.3 2 1 3 3 0 0 0 1 4 Select regulatory moleculeHomeostasis 0 High Quality
ROAA_HUMAN Q99729 HNRNPAB (ABBP1) (HNRPAB)Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=236207.2 1 1 1 3 2 1 0 0 0 1 4 Molecular function unclassifiedBiological process unclassified0 Matchup
JIP4_HUMAN O60271 SPAG9 (HSS) (KIAA0516) (MAPK8IP4) (SYD1) (HLC6)C-jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4146187.2 2 1 1 4 4 0 1 0 1 6 Kinase modulator Intracellular signaling cascade;Transport;Cell structure and motility0 High Quality
MP2K1_HUMANQ02750 MAP2K1 (MEK1) (PRKMK1)Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=243422.2 3 2 1 2 8 9 2 0 0 1 2 14 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 1;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF High Quality
RL11_HUMAN P62913 RPL11 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=220235.2 3 1 2 6 4 1 0 0 0 2 7 Ribosomal protein Protein biosynthesis 0 High Quality
HBXIP_HUMAN O43504 HBXIP (XIP) Hepatitis B virus X-interacting protein OS=Homo sapiens GN=HBXIP PE=1 SV=19595.7 2 1 1 4 3 0 0 1 1 5 Molecular function unclassifiedBiological process unclassified0 High Quality
SFRS2_HUMAN Q01130 SFRS2 Splicing factor, arginine/serine-rich 2 OS=Homo sapiens GN=SFRS2 PE=1 SV=425459.1 3 2 1 6 3 4 0 1 0 0 8 mRNA splicing factor mRNA splicing 0 High Quality
MEMO1_HUMANQ9Y316 MEMO1 (C2orf4) (NS5ATP7) (CGI-27)Protein MEMO1 OS=Homo sapiens GN=MEMO1 PE=1 SV=133715.7 6 2 1 1 10 7 3 0 0 1 1 12 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
PGBM_HUMAN P98160 HSPG2 Basement membrane-specific heparan sulfate proteoglycan core protein OS=Homo sapiens GN=HSPG2 PE=1 SV=2468787.5 25 5 37 6 7 80 88 12 77 9 10 0 0 196 Extracellular matrix Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion0 High Quality
CP013_HUMAN Q96S19 C16orf13 (JFP2)UPF0585 protein C16orf13 OS=Homo sapiens GN=C16orf13 PE=2 SV=222560.8 6 2 1 9 8 3 0 0 0 1 12 Other miscellaneous function proteinMitosis 0 High Quality
THUM1_HUMANQ9NXG2 THUMPD1 THUMP domain-containing protein 1 OS=Homo sapiens GN=THUMPD1 PE=1 SV=239297.5 1 1 1 1 4 1 1 1 0 0 1 0 4 Other RNA-binding proteinBiological process unclassified0 Matchup
LA_HUMAN P05455 SSB Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=246821 5 4 1 10 5 5 0 0 0 1 11 Ribonucleoprotein tRNA metabolism 0 High Quality
MAPK3_HUMANQ16644 MAPKAPK3 MAP kinase-activated protein kinase 3 OS=Homo sapiens GN=MAPKAPK3 PE=1 SV=142969.4 3 1 4 12 0 0 1 0 13 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascade;Stress responseAngiogenesis->Mitogen-Activated Protein Kinase-Activating Protein Kinase-2 and 3;;PDGF signaling pathway->MAPKAPK2;;Alzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;Interleukin signaling pathway->Mitogen-activated protein kinHigh Quality
RS20_HUMAN P60866 RPS20 40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=113355 1 1 2 1 0 0 1 0 2 Ribosomal protein Protein biosynthesis 0 Matchup
SET_HUMAN Q01105 SET Protein SET OS=Homo sapiens GN=SET PE=1 SV=3 33471.4 3 4 1 1 9 3 5 2 1 0 0 0 11 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
COR1B_HUMANQ9BR76 CORO1B Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=154216.9 1 1 2 1 5 1 1 6 0 0 0 1 9 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
RD23B_HUMAN P54727 RAD23B UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=143153.1 1 9 3 1 14 2 13 7 4 0 0 0 26 Damaged DNA-binding proteinDNA repair 0 High Quality
KU86_HUMAN P13010 XRCC5 (G22P2)ATP-dependent DNA helicase 2 subunit 2 OS=Homo sapiens GN=XRCC5 PE=1 SV=382689.1 12 5 2 1 20 19 5 0 0 2 1 27 DNA helicase DNA repair;DNA recombination;Immunity and defense0 High Quality
RAB5A_HUMANP20339 RAB5A (RAB5)Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=223640.8 3 1 1 5 4 1 0 0 0 2 7 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
COASY_HUMANQ13057 COASY (PSEC0106)Bifunctional coenzyme A synthase OS=Homo sapiens GN=COASY PE=1 SV=462311.5 5 1 3 1 1 11 7 1 4 1 1 0 0 14 Kinase;Other miscellaneous function proteinCoenzyme metabolismCoenzyme A biosynthesis->Dephospho-CoA kinase;;Coenzyme A biosynthesis->Pantetheine-phosphate adenyltransferase;;;High Quality
TRI54_HUMAN Q9BYV2 TRIM54 (MURF) (MURF3) (RNF30)Tripartite motif-containing protein 54 OS=Homo sapiens GN=TRIM54 PE=1 SV=240309.3 1 4 1 6 1 6 1 0 0 0 8 Ubiquitin-protein ligaseProteolysis 0 High Quality
IGHM_HUMAN P01871 IGHM Ig mu chain C region OS=Homo sapiens GN=IGHM PE=1 SV=349287.7 4 1 1 1 7 6 1 0 0 2 2 11 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
TPMT_HUMAN P51580 TPMT Thiopurine S-methyltransferase OS=Homo sapiens GN=TPMT PE=1 SV=128163.1 2 1 3 2 0 0 0 1 3 Molecular function unclassifiedBiological process unclassified0 High Quality
NQO1_HUMAN P15559 NQO1 (DIA4) (NMOR1)NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=130851 2 2 1 5 2 3 0 0 0 1 6 Molecular function unclassifiedBiological process unclassified0 High Quality
AT5F1_HUMAN P24539 ATP5F1 ATP synthase subunit b, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=228890.8 2 2 1 1 6 2 4 0 0 1 1 8 Hydrogen transporter;Synthase;Other hydrolaseCation transport 0 High Quality
ITIH1_HUMAN P19827 ITIH1 (IGHEP1)Inter-alpha-trypsin inhibitor heavy chain H1 OS=Homo sapiens GN=ITIH1 PE=1 SV=3101371.8 6 1 5 1 1 14 9 1 12 2 1 0 0 25 Serine protease inhibitorProteolysis 0 High Quality
CTNA1_HUMANP35221 CTNNA1 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1100054.9 6 1 4 1 1 13 9 1 4 0 0 1 1 16 Non-motor actin binding proteinCell structureCadherin signaling pathway->Alpha-catenin;;Alzheimer disease-presenilin pathway->alpha-catenin;;Wnt signaling pathway->alpha-Catenin;;;;High Quality
DNM1L_HUMANO00429 DNM1L (DLP1) (DRP1)Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=281861.2 12 3 10 1 3 29 30 4 17 0 0 1 3 55 Microtubule family cytoskeletal protein;Small GTPase;Other hydrolaseEndocytosis;Transport;Cell structure0 High Quality
LACTB_HUMAN P83111 LACTB (MRPL56) (UNQ843/PRO1781)Serine beta-lactamase-like protein LACTB, mitochondrial OS=Homo sapiens GN=LACTB PE=1 SV=260676.8 4 1 1 1 7 6 1 0 0 1 2 10 Other hydrolase;Serine proteaseNon-vertebrate process0 High Quality
DTD1_HUMAN Q8TEA8 DTD1 (C20orf88) (HARS2)D-tyrosyl-tRNA(Tyr) deacylase 1 OS=Homo sapiens GN=DTD1 PE=1 SV=223405.6 1 1 1 3 2 2 0 0 0 1 5 Non-motor actin binding proteinCell structureCytoskeletal regulation by Rho GTPase->Cofilin;;Matchup
PDE6D_HUMAN O43924 PDE6D (PDED)Retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase subunit delta OS=Homo sapiens GN=PDE6D PE=1 SV=117402.3 1 1 2 2 0 0 0 1 3 Phosphodiesterase Metabolism of cyclic nucleotides;Vision0 Matchup
ADPPT_HUMAN Q9NRN7 AASDHPPT (CGI-80) (HAH-P) (HSPC223) (x0005)L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Homo sapiens GN=AASDHPPT PE=1 SV=235759.1 3 1 4 4 0 0 1 0 5 Transferase Biological process unclassified0 High Quality
PREY_HUMAN Q96I23 PREY Protein preY, mitochondrial OS=Homo sapiens GN=PREY PE=1 SV=112637.2 1 1 2 2 0 4 0 0 6 Serine protease Proteolysis Vasopressin synthesis->Endo Peptidase;;Matchup
MYH11_HUMANP35749 MYH11 (KIAA0866)Myosin-11 OS=Homo sapiens GN=MYH11 PE=1 SV=3227326.6 28 17 17 5 2 69 59 17 28 0 0 5 2 111 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
CO6_HUMAN P13671 C6 Complement component C6 OS=Homo sapiens GN=C6 PE=1 SV=3104768.2 1 2 1 1 5 1 3 0 2 0 1 7 Complement componentComplement-mediated immunity0 High Quality
CN166_HUMAN Q9Y224 C14orf166 (CGI-99)UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=128051.3 2 1 3 5 0 0 2 0 7 Other miscellaneous function proteinMitosis 0 High Quality
RAB1A_HUMANP62820 RAB1A (RAB1)Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=322660.4 1 3 1 1 6 3 4 2 1 0 0 10 Small GTPase General vesicle transport0 High Quality
FN3K_HUMAN Q9H479 FN3K Fructosamine-3-kinase OS=Homo sapiens GN=FN3K PE=1 SV=135154.1 9 1 3 1 14 13 1 5 0 0 0 1 20 Molecular function unclassifiedBiological process unclassified0 High Quality
RL7_HUMAN P18124 RPL7 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=129209.7 7 1 1 1 10 9 1 1 0 1 0 0 12 Ribosomal protein Protein biosynthesis;Translational regulation0 High Quality
UAP56_HUMANQ13838 BAT1 (UAP56)Spliceosome RNA helicase BAT1 OS=Homo sapiens GN=BAT1 PE=1 SV=148974 8 1 5 1 1 16 12 1 10 0 0 1 1 25 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
SYSM_HUMAN Q9NP81 SARS2 (SARSM)Seryl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=SARS2 PE=1 SV=158265.5 7 3 3 1 1 15 11 5 3 2 2 0 0 23 Other RNA-binding protein;Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
SEPT9_HUMAN Q9UHD8 SEPT9 (KIAA0991) (MSF)Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 65384.3 5 5 8 1 19 6 9 13 0 0 1 0 29 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
MP2K4_HUMANP45985 MAP2K4 (JNKK1) (MKK4) (PRKMK4) (SERK1)Dual specificity mitogen-activated protein kinase kinase 4 OS=Homo sapiens GN=MAP2K4 PE=1 SV=144271 1 1 1 3 1 2 0 1 0 0 4 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Huntington disease->Mitogen activated protein kinase kinase 4;;FAS signaling pathway->Mitogen-activated protein kinase kinase 4;;FGF sMatchup
COTL1_HUMAN Q14019 COTL1 (CLP) Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=315927.2 3 1 4 5 0 2 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
BLMH_HUMAN Q13867 BLMH Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=152544.5 1 3 3 7 1 5 4 0 0 10 Cysteine protease Proteolysis 0 High Quality
LACB2_HUMAN Q53H82 LACTB2 (CGI-83)Beta-lactamase-like protein 2 OS=Homo sapiens GN=LACTB2 PE=1 SV=232788.7 4 2 1 1 8 6 2 0 0 1 1 10 Hydrolase;Defense/immunity proteinImmunity and defense0 High Quality
PLAK_HUMAN P14923 JUP (CTNNG) (DP3)Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=381727.9 3 4 1 8 5 5 0 1 0 0 11 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;High Quality
THAP4_HUMAN Q8WY91 THAP4 (CGI-36) (PP238)THAP domain-containing protein 4 OS=Homo sapiens GN=THAP4 PE=1 SV=262871.7 1 1 3 1 6 1 3 14 1 0 0 0 19 Molecular function unclassifiedBiological process unclassified0 High Quality
SYNC_HUMAN O43776 NARS (ASNS) Asparaginyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=162926.2 5 3 2 10 7 4 0 0 0 2 13 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation0 High Quality
CUL5_HUMAN Q93034 CUL5 (VACM1)Cullin-5 OS=Homo sapiens GN=CUL5 PE=1 SV=4 90941.2 12 1 3 1 17 13 1 7 0 0 1 0 22 Receptor Biological process unclassified0 High Quality
LC7L2_HUMAN Q9Y383 LUC7L2 (CGI-59) (CGI-74)Putative RNA-binding protein Luc7-like 2 OS=Homo sapiens GN=LUC7L2 PE=1 SV=246496.5 2 1 3 3 0 0 1 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
RS15A_HUMAN P62244 RPS15A (OK/SW-cl.82)40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=214822 1 1 1 1 4 2 1 0 0 2 2 7 Ribosomal protein Protein biosynthesis 0 Matchup
PSB4_HUMAN P28070 PSMB4 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=429187 2 1 1 4 5 5 1 0 0 11 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
SYK_HUMAN Q15046 KARS (KIAA0070)Lysyl-tRNA synthetase OS=Homo sapiens GN=KARS PE=1 SV=368032.4 10 4 1 2 17 15 4 1 3 0 0 23 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation0 High Quality
PPM1K_HUMANQ8N3J5 PPM1K (PP2CM)Protein phosphatase 1K, mitochondrial OS=Homo sapiens GN=PPM1K PE=1 SV=140980.3 2 1 3 2 8 3 1 3 0 0 0 2 9 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
4EBP2_HUMAN Q13542 EIF4EBP2 Eukaryotic translation initiation factor 4E-binding protein 2 OS=Homo sapiens GN=EIF4EBP2 PE=1 SV=112921.5 1 1 2 1 0 0 1 0 2 Translation factor Protein biosynthesis;Translational regulation;Cell proliferation and differentiation;Tumor suppressor0 Matchup
AL1A2_HUMAN O94788 ALDH1A2 (RALDH2)Retinal dehydrogenase 2 OS=Homo sapiens GN=ALDH1A2 PE=2 SV=356707 3 1 1 1 6 3 2 2 1 0 0 8 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
RAB5C_HUMANP51148 RAB5C (RABL)Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=223464.7 2 1 3 3 0 0 0 1 4 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
ATG3_HUMAN Q9NT62 ATG3 (APG3) (APG3L)Autophagy-related protein 3 OS=Homo sapiens GN=ATG3 PE=1 SV=135846.2 3 3 1 1 8 3 4 1 0 0 0 1 9 Other ligase Other intracellular protein traffic0 High Quality
CATL1_HUMAN P07711 CTSL1 (CTSL) Cathepsin L1 OS=Homo sapiens GN=CTSL1 PE=1 SV=237546.1 1 2 1 2 6 1 3 2 3 0 0 9 Aspartic protease Proteolysis 0 High Quality
CSN2_HUMAN P61201 COPS2 (CSN2) (TRIP15)COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=151581.6 8 2 3 13 10 2 0 0 0 4 16 Miscellaneous function Signal transduction;Protein targeting;Cell cycle0 High Quality
CB079_HUMAN Q6GMV3 C2orf79 Uncharacterized protein C2orf79 OS=Homo sapiens GN=C2orf79 PE=1 SV=115787.3 1 2 1 4 1 2 0 0 0 1 4 Molecular function unclassifiedBiological process unclassified0 High Quality
MEP50_HUMANQ9BQA1 WDR77 (MEP50) (HKMT1069) (Nbla10071)Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=136705.2 2 1 1 4 7 1 2 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
ADDA_HUMAN P35611 ADD1 (ADDA) Alpha-adducin OS=Homo sapiens GN=ADD1 PE=1 SV=280937.9 6 2 1 9 6 2 0 0 0 1 9 Non-motor actin binding proteinProtein complex assembly;Cell structure and motility0 High Quality
EIF3H_HUMAN O15372 EIF3H (EIF3S3)Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=139912.6 1 1 1 1 4 1 1 5 0 0 1 0 8 Other transcription factorDevelopmental processes0 Matchup
HSBP1_HUMAN O75506 HSBP1 (HSF1BP)Heat shock factor-binding protein 1 OS=Homo sapiens GN=HSBP1 PE=1 SV=18525.7 1 1 2 1 0 0 1 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
IPKG_HUMAN Q9Y2B9 PKIG cAMP-dependent protein kinase inhibitor gamma OS=Homo sapiens GN=PKIG PE=1 SV=17892.3 1 1 2 1 2 0 0 0 3 Kinase modulator Protein modification;Signal transduction0 Matchup
UBE2H_HUMANP62256 UBE2H Ubiquitin-conjugating enzyme E2 H OS=Homo sapiens GN=UBE2H PE=1 SV=120637.8 1 2 3 1 0 0 0 2 3 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;;High Quality
PLEC1_HUMAN Q15149 PLEC1 Plectin-1 OS=Homo sapiens GN=PLEC1 PE=1 SV=2 531707.9 47 31 11 1 1 2 93 128 52 13 1 1 0 2 197 Actin binding cytoskeletal proteinCell structure 0 High Quality
HYOU1_HUMANQ9Y4L1 HYOU1 (ORP150)Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1111318.8 10 1 5 1 1 18 15 1 7 0 0 1 1 25 Hsp 70 family chaperoneStress response 0 High Quality
TETN_HUMAN P05452 CLEC3B (TNA) Tetranectin OS=Homo sapiens GN=CLEC3B PE=1 SV=222549.1 1 5 1 7 2 9 1 0 0 0 12 Extracellular matrix structural proteinSkeletal development0 High Quality
BAG3_HUMAN O95817 BAG3 (BIS) BAG family molecular chaperone regulator 3 OS=Homo sapiens GN=BAG3 PE=1 SV=361575.2 4 5 2 1 1 13 5 10 4 0 0 1 1 21 Chaperone Protein folding;Inhibition of apoptosisApoptosis signaling pathway->Bcl-2 associated anthogene-1;;High Quality
RL29_HUMAN P47914 RPL29 60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=217735 1 1 1 1 1 5 2 3 1 0 0 2 1 9 Ribosomal protein Protein biosynthesis 0 Matchup
ARC1B_HUMANO15143 ARPC1B (ARC41)Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=340931.8 5 1 1 7 6 1 0 0 1 0 8 Other actin family cytoskeletal proteinCell structureHuntington disease->Actin-related protein 2 and 3 complex;;Integrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
CF211_HUMAN Q9H993 C6orf211 UPF0364 protein C6orf211 OS=Homo sapiens GN=C6orf211 PE=1 SV=151156.2 4 1 1 1 7 4 1 1 2 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
NUDC_HUMAN Q9Y266 NUDC Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=138225.7 4 1 1 1 7 6 4 1 1 0 0 12 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
RG9D1_HUMANQ7L0Y3 RG9MTD1 RNA (guanine-9-)-methyltransferase domain-containing protein 1, mitochondrial OS=Homo sapiens GN=RG9MTD1 PE=1 SV=146668.9 3 4 2 9 3 5 0 0 2 0 10 DNA methyltransferase;DNA methyltransferaseBiological process unclassified0 High Quality
ATPG_HUMAN P36542 ATP5C1 (ATP5C) (ATP5CL1)ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=132980 5 6 1 12 11 16 0 0 0 1 28 Hydrogen transporter;Synthase;Other hydrolasePurine metabolism;Cation transportATP synthesis->F1 gamma;;High Quality
PIP_HUMAN P12273 PIP (GCDFP15) (GPIP4)Prolactin-inducible protein OS=Homo sapiens GN=PIP PE=1 SV=116555.1 1 1 1 3 4 8 0 1 0 0 13 Molecular function unclassifiedBiological process unclassified0 Matchup
ARGI1_HUMAN P05089 ARG1 Arginase-1 OS=Homo sapiens GN=ARG1 PE=1 SV=2 34718 1 1 1 1 4 1 1 1 1 0 0 4 Other hydrolase Amino acid catabolism0 Matchup
EMAL2_HUMANO95834 EML2 (EMAP2) (EMAPL2)Echinoderm microtubule-associated protein-like 2 OS=Homo sapiens GN=EML2 PE=1 SV=170659.3 9 10 1 1 21 15 13 3 3 0 0 34 Molecular function unclassifiedBiological process unclassified0 High Quality
IPO5_HUMAN O00410 IPO5 (KPNB3) (RANBP5)Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 123614.2 9 2 2 13 10 2 3 0 0 15 Other transporter;Other G-protein modulatorRNA localization;Nuclear transport;Transport0 High Quality
RT27_HUMAN Q92552 MRPS27 (KIAA0264)28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=2 SV=247652.8 4 1 5 4 1 0 0 0 5 Ribosomal protein Protein biosynthesis 0 High Quality
NNTM_HUMAN Q13423 NNT NAD(P) transhydrogenase, mitochondrial OS=Homo sapiens GN=NNT PE=1 SV=3113881.2 10 10 2 1 23 21 16 2 1 0 0 40 Dehydrogenase Oxidative phosphorylation0 High Quality
NDUBB_HUMANQ9NX14 NDUFB11 (UNQ111/PRO1064)NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 11, mitochondrial OS=Homo sapiens GN=NDUFB11 PE=2 SV=117299 1 1 2 1 0 0 0 1 2 Other oxidoreductase Biological process unclassified0 Matchup
CAZA1_HUMAN P52907 CAPZA1 F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=332905.1 2 1 1 1 5 2 1 0 0 1 1 5 Non-motor actin binding proteinCell structure 0 High Quality
EIF3J_HUMAN O75822 EIF3J (EIF3S1) (PRO0391)Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=229045.3 3 2 1 6 4 2 0 0 0 1 7 Translation initiation factorProtein biosynthesis 0 High Quality
UBQL1_HUMANQ9UMX0 UBQLN1 (DA41) (PLIC1)Ubiquilin-1 OS=Homo sapiens GN=UBQLN1 PE=1 SV=262501.5 1 1 1 3 2 1 0 0 1 0 4 Other miscellaneous function proteinProteolysis 0 Matchup
MIME_HUMAN P20774 OGN (OIF) (SLRR3A)Mimecan OS=Homo sapiens GN=OGN PE=1 SV=1 33907 2 2 1 5 3 4 0 0 1 0 8 Receptor;Extracellular matrixCell surface receptor mediated signal transduction;Mesoderm development0 High Quality
DCPS_HUMAN Q96C86 DCPS (DCS1) (HINT5) (HSPC015)Scavenger mRNA-decapping enzyme DcpS OS=Homo sapiens GN=DCPS PE=1 SV=238591.8 1 1 2 1 1 6 1 2 3 0 0 1 1 8 Hydrolase RNA catabolism;Other metabolism0 High Quality
RBX1_HUMAN P62877 RBX1 (RNF75) (ROC1)RING-box protein 1 OS=Homo sapiens GN=RBX1 PE=1 SV=112255.4 1 1 1 3 1 0 0 2 1 4 Cytokinesis Cytokinesis 0 Failed Matchup
BCKD_HUMAN O14874 BCKDK [3-methyl-2-oxobutanoate dehydrogenase [lipoamide]] kinase, mitochondrial OS=Homo sapiens GN=BCKDK PE=1 SV=246344.4 2 4 1 7 2 6 0 0 1 0 9 Protein kinase Amino acid metabolism regulation;Amino acid catabolism;Protein phosphorylation;Signal transduction0 High Quality
GNAI2_HUMAN P04899 GNAI2 (GNAI2B)Guanine nucleotide-binding protein G(i), alpha-2 subunit OS=Homo sapiens GN=GNAI2 PE=1 SV=340434 4 1 5 4 0 0 0 1 5 Large G-protein G-protein mediated signalingOpioid proopiomelanocortin pathway->G-protein;;Dopamine receptor mediated signaling pathway->Gi alpha subunit;;5HT1 type receptor mediated signaling pathway->G-protein;;Inflammation mediated by chemokine and cytokine signaling pathway->Gi alpha subunit;;PHigh Quality
RS8_HUMAN P62241 RPS8 (OK/SW-cl.83)40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=224188.4 3 1 2 6 4 0 0 1 2 7 Ribosomal protein Protein biosynthesis 0 High Quality
COR1A_HUMANP31146 CORO1A (CORO1)Coronin-1A OS=Homo sapiens GN=CORO1A PE=1 SV=451008 2 4 1 1 8 3 6 1 0 0 0 1 11 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
EP15R_HUMAN Q9UBC2 EPS15L1 (EPS15R)Epidermal growth factor receptor substrate 15-like 1 OS=Homo sapiens GN=EPS15L1 PE=1 SV=194240.3 2 4 2 1 9 4 4 2 0 2 0 0 12 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
SPRY4_HUMAN Q8WW59 SPRYD4 SPRY domain-containing protein 4 OS=Homo sapiens GN=SPRYD4 PE=2 SV=123080 1 3 1 5 1 5 0 0 1 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
RAB5B_HUMANP61020 RAB5B Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=123688.9 5 1 2 8 7 1 0 0 0 2 10 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
PABP1_HUMAN P11940 PABPC1 (PAB1) (PABP1) (PABPC2)Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=270653.3 1 1 1 3 1 1 0 2 0 0 4 Other RNA-binding proteinmRNA polyadenylation;mRNA end-processing and stability0 Matchup
SNX5_HUMAN Q9Y5X3 SNX5 Sorting nexin-5 OS=Homo sapiens GN=SNX5 PE=1 SV=146799.8 3 1 5 1 1 11 3 1 5 0 0 1 1 11 Membrane traffic regulatory proteinIntracellular protein traffic0 High Quality
SUGT1_HUMANQ9Y2Z0 SUGT1 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=341006.8 3 4 2 1 10 3 6 0 0 2 1 12 Molecular function unclassifiedBiological process unclassified0 High Quality
MAON_HUMANQ16798 ME3 NADP-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME3 PE=2 SV=167038 4 3 1 1 9 6 3 0 0 1 1 11 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
ARD1A_HUMANP41227 ARD1A (ARD1) (TE2)N-terminal acetyltransferase complex ARD1 subunit homolog A OS=Homo sapiens GN=ARD1A PE=1 SV=126441 4 3 1 8 5 3 0 0 0 1 9 Acetyltransferase Protein acetylation 0 High Quality
IF4E_HUMAN P06730 EIF4E (EIF4EL1) (EIF4F)Eukaryotic translation initiation factor 4E OS=Homo sapiens GN=EIF4E PE=1 SV=225079.6 2 1 3 2 7 0 0 0 9 Translation initiation factorProtein biosynthesisp38 MAPK pathway->eukaryotic initiation factor 4E;;High Quality
SNX1_HUMAN Q13596 SNX1 Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=359052.8 7 1 2 1 11 8 1 6 1 0 0 0 16 Membrane traffic regulatory proteinEndocytosis;Protein targeting0 High Quality
AMPM2_HUMANP50579 METAP2 (MNPEP) (P67EIF2)Methionine aminopeptidase 2 OS=Homo sapiens GN=METAP2 PE=1 SV=152874.3 2 2 5 1 10 2 3 6 0 0 1 0 12 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 High Quality
PLSL_HUMAN P13796 LCP1 (PLS2) Plastin-2 OS=Homo sapiens GN=LCP1 PE=1 SV=5 70274.1 6 3 2 1 12 6 4 5 1 0 0 16 Non-motor actin binding proteinCell structure 0 High Quality
CSK21_HUMAN P68400 CSNK2A1 (CK2A1)Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=145126.5 2 3 1 6 2 3 0 0 1 0 6 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
MP2K3_HUMANP46734 MAP2K3 (MEK3) (MKK3) (PRKMK3)Dual specificity mitogen-activated protein kinase kinase 3 OS=Homo sapiens GN=MAP2K3 PE=1 SV=239301.3 2 1 1 4 3 1 0 0 0 1 5 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;EGF receptor signaling pathway->Dual specificity mitogen-activated protein kinase kinase 3 and 6;;Toll receptor signaling pathway->mitHigh Quality
SNF8_HUMAN Q96H20 SNF8 (EAP30) Vacuolar-sorting protein SNF8 OS=Homo sapiens GN=SNF8 PE=1 SV=128846.9 4 1 1 6 4 1 0 0 1 0 6 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Intracellular protein traffic;Protein targeting;Transport;Other metabolism0 High Quality
SPTB2_HUMAN Q01082 SPTBN1 (SPTB2)Spectrin beta chain, brain 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2274595.4 43 2 19 2 3 69 81 3 34 3 4 0 0 125 Non-motor actin binding proteinCell structure 0 High Quality
CF130_HUMAN Q9Y530 C6orf130 Uncharacterized protein C6orf130 OS=Homo sapiens GN=C6orf130 PE=1 SV=217007.2 1 1 1 3 1 2 2 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
ERF3B_HUMAN Q8IYD1 GSPT2 (ERF3B)Eukaryotic peptide chain release factor GTP-binding subunit ERF3B OS=Homo sapiens GN=GSPT2 PE=1 SV=268865.7 3 1 4 9 0 0 1 0 10 Translation release factorProtein biosynthesis 0 High Quality
RS24_HUMAN P62847 RPS24 40S ribosomal protein S24 OS=Homo sapiens GN=RPS24 PE=1 SV=115405.8 1 1 2 1 0 0 1 0 2 Ribosomal protein Protein biosynthesis 0 Matchup
EIF2A_HUMAN Q9BY44 EIF2A (CDA02) (MSTP004) (MSTP089)Eukaryotic translation initiation factor 2A OS=Homo sapiens GN=EIF2A PE=1 SV=264959.2 1 3 2 1 1 8 1 4 2 1 1 0 0 9 Nuclease;Translation initiation factorProtein biosynthesis;Other metabolism0 High Quality
RET7_HUMAN Q96R05 RBP7 Retinoid-binding protein 7 OS=Homo sapiens GN=RBP7 PE=1 SV=115518.2 1 1 1 3 1 1 0 0 0 2 4 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 Matchup
GBLP_HUMAN P63244 GNB2L1 (HLC7) (PIG21)Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=335058.9 7 5 1 13 10 6 1 0 0 0 17 Other miscellaneous function proteinSignal transduction;Protein targeting0 High Quality
BCDO2_HUMANQ9BYV7 BCO2 (BCDO2)Beta,beta-carotene 9',10'-oxygenase OS=Homo sapiens GN=BCO2 PE=1 SV=262946.7 10 2 1 13 16 3 0 1 0 0 20 Molecular function unclassifiedBiological process unclassified0 High Quality
CECR5_HUMAN Q9BXW7 CECR5 Cat eye syndrome critical region protein 5 OS=Homo sapiens GN=CECR5 PE=2 SV=146303.6 6 6 1 13 8 7 0 0 1 0 16 Molecular function unclassifiedBiological process unclassified0 High Quality
THNS1_HUMAN Q8IYQ7 THNSL1 Threonine synthase-like 1 OS=Homo sapiens GN=THNSL1 PE=1 SV=283054 2 4 1 7 2 6 0 0 0 1 9 Synthase Amino acid biosynthesisThreonine biosynthesis->Threonine synthase;;Vitamin B6 metabolism->Threonine synthase;;;High Quality
DNJC8_HUMAN O75937 DNAJC8 (SPF31) (HSPC315) (HSPC331)DnaJ homolog subfamily C member 8 OS=Homo sapiens GN=DNAJC8 PE=1 SV=229824.2 2 2 1 5 5 2 0 2 0 0 9 Chaperone Biological process unclassified0 High Quality
ACSF3_HUMAN Q4G176 ACSF3 (PSEC0197)Acyl-CoA synthetase family member 3, mitochondrial OS=Homo sapiens GN=ACSF3 PE=2 SV=264095 4 4 1 9 6 9 0 3 0 0 18 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
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TOM1_HUMAN O60784 TOM1 Target of Myb protein 1 OS=Homo sapiens GN=TOM1 PE=1 SV=253801.1 2 1 5 1 9 2 1 11 2 0 0 0 16 Other transporter Endocytosis;Other intracellular protein traffic0 High Quality
APOD_HUMAN P05090 APOD Apolipoprotein D OS=Homo sapiens GN=APOD PE=1 SV=121258 1 1 2 2 2 0 0 0 4 Other transfer/carrier proteinVitamin/cofactor transport;Transport0 Matchup
DC1L1_HUMAN Q9Y6G9 DYNC1LI1 (DNCLI1)Cytoplasmic dynein 1 light intermediate chain 1 OS=Homo sapiens GN=DYNC1LI1 PE=1 SV=356562.2 1 1 5 1 1 9 2 2 7 0 0 1 1 13 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
RA1L3_HUMAN P0C7M2 HNRPA1L3 Putative heterogeneous nuclear ribonucleoprotein A1-like protein 3 OS=Homo sapiens GN=HNRPA1L3 PE=5 SV=138828.1 2 4 2 8 2 4 0 3 0 0 9 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism0 High Quality
ARFP1_HUMAN P53367 ARFIP1 Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=2 41721.5 2 1 3 3 0 0 0 1 4 Other G-protein modulatorCell structure;Cell motilityHuntington disease->Arfaptin-2;;High Quality
PPGB_HUMAN P10619 CTSA (PPGB) Lysosomal protective protein OS=Homo sapiens GN=CTSA PE=1 SV=254449.6 1 1 1 3 1 1 0 1 0 0 3 Serine protease Proteolysis;Cell surface receptor mediated signal transduction;Lysosome transport0 Matchup
COPZ1_HUMAN P61923 COPZ1 (COPZ) (CGI-120) (HSPC181)Coatomer subunit zeta-1 OS=Homo sapiens GN=COPZ1 PE=1 SV=120180.9 1 1 2 1 5 1 1 2 1 0 0 0 5 Vesicle coat protein General vesicle transport0 High Quality
SF01_HUMAN Q15637 SF1 (ZFM1) (ZNF162)Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=468312.5 1 1 1 3 1 1 0 0 0 1 3 Transcription cofactor;mRNA splicing factormRNA splicing 0 Matchup
CALX_HUMAN P27824 CANX Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 67552.2 3 1 2 1 1 8 3 1 2 1 1 0 0 8 Chaperone;Other select calcium binding proteinsProtein folding;Constitutive exocytosis0 High Quality
CAND1_HUMANQ86VP6 CAND1 (KIAA0829) (TIP120) (TIP120A)Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2136363.1 1 1 6 1 9 3 1 8 2 0 0 0 14 Transcription factor mRNA transcription 0 High Quality
DNJA2_HUMAN O60884 DNAJA2 (CPR3) (HIRIP4)DnaJ homolog subfamily A member 2 OS=Homo sapiens GN=DNAJA2 PE=1 SV=145727.7 6 2 1 9 6 2 0 0 1 0 9 Other chaperones Protein folding;Stress response0 High Quality
PSD12_HUMAN O00232 PSMD12 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=352888.2 11 2 1 14 13 3 0 0 0 3 19 Select regulatory moleculeProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
RT25_HUMAN P82663 MRPS25 (RPMS25)28S ribosomal protein S25, mitochondrial OS=Homo sapiens GN=MRPS25 PE=2 SV=120098.6 2 1 3 2 0 0 0 1 3 Ribosomal protein Protein biosynthesis 0 High Quality
PSMD1_HUMANQ99460 PSMD1 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2105821.2 7 4 1 12 15 12 0 0 0 1 28 Other enzyme regulatorProteolysis;Cell cycle controlUbiquitin proteasome pathway->26S proteasome;;High Quality
UBXD1_HUMANQ9BZV1 UBXN6 UBX domain-containing protein 1 OS=Homo sapiens GN=UBXD1 PE=1 SV=149737 1 4 1 6 1 6 0 0 0 2 9 Other miscellaneous function proteinProteolysis 0 High Quality
IF2BL_HUMAN A6NK07 n.o Eukaryotic translation initiation factor 2 subunit 2-like protein OS=Homo sapiens PE=2 SV=138371.7 4 1 1 6 5 0 0 1 1 7 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
COSA1_HUMANQ2UY09 COL28A1 (COL28)Collagen alpha-1(XXVIII) chain OS=Homo sapiens GN=COL28A1 PE=2 SV=2116642.4 2 1 3 6 0 0 0 1 7 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Collagen;;High Quality
PUR8_HUMAN P30566 ADSL (AMPS) Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=254872.5 8 1 7 1 17 13 1 9 0 0 0 1 24 Other lyase Purine metabolismDe novo purine biosynthesis->Adenylosuccinate lyase;;De novo purine biosynthesis->5-Phosphoribosyl-4-(N-succinocarboxamide)-5-aminoimidazole lyase;;;High Quality
NUDC3_HUMANQ8IVD9 NUDCD3 (KIAA1068)NudC domain-containing protein 3 OS=Homo sapiens GN=NUDCD3 PE=1 SV=340803.6 1 2 1 4 1 3 0 0 0 1 5 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
IF6_HUMAN P56537 EIF6 (EIF3A) (ITGB4BP) (OK/SW-cl.27)Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=126580.2 1 1 1 3 1 1 0 2 0 0 4 Translation initiation factor;HydrolaseProtein biosynthesis 0 Matchup
PDPR_HUMAN Q8NCN5 PDPR (KIAA1990)Pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial OS=Homo sapiens GN=PDPR PE=2 SV=299348.7 13 2 1 1 17 25 3 1 1 0 0 30 Protein phosphatase Glycolysis 0 High Quality
RAP1A_HUMANP62834 RAP1A (KREV1)Ras-related protein Rap-1A OS=Homo sapiens GN=RAP1A PE=1 SV=120969.3 1 1 2 1 0 0 1 0 1 MAPKKK cascade;Cell adhesionMAPKKK cascade;Cell adhesionHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Ras associated protein 1;;Integrin signalling pathway->Rap1;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Ras related protein 1;;;;Failed Matchup
CO7_HUMAN P10643 C7 Complement component C7 OS=Homo sapiens GN=C7 PE=1 SV=293498.6 9 6 1 1 17 15 8 1 1 0 0 25 Complement componentComplement-mediated immunity0 High Quality
STAT3_HUMAN P40763 STAT3 (APRF) Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=288051.6 10 3 1 14 16 7 1 0 0 0 24 Other transcription factor;Nucleic acid bindingmRNA transcription regulation;JAK-STAT cascade;Stress response;Inhibition of apoptosis;Hematopoiesis;Other oncogenesis;Cell motilityAngiogenesis->Signal Transducer and Activator of Transcription 3;;EGF receptor signaling pathway->signal transducer and activator of transcription;;PDGF signaling pathway->STAT;;Interleukin signaling pathway->Signal transducers and activators of transcripHigh Quality
ABHEB_HUMANQ96IU4 ABHD14B (CIB)Abhydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=122328 1 1 1 3 1 1 1 0 0 0 3 Hydrolase Detoxification;Other metabolism0 Matchup
RAB10_HUMAN P61026 RAB10 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=122524.1 1 1 1 3 1 1 0 0 0 1 3 Small GTPase General vesicle transportTGF-beta signaling pathway->Ras-GTP;;TGF-beta signaling pathway->Ras-GDP;;;Matchup
K1C13_HUMAN P13646 KRT13 Keratin, type I cytoskeletal 13 OS=Homo sapiens GN=KRT13 PE=1 SV=349569.3 15 1 1 17 25 1 0 1 0 0 27 Intermediate filament;Structural proteinCell structure 0 High Quality
TPRGL_HUMAN Q5T0D9 TPRG1L (FAM79A) (MOVER)Tumor protein p63-regulated gene 1-like protein OS=Homo sapiens GN=TPRG1L PE=2 SV=130193.8 1 1 2 1 0 1 0 0 2 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Nuclear transport0 Matchup
FILA_HUMAN P20930 FLG Filaggrin OS=Homo sapiens GN=FLG PE=1 SV=3 435127.7 1 2 1 4 8 1 2 1 23 0 0 27 Other cytoskeletal proteinsProtein complex assembly;Ectoderm development;Cell structure0 High Quality
SYRC_HUMAN P54136 RARS Arginyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=275364 11 7 1 19 15 13 1 0 0 0 29 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation0 High Quality
GRB2_HUMAN P62993 GRB2 (ASH) Growth factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 SV=125188.8 2 1 3 3 1 0 0 0 4 Other signaling molecule;Other miscellaneous function protein;Transmembrane receptor regulatory/adaptor proteinReceptor protein tyrosine kinase signaling pathway;Other immune and defenseInflammation mediated by chemokine and cytokine signaling pathway->Growth factor receptor-bound protein;;PI3 kinase pathway->Grb2;;FGF signaling pathway->Grb2;;Interleukin signaling pathway->Growth Factor Receptor Binding Protein 2;;T cell activation->GrbHigh Quality
CPNE1_HUMAN Q99829 CPNE1 (CPN1)Copine-1 OS=Homo sapiens GN=CPNE1 PE=2 SV=1 59040.6 2 1 3 1 7 2 1 4 2 0 0 0 9 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic0 High Quality
ETFD_HUMAN Q16134 ETFDH Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Homo sapiens GN=ETFDH PE=2 SV=168490.7 1 4 1 1 7 1 9 2 1 0 0 13 Oxidoreductase Electron transport 0 High Quality
AAK1_HUMAN Q2M2I8 AAK1 (KIAA1048)AP2-associated protein kinase 1 OS=Homo sapiens GN=AAK1 PE=1 SV=293559.6 3 2 3 1 1 10 7 5 3 0 0 1 1 17 Non-receptor serine/threonine protein kinaseProtein phosphorylation0 High Quality
AAKG1_HUMANP54619 PRKAG1 5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens GN=PRKAG1 PE=1 SV=137561.8 5 1 1 7 6 5 1 0 0 0 12 Kinase modulator Fatty acid metabolism;Lipid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
ILEU_HUMAN P30740 SERPINB1 (ELANH2) (MNEI) (PI2)Leukocyte elastase inhibitor OS=Homo sapiens GN=SERPINB1 PE=1 SV=142725.8 9 1 3 1 14 14 1 5 0 1 0 0 21 Serine protease inhibitorProteolysis 0 High Quality
CO4A1_HUMANP02462 COL4A1 Collagen alpha-1(IV) chain OS=Homo sapiens GN=COL4A1 PE=1 SV=3160599.5 3 3 2 8 5 3 2 0 0 10 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Collagen;;High Quality
LV102_HUMAN P01700 n.o Ig lambda chain V-I region HA OS=Homo sapiens PE=1 SV=111707.2 1 1 2 1 0 0 0 1 2 No Gene Symbol No Gene SymbolNo Gene Symbolduplicate one hit wonders
KPCD_HUMAN Q05655 PRKCD Protein kinase C delta type OS=Homo sapiens GN=PRKCD PE=1 SV=277489.4 1 2 3 1 0 0 0 2 3 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylation;Calcium mediated signaling;Cell proliferation and differentiationB cell activation->PKC;;Wnt signaling pathway->Protein Kinase C;;Thyrotropin-releasing hormone receptor signaling pathway->PKC;;Inflammation mediated by chemokine and cytokine signaling pathway->Protein kinase C;;T cell activation->PKC theta;;Alzheimer diHigh Quality
SPTA2_HUMAN Q13813 SPTAN1 (SPTA2)Spectrin alpha chain, brain OS=Homo sapiens GN=SPTAN1 PE=1 SV=3284524.7 40 3 20 2 1 66 78 3 25 0 0 2 1 109 Molecular function unclassifiedBiological process unclassified0 High Quality
PSMD6_HUMANQ15008 PSMD6 (KIAA0107) (PFAAP4)26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=145515.4 7 1 8 9 0 0 1 0 10 Miscellaneous function Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
RMD1_HUMAN Q96DB5 FAM82B (CGI-90)Regulator of microtubule dynamics protein 1 OS=Homo sapiens GN=FAM82B PE=1 SV=135791.8 2 7 1 10 3 7 0 0 0 1 11 Molecular function unclassifiedBiological process unclassified0 High Quality
RBBP7_HUMAN Q16576 RBBP7 (RBAP46)Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=147802 1 3 1 5 2 3 2 0 0 0 7 Other miscellaneous function proteinChromatin packaging and remodeling0 High Quality
HNRH1_HUMANP31943 HNRNPH1 (HNRPH) (HNRPH1)Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=449211.8 2 4 1 7 5 7 0 0 0 2 14 Ribosomal protein mRNA splicing 0 High Quality
H10_HUMAN P07305 H1F0 (H1FV) Histone H1.0 OS=Homo sapiens GN=H1F0 PE=1 SV=320846.1 1 1 1 3 1 0 0 1 2 4 Histone Chromatin packaging and remodeling0 Matchup
AP2M1_HUMANQ96CW1 AP2M1 (CLAPM1) (KIAA0109)AP-2 complex subunit mu-1 OS=Homo sapiens GN=AP2M1 PE=1 SV=249637.7 4 3 1 1 9 5 4 0 0 1 1 11 Molecular function unclassifiedBiological process unclassified0 High Quality
PRCM_HUMAN Q96EM0 C14orf149 Probable proline racemase OS=Homo sapiens GN=C14orf149 PE=2 SV=138149.6 1 2 1 4 1 2 0 1 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
RT18B_HUMAN Q9Y676 MRPS18B (HSPC183) (PTD017)28S ribosomal protein S18b, mitochondrial OS=Homo sapiens GN=MRPS18B PE=1 SV=129377.4 4 1 5 4 0 0 0 2 6 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
CK002_HUMAN Q9UID3 FFR Uncharacterized protein C11orf2 OS=Homo sapiens GN=C11orf2 PE=2 SV=286025.5 1 1 1 3 1 0 0 1 1 3 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;Matchup
AKA12_HUMAN Q02952 AKAP12 (AKAP250)A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=3191456.7 2 1 6 2 11 4 2 11 0 0 0 2 19 Molecular function unclassifiedBiological process unclassified0 High Quality
5NT3_HUMAN Q9H0P0 NT5C3 (P5N1) (UMPH1) (HSPC233)Cytosolic 5'-nucleotidase 3 OS=Homo sapiens GN=NT5C3 PE=1 SV=337930.9 2 2 1 5 2 2 0 1 0 0 5 Esterase Biological process unclassified0 High Quality
RAC1_HUMAN P63000 RAC1 (MIG5) Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=121432.6 1 1 1 3 1 1 1 0 0 3 G-protein mediated signaling;Cell structure and motilityG-protein mediated signaling;Cell structure and motilityIntegrin signalling pathway->Rac;;Inflammation mediated by chemokine and cytokine signaling pathway->Ras related C3 botulinum substrate 1;;p38 MAPK pathway->Rac GTPase;;Huntington disease->Rac;;FGF signaling pathway->Rac;;Axon guidance mediated by Slit/Roduplicate one hit wonders
CLPP_HUMAN Q16740 CLPP Putative ATP-dependent Clp protease proteolytic subunit, mitochondrial OS=Homo sapiens GN=CLPP PE=1 SV=130162.5 3 1 1 5 3 1 1 0 0 0 5 Serine protease Proteolysis 0 High Quality
GMPR2_HUMANQ9P2T1 GMPR2 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=137856.5 1 1 2 4 0 1 0 0 5 Reductase Purine metabolism 0 Matchup
DHTK1_HUMAN Q96HY7 DHTKD1 (KIAA1630)Probable 2-oxoglutarate dehydrogenase E1 component DHKTD1, mitochondrial OS=Homo sapiens GN=DHTKD1 PE=2 SV=1103026.3 5 5 1 11 7 7 1 0 0 0 15 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->alphaketoglutarate Dehydrogenase;;High Quality
EIF3D_HUMAN O15371 EIF3D (EIF3S7)Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=163955.8 6 1 7 8 0 0 0 1 9 Translation initiation factorProtein biosynthesis 0 High Quality
NUCB2_HUMANP80303 NUCB2 (NEFA)Nucleobindin-2 OS=Homo sapiens GN=NUCB2 PE=1 SV=150206.3 1 1 1 2 5 1 1 0 0 2 2 6 Nucleic acid binding;Calmodulin related protein;AnnexinCalcium ion homeostasis0 High Quality
OXSR1_HUMAN O95747 OXSR1 (KIAA1101) (OSR1)Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=158005.4 6 4 3 1 14 11 5 3 1 0 0 0 20 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
SYVC_HUMAN P26640 VARS (G7A) (VARS2)Valyl-tRNA synthetase OS=Homo sapiens GN=VARS PE=1 SV=4140459.5 9 2 4 1 1 17 13 3 6 0 0 1 1 24 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
SYLM_HUMAN Q15031 LARS2 (KIAA0028)Probable leucyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=LARS2 PE=1 SV=2101959.4 9 2 1 12 14 3 0 1 0 0 18 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
TPP2_HUMAN P29144 TPP2 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4138334.9 4 6 1 11 4 8 0 1 0 0 13 Serine protease Proteolysis 0 High Quality
PNCB_HUMAN Q6XQN6 NAPRT1 (FHIP)Nicotinate phosphoribosyltransferase OS=Homo sapiens GN=NAPRT1 PE=1 SV=257560.5 5 1 3 1 10 7 1 7 0 1 0 0 16 Molecular function unclassifiedBiological process unclassified0 High Quality
PICAL_HUMAN Q13492 PICALM (CALM)Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=270738.1 2 1 1 1 5 2 1 3 7 0 0 13 Vesicle coat protein Receptor mediated endocytosis0 High Quality
IPO7_HUMAN O95373 IPO7 (RANBP7)Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 119501.5 7 3 1 1 12 12 3 1 0 0 1 0 17 Transporter;Small GTPaseNuclear transport 0 High Quality
IQGA1_HUMAN P46940 IQGAP1 (KIAA0051)Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1189240.6 8 7 1 1 17 12 10 0 0 2 1 25 Other G-protein modulatorIntracellular signaling cascade;Cell cycle control0 High Quality
FBLN3_HUMAN Q12805 EFEMP1 (FBLN3) (FBNL)EGF-containing fibulin-like extracellular matrix protein 1 OS=Homo sapiens GN=EFEMP1 PE=1 SV=254621.1 1 2 1 4 1 6 0 1 0 0 8 Signaling molecule;Cell adhesion molecule;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
SEPT8_HUMAN Q92599 SEPT8 (KIAA0202)Septin-8 OS=Homo sapiens GN=SEPT8 PE=1 SV=4 55738.4 1 4 1 6 1 5 0 2 0 0 8 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
LRC40_HUMAN Q9H9A6 LRRC40 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=168236.3 4 1 1 6 6 1 0 0 1 0 8 Other miscellaneous function proteinOther immune and defense;Miscellaneous0 High Quality
LETM1_HUMANO95202 LETM1 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=183337.9 1 1 1 1 4 2 1 0 0 1 1 5 Calmodulin related protein;AnnexinBiological process unclassified0 Matchup
EIF3A_HUMAN Q14152 EIF3A (EIF3S10) (KIAA0139)Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1166556.9 5 5 3 2 15 5 6 5 0 0 0 2 18 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
MYH10_HUMANP35580 MYH10 Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=2228927.2 13 2 8 1 24 21 2 11 0 0 0 1 35 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
PRS10_HUMAN P62333 PSMC6 (SUG2)26S protease regulatory subunit S10B OS=Homo sapiens GN=PSMC6 PE=1 SV=144156.9 3 5 1 9 3 11 0 1 0 0 15 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
TITIN_HUMAN Q8WZ42 TTN Titin OS=Homo sapiens GN=TTN PE=1 SV=2 3815832 53 3 50 1 1 1 4 113 69 5 75 1 1 1 4 156 Actin binding cytoskeletal proteinMuscle contraction 0 High Quality
TCAL3_HUMAN Q969E4 TCEAL3 (MSTP072)Transcription elongation factor A protein-like 3 OS=Homo sapiens GN=TCEAL3 PE=1 SV=122484 1 1 2 1 0 0 0 2 3 Transcription factor mRNA transcription elongation0 Matchup
ACSA_HUMAN Q9NR19 ACSS2 (ACAS2)Acetyl-coenzyme A synthetase, cytoplasmic OS=Homo sapiens GN=ACSS2 PE=1 SV=178561.8 2 1 3 4 0 1 0 0 5 Synthetase;Other ligaseFatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
ANM1_HUMAN Q99873 PRMT1 (HMT2) (HRMT1L2) (IR1B4)Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=241498.1 1 1 1 3 1 0 0 1 1 3 Methyltransferase Protein methylation 0 Matchup
SWP70_HUMANQ9UH65 SWAP70 (KIAA0640) (HSPC321)Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=168981.3 2 2 2 6 2 2 0 0 0 2 6 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
NUCB1_HUMANQ02818 NUCB1 (NUC) Nucleobindin-1 OS=Homo sapiens GN=NUCB1 PE=1 SV=453861.6 1 1 2 3 0 3 0 0 6 Nucleic acid binding;Calmodulin related protein;AnnexinCalcium ion homeostasis0 Matchup
RS13_HUMAN P62277 RPS13 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=217205.3 1 1 1 3 1 0 0 1 1 3 Ribosomal protein Protein metabolism and modification0 Matchup
DNJC7_HUMAN Q99615 DNAJC7 (TPR2) (TTC2)DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=256424.9 1 2 1 4 1 3 0 0 1 0 5 Other chaperones Protein folding 0 High Quality
ACSS3_HUMAN Q9H6R3 ACSS3 Acyl-CoA synthetase short-chain family member 3, mitochondrial OS=Homo sapiens GN=ACSS3 PE=2 SV=174760.7 5 3 1 9 5 4 0 0 0 1 10 Synthetase;Other ligaseFatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
COPG_HUMAN Q9Y678 COPG (COPG1)Coatomer subunit gamma OS=Homo sapiens GN=COPG PE=1 SV=197701.4 8 3 1 12 11 5 0 0 1 0 17 Vesicle coat protein General vesicle transport;Transport0 High Quality
FILA2_HUMAN Q5D862 FLG2 (IFPS) Filaggrin-2 OS=Homo sapiens GN=FLG2 PE=1 SV=1 248034.3 4 3 1 8 13 3 0 2 0 0 18 Other cytoskeletal proteinsProtein complex assembly;Ectoderm development;Cell structure0 High Quality
THOP1_HUMANP52888 THOP1 Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=278822.6 2 4 1 7 2 6 0 1 0 0 9 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
MPPB_HUMAN O75439 PMPCB (MPPB)Mitochondrial-processing peptidase subunit beta OS=Homo sapiens GN=PMPCB PE=2 SV=254349.1 4 5 1 10 6 12 0 0 0 1 19 Reductase;MetalloproteaseProteolysis;Electron transport0 High Quality
TPM3L_HUMANA6NL28 n.o Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=226252 1 1 2 1 0 0 0 1 2 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
AKAP2_HUMAN Q9Y2D5 AKAP2 (KIAA0920) (PRKA2)A-kinase anchor protein 2 OS=Homo sapiens GN=AKAP2 PE=1 SV=296083.6 4 2 5 1 12 9 2 10 0 2 0 0 23 Other miscellaneous function proteinSignal transduction 0 High Quality
AP2B1_HUMAN P63010 AP2B1 (ADTB2) (CLAPB1)AP-2 complex subunit beta-1 OS=Homo sapiens GN=AP2B1 PE=1 SV=1104537.2 5 5 1 11 9 10 0 0 1 0 20 Membrane traffic proteinGeneral vesicle transport0 High Quality
KCC2B_HUMAN Q13554 CAMK2B (CAM2) (CAMKB)Calcium/calmodulin-dependent protein kinase type II beta chain OS=Homo sapiens GN=CAMK2B PE=1 SV=272709.8 4 2 6 1 13 7 6 7 0 0 1 0 21 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
VTA1_HUMAN Q9NP79 VTA1 (C6orf55) (HSPC228) (My012)Vacuolar protein sorting-associated protein VTA1 homolog OS=Homo sapiens GN=VTA1 PE=2 SV=133861.9 2 1 1 4 2 1 1 0 0 0 4 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
NUPL_HUMAN P52594 AGFG1 Nucleoporin-like protein RIP OS=Homo sapiens GN=HRB PE=1 SV=258241.5 1 1 1 3 1 0 0 1 1 3 Synthetase;Other ligaseNucleoside, nucleotide and nucleic acid metabolismWnt signaling pathway->NFAT Target Genes;;De novo purine biosynthesis->Adenylosuccinate synthase;;;Matchup
DPP9_HUMAN Q86TI2 DPP9 (DPRP2) Dipeptidyl peptidase 9 OS=Homo sapiens GN=DPP9 PE=1 SV=398246.2 5 1 6 10 0 0 0 1 11 Serine protease Proteolysis 0 High Quality
COPB2_HUMANP35606 COPB2 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2102471.1 10 1 11 15 0 0 0 3 18 Vesicle coat protein Exocytosis;Endocytosis;Transport0 High Quality
KV309_HUMAN P04433 n.o Ig kappa chain V-III region VG (Fragment) OS=Homo sapiens PE=4 SV=112557.7 1 1 1 3 2 1 1 0 0 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
PTN11_HUMAN Q06124 PTPN11 (PTP2C) (SHPTP2)Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=268418.2 3 1 5 1 10 3 1 10 0 0 0 1 15 Protein phosphatase Protein phosphorylation;Cytokine and chemokine mediated signaling pathway;Receptor protein tyrosine kinase signaling pathway;JAK-STAT cascade;Cell adhesion-mediated signaling;Protein targeting;Developmental processes;Cell proliferation and differentiationAngiogenesis->Tyrosine Phosphatase Shp2;;FGF signaling pathway->Src homology 2 domain-containing tyrosine phosphatase 2;;Interferon-gamma signaling pathway->protein tyrosine phosphatase;;;;High Quality
ATX10_HUMAN Q9UBB4 ATXN10 (SCA10)Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=153472.7 3 1 4 4 0 3 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
CUL2_HUMAN Q13617 CUL2 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2 86967.4 1 2 1 1 5 2 2 0 0 1 1 6 Molecular function unclassifiedProteolysis;Cell cycle 0 High Quality
AT1B1_HUMAN P05026 ATP1B1 (ATP1B)Sodium/potassium-transporting ATPase subunit beta-1 OS=Homo sapiens GN=ATP1B1 PE=1 SV=135044.8 1 1 2 2 0 0 0 1 3 Cation transporter Cation transport 0 Matchup
H90B4_HUMAN Q58FF6 HSP90AB4P Putative heat shock protein HSP 90-beta 4 OS=Homo sapiens GN=HSP90AB4P PE=5 SV=158247.5 1 1 2 1 0 0 1 0 2 Hsp 90 family chaperoneProtein folding;Stress response0 Matchup
EI2BD_HUMAN Q9UI10 EIF2B4 (EIF2BD)Translation initiation factor eIF-2B subunit delta OS=Homo sapiens GN=EIF2B4 PE=1 SV=257538.9 1 2 1 4 1 2 0 0 1 0 4 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
TYB4_HUMAN P62328 TMSB4X (TB4X) (THYB4) (TMSB4)Thymosin beta-4 OS=Homo sapiens GN=TMSB4X PE=1 SV=25034.9 2 2 7 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
EIF3E_HUMAN P60228 EIF3E (EIF3S6) (INT6)Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=152204.6 4 1 1 6 4 2 0 0 1 0 7 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
SNTA1_HUMAN Q13424 SNTA1 (SNT1) Alpha-1-syntrophin OS=Homo sapiens GN=SNTA1 PE=1 SV=153878.4 1 2 1 4 2 2 2 0 0 6 Other cytoskeletal proteins;Non-motor actin binding proteinOther receptor mediated signaling pathway;Other intracellular signaling cascade;Neuromuscular synaptic transmission0 High Quality
CLIP1_HUMAN P30622 CLIP1 (CYLN1) (RSN)CAP-Gly domain-containing linker protein 1 OS=Homo sapiens GN=CLIP1 PE=1 SV=1160975.4 12 1 5 1 19 13 2 7 0 0 0 1 23 Non-motor microtubule binding proteinGeneral vesicle transport;Protein targeting and localization;Mitosis;Cell structure0 High Quality
MLTK_HUMAN Q9NYL2 MLTK (ZAK) (HCCS4)Mitogen-activated protein kinase kinase kinase MLT OS=Homo sapiens GN=MLTK PE=1 SV=291165.1 3 1 4 3 0 0 1 0 4 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
LGMN_HUMAN Q99538 LGMN (PRSC1)Legumain OS=Homo sapiens GN=LGMN PE=1 SV=1 49393 1 1 1 3 2 1 1 0 0 4 Cysteine protease Proteolysis 0 Matchup
MAP1S_HUMANQ66K74 MAP1S (BPY2IP1) (C19orf5) (MAP8) (VCY2IP1)Microtubule-associated protein 1S OS=Homo sapiens GN=MAP1S PE=1 SV=2112194.8 1 1 2 1 0 0 0 1 2 Non-motor microtubule binding proteinCell structure and motility0 Matchup
TSN_HUMAN Q15631 TSN Translin OS=Homo sapiens GN=TSN PE=1 SV=1 26165.4 1 1 2 1 0 0 0 1 2 Single-stranded DNA-binding proteinDNA recombination;Immunity and defense0 Matchup
K1C17_HUMAN Q04695 KRT17 Keratin, type I cytoskeletal 17 OS=Homo sapiens GN=KRT17 PE=1 SV=248088.7 8 3 1 12 18 4 0 1 0 0 23 Intermediate filament;Structural proteinCell structure 0 High Quality
RL31_HUMAN P62899 RPL31 60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=114445.2 1 1 2 4 2 0 0 1 2 5 Ribosomal protein Protein biosynthesis 0 High Quality
PALD_HUMAN Q9ULE6 PALD (KIAA1274)Paladin OS=Homo sapiens GN=PALD PE=2 SV=3 96736.8 1 1 2 1 0 0 1 0 2 Protein phosphatase Protein phosphorylation0 Matchup
MAP1B_HUMANP46821 MAP1B Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=1270602.2 11 2 3 1 17 20 3 4 0 0 1 0 28 Non-motor microtubule binding proteinCell structure and motility0 High Quality
DNJB4_HUMAN Q9UDY4 DNAJB4 (DNAJW) (HLJ1)DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=137791 3 1 1 1 6 3 1 0 0 1 1 6 Other chaperones Protein folding 0 High Quality
DYN2_HUMAN P50570 DNM2 (DYN2)Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=2 98049.9 15 4 1 1 21 27 5 0 0 1 1 34 Microtubule family cytoskeletal protein;Small GTPase;Other hydrolaseEndocytosis;Transport;Cell structure0 High Quality
HORN_HUMAN Q86YZ3 HRNR (S100A18)Hornerin OS=Homo sapiens GN=HRNR PE=1 SV=2 282354.7 12 9 1 1 23 125 43 1 3 0 0 0 172 Other miscellaneous function proteinBlood clotting 0 High Quality
TRFL_HUMAN P02788 LTF (LF) Lactotransferrin OS=Homo sapiens GN=LTF PE=1 SV=678164.3 3 1 2 6 4 1 5 0 0 10 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous0 High Quality
TSP4_HUMAN P35443 THBS4 (TSP4) Thrombospondin-4 OS=Homo sapiens GN=THBS4 PE=1 SV=2105851.2 2 1 1 4 4 1 0 0 1 0 6 Other signaling molecule;Other enzyme regulator;Other extracellular matrixBlood clotting;Other developmental process0 High Quality
PPID_HUMAN Q08752 PPID (CYP40) (CYPD)40 kDa peptidyl-prolyl cis-trans isomerase OS=Homo sapiens GN=PPID PE=1 SV=340746.9 1 1 2 1 0 0 0 1 2 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 Matchup
SNX2_HUMAN O60749 SNX2 (TRG9) Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=258454.2 3 3 1 7 4 8 0 0 0 1 13 Membrane traffic regulatory proteinEndocytosis;Protein targeting0 High Quality
XPO2_HUMAN P55060 CSE1L (CAS) (XPO2)Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3110403.9 8 1 2 11 13 1 0 0 0 2 16 Transporter;Small GTPaseNuclear transport 0 High Quality
ITA7_HUMAN Q13683 ITGA7 (UNQ406/PRO768)Integrin alpha-7 OS=Homo sapiens GN=ITGA7 PE=1 SV=2128912 5 1 6 10 1 0 0 0 11 Other cell adhesion moleculeCell adhesionIntegrin signalling pathway->Integrin  alpha;;High Quality
PDE1C_HUMAN Q14123 PDE1C Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1C OS=Homo sapiens GN=PDE1C PE=2 SV=180744.6 7 3 1 11 16 3 0 0 0 1 20 Phosphodiesterase Metabolism of cyclic nucleotides;Signal transduction0 High Quality
IFIT3_HUMAN O14879 IFIT3 (IFI60) (IFIT4)Interferon-induced protein with tetratricopeptide repeats 3 OS=Homo sapiens GN=IFIT3 PE=1 SV=155968 1 1 1 3 1 1 0 3 0 0 5 Miscellaneous function Interferon-mediated immunity0 Matchup
METH_HUMAN Q99707 MTR Methionine synthase OS=Homo sapiens GN=MTR PE=1 SV=2140514.4 3 2 1 1 7 3 2 0 0 1 1 7 Methyltransferase Amino acid metabolismFormyltetrahydroformate biosynthesis->Cobalamin dependent homocysteine transmethylase;;S adenosyl methionine biosynthesis->Cobalamin-dependent homocysteine transmethylase;;Methionine biosynthesis->Homocysteine transmethylase;;;;High Quality
GIMA4_HUMANQ9NUV9 GIMAP4 (IAN1) (IMAP4) (MSTP062)GTPase IMAP family member 4 OS=Homo sapiens GN=GIMAP4 PE=1 SV=137516.8 1 1 2 1 1 0 0 0 2 Other miscellaneous function proteinImmunity and defense0 Matchup
CQ10B_HUMANQ9H8M1 COQ10B Protein COQ10 B, mitochondrial OS=Homo sapiens GN=COQ10B PE=2 SV=127053 1 1 2 1 0 0 0 1 2 Other synthase/synthetaseOther immune and defense0 Matchup
NMNA3_HUMANQ96T66 NMNAT3 (FKSG76)Nicotinamide mononucleotide adenylyltransferase 3 OS=Homo sapiens GN=NMNAT3 PE=1 SV=228303.7 1 1 1 3 1 1 1 0 0 3 Nucleotidyltransferase Purine metabolism 0 Matchup
PSMD5_HUMANQ16401 PSMD5 (KIAA0072)26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=356179 5 1 6 5 0 0 1 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
ABLM1_HUMANO14639 ABLIM1 (ABLIM) (KIAA0059) (LIMAB1)Actin-binding LIM protein 1 OS=Homo sapiens GN=ABLIM1 PE=1 SV=387671 3 1 1 5 4 2 1 0 0 7 Actin binding cytoskeletal protein;Structural proteinNeurogenesis;Cell structure;Cell motilityAxon guidance mediated by netrin->Actin binding LIM protein 1;;High Quality
IGBP1_HUMAN P78318 IGBP1 (IBP1) Immunoglobulin-binding protein 1 OS=Homo sapiens GN=IGBP1 PE=1 SV=139204.5 1 1 2 1 0 0 0 1 2 Other defense and immunity protein;Other miscellaneous function proteinSignal transduction;Immunity and defensep53 pathway by glucose deprivation->alpha4;;Matchup
CCD22_HUMAN O60826 CCDC22 (CXorf37) (JM1)Coiled-coil domain-containing protein 22 OS=Homo sapiens GN=CCDC22 PE=1 SV=170738.6 1 4 1 6 1 4 0 0 0 1 6 Molecular function unclassifiedBiological process unclassified0 High Quality
TMSL3_HUMAN A8MW06 TMSL3 Thymosin beta-4-like protein 3 OS=Homo sapiens GN=TMSL3 PE=2 SV=15034.9 2 2 0 0 3 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CELF2_HUMAN O95319 CUGBP2 (BRUNOL3) (CELF2) (ETR3) (NAPOR)CUG-BP- and ETR-3-like factor 2 OS=Homo sapiens GN=CUGBP2 PE=1 SV=154267.9 1 1 2 1 0 1 0 0 2 Other RNA-binding proteinmRNA splicing 0 Matchup
AMPM1_HUMANP53582 METAP1 (KIAA0094)Methionine aminopeptidase 1 OS=Homo sapiens GN=METAP1 PE=1 SV=243196.8 3 1 4 4 0 0 2 0 6 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 High Quality
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CUL4A_HUMAN Q13619 CUL4A Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 87665.7 6 2 1 1 10 12 2 0 0 1 1 16 Molecular function unclassifiedProteolysis;Cell cycle 0 High Quality
KPBB_HUMAN Q93100 PHKB Phosphorylase b kinase regulatory subunit beta OS=Homo sapiens GN=PHKB PE=1 SV=3124871 4 2 1 7 4 2 0 0 0 1 7 Kinase activator Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;High Quality
RS9_HUMAN P46781 RPS9 40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=322574.5 1 2 3 1 0 0 0 2 3 Ribosomal protein Protein biosynthesis 0 High Quality
CO8A_HUMAN P07357 C8A Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=265145.8 3 1 1 5 3 1 1 0 0 5 Complement componentComplement-mediated immunity0 High Quality
OXR1_HUMAN Q8N573 OXR1 (Nbla00307)Oxidation resistance protein 1 OS=Homo sapiens GN=OXR1 PE=1 SV=184934.4 1 1 2 1 0 0 0 1 2 Molecular function unclassifiedBiological process unclassified0 Matchup
NRP1_HUMAN O14786 NRP1 (NRP) (VEGF165R)Neuropilin-1 OS=Homo sapiens GN=NRP1 PE=1 SV=3103118.6 1 1 2 2 1 0 0 0 3 Other receptor;Other signaling moleculeOther receptor mediated signaling pathway;Neurogenesis;Angiogenesis;Heart developmentAxon guidance mediated by semaphorins->Neuropilin 1;;Matchup
IPO9_HUMAN Q96P70 IPO9 (IMP9) (KIAA1192) (RANBP9) (HSPC273)Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 115946 1 1 2 1 0 0 0 1 2 Transporter;Small GTPaseNuclear transport 0 Matchup
METLA_HUMANQ5JPI9 METTL10 Methyltransferase-like protein 10 OS=Homo sapiens GN=METTL10 PE=2 SV=231812.9 1 1 1 3 1 0 0 1 1 3 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 Matchup
RNZ2_HUMAN Q9BQ52 ELAC2 (HPC2) Zinc phosphodiesterase ELAC protein 2 OS=Homo sapiens GN=ELAC2 PE=1 SV=292201.5 1 1 2 1 0 23 0 0 24 Hydrolase Nucleoside, nucleotide and nucleic acid metabolism;Oncogenesis;Non-vertebrate process0 Matchup
IF4G1_HUMAN Q04637 EIF4G1 (EIF4F) (EIF4G) (EIF4GI)Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=3175520.1 6 2 1 1 10 12 2 0 0 1 1 16 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
COQ7_HUMAN Q99807 COQ7 Ubiquinone biosynthesis protein COQ7 homolog OS=Homo sapiens GN=COQ7 PE=2 SV=224289.7 5 4 7 16 16 11 17 0 0 0 0 44 Oxygenase Coenzyme metabolism0 High Quality
K2C6B_HUMAN P04259 KRT6B Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6A PE=1 SV=360008.7 7 2 9 9 0 2 0 0 11 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PARP1_HUMAN P09874 PARP1 (ADPRT) (PPOL)Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4113069.8 5 2 4 1 12 10 3 5 0 0 0 1 19 Glycosyltransferase DNA repair;Protein ADP-ribosylation;Stress responseFAS signaling pathway->Poly(ADP-ribose) polymerase;;High Quality
PYR5_HUMAN P11172 UMPS (OK/SW-cl.21)Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=152204.5 1 1 2 1 0 0 1 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
MSI2H_HUMAN Q96DH6 MSI2 RNA-binding protein Musashi homolog 2 OS=Homo sapiens GN=MSI2 PE=2 SV=135178.8 1 1 2 3 0 0 1 0 4 Ribonucleoprotein;Other nucleic acid bindingNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Other neuronal activity;Neurogenesis0 Matchup
SYLC_HUMAN Q9P2J5 LARS (KIAA1352)Leucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2134452.8 1 1 1 1 4 1 1 1 0 0 0 1 4 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 Matchup
NRDC_HUMAN O43847 NRD1 Nardilysin OS=Homo sapiens GN=NRD1 PE=2 SV=2 131557.7 2 1 1 4 2 1 0 0 0 1 4 Other hydrolase;MetalloproteaseProteolysis 0 High Quality
PHS_HUMAN P61457 PCBD1 (DCOH) (PCBD)Pterin-4-alpha-carbinolamine dehydratase OS=Homo sapiens GN=PCBD1 PE=1 SV=211981.7 3 3 6 11 9 0 0 0 0 20 Dehydratase mRNA transcription;Pterin metabolism0 High Quality
SF3B1_HUMAN O75533 SF3B1 (SAP155)Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=2145802.3 1 1 1 3 1 1 0 0 1 0 3 mRNA splicing factor mRNA splicing 0 Matchup
TAOK2_HUMANQ9UL54 TAOK2 (KIAA0881) (MAP3K17) (PSK) (PSK1) (UNQ2971/PRO7431)Serine/threonine-protein kinase TAO2 OS=Homo sapiens GN=TAOK2 PE=1 SV=2138236.7 1 1 2 1 0 1 0 2 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Matchup
DESP_HUMAN P15924 DSP Desmoplakin OS=Homo sapiens GN=DSP PE=1 SV=3331763.4 6 3 3 12 7 7 0 9 0 0 23 Molecular function unclassifiedBiological process unclassified0 High Quality
OTU7B_HUMANQ6GQQ9 OTUD7B (ZA20D1)OTU domain-containing protein 7B OS=Homo sapiens GN=OTUD7B PE=1 SV=192509.1 1 1 2 1 0 0 0 1 2 Double-stranded DNA binding protein;HydrolaseProteolysis;Other protein metabolism0 Matchup
ERH_HUMAN P84090 ERH Enhancer of rudimentary homolog OS=Homo sapiens GN=ERH PE=1 SV=112241.3 1 1 1 3 2 2 1 0 0 0 0 5 Other transcription factormRNA transcription regulation0 Matchup
PPIE_HUMAN Q9UNP9 PPIE (CYP33) Peptidyl-prolyl cis-trans isomerase E OS=Homo sapiens GN=PPIE PE=1 SV=133413.6 1 1 2 1 0 1 0 0 2 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 Matchup
IF4G2_HUMAN P78344 EIF4G2 (DAP5) (OK/SW-cl.75)Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1102348.8 3 1 2 1 7 3 1 2 1 0 0 7 Translation initiation factorProtein biosynthesis;Translational regulation;Apoptosis;Cell cycle control0 High Quality
ATE1_HUMAN O95260 ATE1 Arginyl-tRNA--protein transferase 1 OS=Homo sapiens GN=ATE1 PE=1 SV=259073.2 1 2 1 4 1 2 0 2 0 0 5 Acetyltransferase Amino acid catabolism0 High Quality
LIPB1_HUMAN Q86W92 PPFIBP1 (KIAA1230)Liprin-beta-1 OS=Homo sapiens GN=PPFIBP1 PE=1 SV=2114010.3 1 1 2 1 0 0 0 1 2 Molecular function unclassifiedProtein targeting 0 Matchup
CUL1_HUMAN Q13616 CUL1 Cullin-1 OS=Homo sapiens GN=CUL1 PE=1 SV=2 89663.4 1 2 1 4 1 2 0 0 0 1 4 Molecular function unclassifiedProteolysis;Induction of apoptosis;Cell cycle control;OncogenesisParkinson disease->F-box and WD-40 domain protein 7;;High Quality
HOOK3_HUMANQ86VS8 HOOK3 Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=283110 2 1 2 5 3 1 0 0 0 2 6 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
NEST_HUMAN P48681 NES (Nbla00170)Nestin OS=Homo sapiens GN=NES PE=1 SV=2 177419.1 2 1 1 4 3 1 0 0 1 0 5 Intermediate filament;Structural proteinCell structure 0 High Quality
ZFY21_HUMAN Q9BQ24 ZFYVE21 Zinc finger FYVE domain-containing protein 21 OS=Homo sapiens GN=ZFYVE21 PE=2 SV=126487.2 1 1 2 1 0 0 0 1 2 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
PDCD6_HUMANO75340 PDCD6 (ALG2)Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=121851.1 1 1 2 1 0 1 0 0 2 Calmodulin related proteinIntracellular signaling cascade;Induction of apoptosis0 Matchup
UBP2L_HUMAN Q14157 UBAP2L (KIAA0144) (NICE4)Ubiquitin-associated protein 2-like OS=Homo sapiens GN=UBAP2L PE=1 SV=2114516.1 1 3 1 1 6 1 3 1 1 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
TRDN_HUMAN Q13061 TRDN Triadin OS=Homo sapiens GN=TRDN PE=1 SV=3 81538.6 2 1 3 2 2 0 0 0 4 Miscellaneous function Muscle contraction 0 High Quality
WNK1_HUMAN Q9H4A3 WNK1 (KDP) (KIAA0344) (PRKWNK1)Serine/threonine-protein kinase WNK1 OS=Homo sapiens GN=WNK1 PE=1 SV=1250732.3 4 1 1 1 7 8 1 0 0 1 1 11 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other blood circulation and gas exchange activityT cell activation->MEKK;;High Quality
PDCD4_HUMANQ53EL6 PDCD4 (H731)Programmed cell death protein 4 OS=Homo sapiens GN=PDCD4 PE=1 SV=151704.3 1 1 2 2 1 0 0 0 3 Translation elongation factor;Other miscellaneous function proteinProtein biosynthesis;Induction of apoptosis0 Matchup
TPISL_HUMAN Q7Z6K2 n.o Putative triosephosphate isomerase-like protein LOC286016 OS=Homo sapiens PE=2 SV=224728.6 2 2 0 0 0 2 2 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
FYCO1_HUMAN Q9BQS8 FYCO1 (ZFYVE7)FYVE and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=FYCO1 PE=1 SV=2166937 4 5 1 10 6 7 0 1 0 0 14 Molecular function unclassifiedBiological process unclassified0 High Quality
MYP2_HUMAN P02689 PMP2 Myelin P2 protein OS=Homo sapiens GN=PMP2 PE=1 SV=314891.9 2 2 0 0 0 3 3 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
MYLK_HUMAN Q15746 MYLK (MLCK) Myosin light chain kinase, smooth muscle OS=Homo sapiens GN=MYLK PE=1 SV=3210753.9 3 2 2 1 8 5 2 2 0 2 0 0 11 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;High Quality
EMAL5_HUMANQ05BV3 EML5 Echinoderm microtubule-associated protein-like 5 OS=Homo sapiens GN=EML5 PE=2 SV=2219350.2 1 1 2 1 0 0 0 1 2 Molecular function unclassifiedBiological process unclassified0 Matchup
LBXCO_HUMAN P84550 LBXCOR1 (CORL1) (FUSSEL15)Ladybird homeobox corepressor 1 OS=Homo sapiens GN=LBXCOR1 PE=1 SV=199814.1 1 1 2 2 0 2 0 0 4 Transcription cofactor mRNA transcription regulation;Neurogenesis0 Matchup
AMD_HUMAN P19021 PAM Peptidyl-glycine alpha-amidating monooxygenase OS=Homo sapiens GN=PAM PE=1 SV=2108314.5 1 1 1 3 1 2 2 0 0 5 Oxygenase Protein modificationVasopressin synthesis->Amidating Enzyme;;Matchup
K2C3_HUMAN P12035 KRT3 Keratin, type II cytoskeletal 3 OS=Homo sapiens GN=KRT3 PE=1 SV=264488 2 1 3 2 1 0 0 0 3 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
STK33_HUMAN Q9BYT3 STK33 Serine/threonine-protein kinase 33 OS=Homo sapiens GN=STK33 PE=2 SV=157814.1 1 1 2 1 0 0 1 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation0 Matchup
CHIN_HUMAN P15882 CHN1 (ARHGAP2) (CHN)N-chimaerin OS=Homo sapiens GN=CHN1 PE=1 SV=353155.9 1 1 2 1 0 0 2 0 3 Other G-protein modulatorOther intracellular signaling cascade0 Matchup
RRAS_HUMAN P10301 RRAS Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=123462.5 1 1 2 2 0 1 0 0 3 Small GTPase MAPKKK cascade;Cell proliferation and differentiation;OncogenePI3 kinase pathway->Ras-GDP;;Inflammation mediated by chemokine and cytokine signaling pathway->Rat Sarcoma GTP-binding protein;;Angiogenesis->Ras;;Integrin signalling pathway->Ras;;VEGF signaling pathway->Ras;;Ras Pathway->Ras;;FGF signaling pathway->RasMatchup
GNAS2_HUMANP63092 GNAS (GNAS1) (GSP)Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=145647.4 1 1 2 1 0 0 1 0 2 G-protein mediated signalingG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Beta3 adrenergic receptor signaling pathway->G-Protein;;Endothelin signaling pathway->stimulatory G protein;;Histamine H2 receptor mediated signaling pathway->G-Protein;;Enkephalin release->G-Proteduplicate one hit wonders
PTBP1_HUMAN P26599 PTBP1 (PTB) Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=157204.5 2 1 3 4 0 2 0 0 6 mRNA splicing factor;RibonucleoproteinmRNA splicing 0 High Quality
MAP1A_HUMANP78559 MAP1A (MAP1L)Microtubule-associated protein 1A OS=Homo sapiens GN=MAP1A PE=1 SV=5305610.5 1 1 3 1 6 7 3 4 0 0 0 1 15 Non-motor microtubule binding proteinCell structure 0 High Quality
PRPC_HUMAN P02810 PRH1; PRH2 Salivary acidic proline-rich phosphoprotein 1/2 OS=Homo sapiens GN=PRH1 PE=1 SV=216997.8 1 1 4 0 0 0 0 4 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RN181_HUMAN Q9P0P0 RNF181 (HSPC238)RING finger protein 181 OS=Homo sapiens GN=RNF181 PE=1 SV=117891.1 3 1 1 5 5 2 1 0 0 0 0 8 Ubiquitin-protein ligaseProteolysis;Other protein metabolism0 High Quality
MT1G_HUMAN P13640 MT1G (MT1K) (MT1M)Metallothionein-1G OS=Homo sapiens GN=MT1G PE=1 SV=26023.6 2 2 0 0 3 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CO8B_HUMAN P07358 C8B Complement component C8 beta chain OS=Homo sapiens GN=C8B PE=1 SV=367028.9 1 1 2 1 0 0 0 2 3 Complement componentComplement-mediated immunity0 Matchup
KAP3_HUMAN P31323 PRKAR2B cAMP-dependent protein kinase type II-beta regulatory subunit OS=Homo sapiens GN=PRKAR2B PE=1 SV=346284.7 1 1 1 3 2 5 0 2 0 0 9 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatMatchup
MISSL_HUMAN Q8NDC0 MAPK1IP1L (C14orf32)MAPK-interacting and spindle-stabilizing protein-like OS=Homo sapiens GN=MAPK1IP1L PE=1 SV=424251.1 1 1 2 2 2 0 0 0 0 4 Not in Panther Not in PantherNot in PantherFailed Matchup
RT36_HUMAN P82909 MRPS36 (DC47)28S ribosomal protein S36, mitochondrial OS=Homo sapiens GN=MRPS36 PE=1 SV=211448.4 9 6 4 19 31 18 9 0 0 0 0 58 Molecular function unclassifiedBiological process unclassified0 High Quality
IF5A1_HUMAN P63241 EIF5A Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=216814.7 5 3 7 15 8 3 20 0 0 0 0 31 Translation initiation factorProtein biosynthesis 0 High Quality
PFD1_HUMAN O60925 PFDN1 (PFD1) Prefoldin subunit 1 OS=Homo sapiens GN=PFDN1 PE=1 SV=214192.9 5 10 2 17 8 14 5 0 0 0 0 27 Other transcription factorProtein folding;Cell cycle0 High Quality
NTF2_HUMAN P61970 NUTF2 (NTF2)Nuclear transport factor 2 OS=Homo sapiens GN=NUTF2 PE=1 SV=114460.9 1 1 3 5 2 1 4 0 0 0 0 7 Other miscellaneous function proteinNuclear transport 0 High Quality
ATP5E_HUMAN P56381 ATP5E ATP synthase subunit epsilon, mitochondrial OS=Homo sapiens GN=ATP5E PE=2 SV=25761.8 2 3 5 5 4 0 0 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
COX6C_HUMANP09669 COX6C Cytochrome c oxidase polypeptide VIc OS=Homo sapiens GN=COX6C PE=1 SV=28763.8 3 2 2 7 10 3 9 0 0 0 0 22 Molecular function unclassifiedBiological process unclassified0 High Quality
SETD7_HUMAN Q8WTS6 SETD7 (KIAA1717) (KMT7) (SET7) (SET9)Histone-lysine N-methyltransferase SETD7 OS=Homo sapiens GN=SETD7 PE=1 SV=140702.7 1 1 2 1 1 0 0 0 2 Transferase Biological process unclassified0 Matchup
HSPB2_HUMAN Q16082 HSPB2 Heat shock protein beta-2 OS=Homo sapiens GN=HSPB2 PE=1 SV=220214.4 4 6 8 18 15 30 15 0 0 0 0 60 Other chaperones Protein folding;Stress responseVEGF signaling pathway->Heat-Shock Protein 27;;Angiogenesis->Heat-Shock Protein 27;;;High Quality
PFD6_HUMAN O15212 PFDN6 (HKE2) (PFD6)Prefoldin subunit 6 OS=Homo sapiens GN=PFDN6 PE=1 SV=114564.9 4 9 3 16 7 14 6 0 0 0 0 27 Molecular function unclassifiedProtein folding 0 High Quality
CHCH8_HUMANQ9NYJ1 CHCHD8 (E2IG2)Coiled-coil-helix-coiled-coil-helix domain-containing protein 8 OS=Homo sapiens GN=CHCHD8 PE=2 SV=210115.3 1 3 1 5 1 3 3 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
CO6A3_HUMANP12111 COL6A3 Collagen alpha-3(VI) chain OS=Homo sapiens GN=COL6A3 PE=1 SV=3343532.2 3 9 1 1 14 3 12 1 1 0 0 17 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
MYH2_HUMAN Q9UKX2 MYH2 (MYHSA2)Myosin-2 OS=Homo sapiens GN=MYH2 PE=1 SV=1 223032.3 1 1 2 1 0 0 4 0 5 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;Matchup
C1S_HUMAN P09871 C1S Complement C1s subcomponent OS=Homo sapiens GN=C1S PE=1 SV=176666.2 1 1 1 3 1 1 1 0 0 3 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 Matchup
TPR_HUMAN P12270 TPR Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=2265580.1 2 1 3 2 0 0 1 0 3 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Nuclear transport0 High Quality
VATG1_HUMANO75348 ATP6V1G1 (ATP6G) (ATP6G1) (ATP6J)Vacuolar proton pump subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=313739.7 5 4 9 7 5 0 0 0 0 12 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
SUMO2_HUMANP61956 SUMO2 (SMT3B) (SMT3H2)Small ubiquitin-related modifier 2 OS=Homo sapiens GN=SUMO2 PE=1 SV=110853.2 2 2 4 4 4 0 0 0 0 8 Other miscellaneous function proteinProtein modification;Inhibition of apoptosis;Chromosome segregation;Miscellaneousp53 pathway->Small ubiquitin-like modifier 1;;High Quality
NENF_HUMAN Q9UMX5 NENF (CIR2) (SPUF)Neudesin OS=Homo sapiens GN=NENF PE=2 SV=1 18839.1 2 5 4 11 3 6 5 0 0 0 0 14 Signaling molecule Biological process unclassified0 High Quality
TTHY_HUMAN P02766 TTR (PALB) Transthyretin OS=Homo sapiens GN=TTR PE=1 SV=115868.9 2 2 3 7 2 4 4 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
WEE1_HUMAN P30291 WEE1 Wee1-like protein kinase OS=Homo sapiens GN=WEE1 PE=1 SV=271581.1 1 1 2 1 0 0 1 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell cycle control;Mitosis0 Matchup
HS12A_HUMAN O43301 HSPA12A (KIAA0417)Heat shock 70 kDa protein 12A OS=Homo sapiens GN=HSPA12A PE=2 SV=274962.3 2 2 4 2 3 0 0 0 0 5 Hsp 70 family chaperoneBiological process unclassified0 High Quality
ERO1A_HUMANQ96HE7 ERO1L (UNQ434/PRO865)ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=254376.7 3 1 4 5 1 0 0 0 0 6 Other oxidoreductase Protein folding;Electron transport;General vesicle transport;Other transport;Miscellaneous0 High Quality
SRP54_HUMAN P61011 SRP54 Signal recognition particle 54 kDa protein OS=Homo sapiens GN=SRP54 PE=1 SV=155688.3 1 1 1 3 2 1 2 0 0 0 0 5 Other RNA-binding protein;G-proteinProtein biosynthesis;Protein targeting0 Matchup
BOLA2_HUMAN Q9H3K6 BOLA2 (BOLA2A) (My016); BOLA2BBolA-like protein 2 OS=Homo sapiens GN=BOLA2 PE=1 SV=110098.4 2 3 1 6 3 3 4 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
FNTB_HUMAN P49356 FNTB Protein farnesyltransferase subunit beta OS=Homo sapiens GN=FNTB PE=1 SV=148756 1 2 3 1 3 0 0 0 0 4 Acyltransferase Protein-lipid modification0 High Quality
HDDC2_HUMANQ7Z4H3 HDDC2 (C6orf74) (NS5ATP2) (CGI-130)HD domain-containing protein 2 OS=Homo sapiens GN=HDDC2 PE=2 SV=123372.5 4 2 5 11 5 2 8 0 0 0 0 15 Molecular function unclassifiedBiological process unclassified0 High Quality
PPLA_HUMAN P26678 PLN (PLB) Cardiac phospholamban OS=Homo sapiens GN=PLN PE=1 SV=16091.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LRBA_HUMAN P50851 LRBA (BGL) (CDC4L) (LBA)Lipopolysaccharide-responsive and beige-like anchor protein OS=Homo sapiens GN=LRBA PE=1 SV=3319144.5 2 1 1 1 5 2 1 1 1 0 0 5 Select regulatory moleculeSignal transduction;Protein targeting0 High Quality
G45IP_HUMAN Q8TAE8 GADD45GIP1 (PLINP1) (PRG6)Growth arrest and DNA-damage-inducible proteins-interacting protein 1 OS=Homo sapiens GN=GADD45GIP1 PE=1 SV=125366.1 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
OR2M3_HUMANQ8NG83 OR2M3 (OR2M3P) (OR2M6)Olfactory receptor 2M3 OS=Homo sapiens GN=OR2M3 PE=2 SV=134811.4 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CP014_HUMAN Q9BUT9 C16orf14 Uncharacterized protein C16orf14 OS=Homo sapiens GN=C16orf14 PE=2 SV=217809.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LSM8_HUMAN O95777 LSM8 U6 snRNA-associated Sm-like protein LSm8 OS=Homo sapiens GN=LSM8 PE=1 SV=310384.6 1 2 2 5 1 2 4 0 0 0 0 7 Nuclease;mRNA splicing factormRNA splicing;Other metabolism0 High Quality
KPB1_HUMAN P46020 PHKA1 (PHKA)Phosphorylase b kinase regulatory subunit alpha, skeletal muscle isoform OS=Homo sapiens GN=PHKA1 PE=1 SV=2137297.6 1 1 2 1 0 1 0 0 2 Kinase activator Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;Matchup
RM12_HUMAN P52815 MRPL12 (RPML12)39S ribosomal protein L12, mitochondrial OS=Homo sapiens GN=MRPL12 PE=1 SV=221330.4 3 4 3 10 6 5 12 0 0 0 0 23 Ribosomal protein Protein biosynthesis 0 High Quality
SCLY_HUMAN Q96I15 SCLY (SCL) Selenocysteine lyase OS=Homo sapiens GN=SCLY PE=1 SV=248130.1 1 3 4 1 5 0 0 0 0 6 Other lyase Amino acid biosynthesis;Other coenzyme and prosthetic group metabolism;Other sulfur metabolism0 High Quality
CA123_HUMAN Q9NWV4 C1orf123 UPF0587 protein C1orf123 OS=Homo sapiens GN=C1orf123 PE=1 SV=118030.7 1 1 2 4 1 2 4 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
LSM1_HUMAN O15116 LSM1 (CASM) U6 snRNA-associated Sm-like protein LSm1 OS=Homo sapiens GN=LSM1 PE=1 SV=115161.9 1 1 1 0 0 0 0 1 mRNA splicing;Other metabolismmRNA splicing;Other metabolism0 One Hit Wonders
PPR3A_HUMAN Q16821 PPP1R3A (PP1G)Protein phosphatase 1 regulatory subunit 3A OS=Homo sapiens GN=PPP1R3A PE=1 SV=2125820.2 1 1 1 3 1 1 1 0 0 3 Phosphatase modulatorGlycogen metabolism0 Matchup
SODE_HUMAN P08294 SOD3 Extracellular superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD3 PE=1 SV=225832.3 4 2 7 13 11 4 11 0 0 0 0 26 Other oxidoreductase Immunity and defense0 High Quality
CF115_HUMAN Q9P1F3 C6orf115 (HSPC280) (PRO2013)Uncharacterized protein C6orf115 OS=Homo sapiens GN=C6orf115 PE=1 SV=19038.7 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NDUA2_HUMANO43678 NDUFA2 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2 OS=Homo sapiens GN=NDUFA2 PE=1 SV=310903.8 5 5 10 10 11 0 0 0 0 21 Oxidoreductase Oxidative phosphorylation0 High Quality
RETN_HUMAN Q9HD89 RETN (FIZZ3) (HXCP1) (RSTN) (UNQ407/PRO1199)Resistin OS=Homo sapiens GN=RETN PE=2 SV=1 11401 1 1 2 4 2 2 2 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
RL23A_HUMAN P62750 RPL23A 60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=117678.2 1 1 2 10 4 0 0 0 0 14 Protein biosynthesis Protein biosynthesis 0 Failed Matchup
A2GL_HUMAN P02750 LRG1 (LRG) Leucine-rich alpha-2-glycoprotein OS=Homo sapiens GN=LRG1 PE=1 SV=238161.7 8 3 5 16 21 6 10 0 0 0 0 37 Receptor;Extracellular matrixOther receptor mediated signaling pathway;Developmental processes0 High Quality
CBR3_HUMAN O75828 CBR3 Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=330832.3 3 1 4 3 1 0 0 0 0 4 Dehydrogenase;ReductaseOther metabolism 0 High Quality
VPS28_HUMAN Q9UK41 VPS28 Vacuolar protein sorting-associated protein 28 homolog OS=Homo sapiens GN=VPS28 PE=2 SV=125408 2 2 2 0 0 0 0 2 Molecular function unclassifiedIntracellular protein traffic;Transport0 High Quality
KV114_HUMAN P01606 n.o Ig kappa chain V-I region OU OS=Homo sapiens PE=1 SV=111751.3 1 2 3 2 18 0 0 0 0 20 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
UCHL3_HUMAN P15374 UCHL3 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=126164.8 4 2 3 9 6 2 11 0 0 0 0 19 Cysteine protease Proteolysis 0 High Quality
MCTS1_HUMANQ9ULC4 MCTS1 (MCT1)Malignant T cell amplified sequence 1 OS=Homo sapiens GN=MCTS1 PE=1 SV=120537.9 1 2 3 1 2 0 0 0 0 3 Other receptor Cell cycle 0 High Quality
AIP_HUMAN O00170 AIP (XAP2) AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=137646.6 2 2 4 3 2 0 0 0 0 5 Chaperone Vision 0 High Quality
F136A_HUMAN Q96C01 FAM136A Protein FAM136A OS=Homo sapiens GN=FAM136A PE=1 SV=115622.9 1 4 1 6 4 6 2 0 0 0 0 12 Molecular function unclassifiedOncogenesis 0 High Quality
AOFB_HUMAN P27338 MAOB Amine oxidase [flavin-containing] B OS=Homo sapiens GN=MAOB PE=1 SV=358745.8 2 2 2 0 0 0 0 2 Oxidase Other carbon metabolismDopamine receptor mediated signaling pathway->Monoamine Oxidase;;Adrenaline and noradrenaline biosynthesis->Monoamine Oxidase;;5-Hydroxytryptamine degredation->Monoamine Oxidase;;;;High Quality
FA12_HUMAN P00748 F12 Coagulation factor XII OS=Homo sapiens GN=F12 PE=1 SV=267798.7 3 3 3 0 0 0 0 3 Serine protease;Calmodulin related protein;AnnexinProteolysis;Blood clotting;Cell motilityBlood coagulation->Factor XII;;Blood coagulation->Factor XIIa;;;High Quality
PP14C_HUMAN Q8TAE6 PPP1R14C (KEPI)Protein phosphatase 1 regulatory subunit 14C OS=Homo sapiens GN=PPP1R14C PE=1 SV=317824.7 3 2 4 9 4 3 7 0 0 0 0 14 Phosphatase inhibitor Protein phosphorylation;Protein targeting0 High Quality
HINT3_HUMAN Q9NQE9 HINT3 Histidine triad nucleotide-binding protein 3 OS=Homo sapiens GN=HINT3 PE=1 SV=120343 2 1 3 6 2 1 5 0 0 0 0 8 Damaged DNA-binding proteinDNA repair 0 High Quality
ARBK1_HUMAN P25098 ADRBK1 (BARK) (BARK1) (GRK2)Beta-adrenergic receptor kinase 1 OS=Homo sapiens GN=ADRBK1 PE=1 SV=279558.3 1 1 2 1 0 1 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;G-protein mediated signalingHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Rhodopsin kinase;;Parkinson disease->G-protein related kinase;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->G protein receptor kinase;;AnMatchup
ABHDB_HUMANQ8NFV4 ABHD11 (WBSCR21) (PP1226)Abhydrolase domain-containing protein 11 OS=Homo sapiens GN=ABHD11 PE=2 SV=134672.2 6 3 1 10 10 3 1 0 0 0 0 14 Hydrolase Detoxification;Other metabolism0 High Quality
ADFP_HUMAN Q99541 ADFP Adipophilin OS=Homo sapiens GN=ADFP PE=1 SV=2 48057 1 2 3 1 2 0 0 0 0 3 Molecular function unclassifiedRegulation of lipid, fatty acid and steroid metabolism0 High Quality
AP2A2_HUMAN O94973 AP2A2 (ADTAB) (CLAPA2) (HYPJ) (KIAA0899)AP-2 complex subunit alpha-2 OS=Homo sapiens GN=AP2A2 PE=1 SV=2103944.8 7 2 9 11 2 0 0 0 0 13 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosisHuntington disease->alpha-Adaptin;;High Quality
ADXL_HUMAN Q6P4F2 FDX1L Adrenodoxin-like protein, mitochondrial OS=Homo sapiens GN=FDX1L PE=2 SV=119502.3 2 1 3 3 2 0 0 0 0 5 Reductase;Oxidase Steroid metabolism;Protein complex assembly;Ferredoxin metabolism;Vitamin metabolismVitamin D metabolism and pathway->Ferredoxin;;High Quality
RS10_HUMAN P46783 RPS10 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=118880.3 2 2 2 6 8 4 3 0 0 0 0 15 Ribosomal protein Protein biosynthesis 0 High Quality
FRIL_HUMAN P02792 FTL Ferritin light chain OS=Homo sapiens GN=FTL PE=1 SV=220002.6 6 3 2 11 13 7 2 0 0 0 0 22 Storage protein Cation transport;Other homeostasis activities0 High Quality
SLIRP_HUMAN Q9GZT3 SLIRP (C14orf156) (DC23) (DC50) (PD04872)SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=112331 4 3 1 8 9 6 2 0 0 0 0 17 Other RNA-binding proteinBiological process unclassified0 High Quality
SPON1_HUMANQ9HCB6 SPON1 (KIAA0762) (VSGP)Spondin-1 OS=Homo sapiens GN=SPON1 PE=1 SV=2 90955.6 4 2 6 4 4 0 0 0 0 8 Extracellular matrix glycoproteinEctoderm development;Cell structure0 High Quality
DERM_HUMAN Q07507 DPT Dermatopontin OS=Homo sapiens GN=DPT PE=2 SV=223986.7 2 2 2 0 0 0 0 2 Extracellular matrix Extracellular matrix protein-mediated signaling0 High Quality
O10AD_HUMANQ8NGE0 OR10AD1 (OR10AD1P)Olfactory receptor 10AD1 OS=Homo sapiens GN=OR10AD1 PE=3 SV=135681.5 1 1 0 0 1 0 1 G-protein mediated signaling;OlfactionG-protein mediated signaling;Olfaction0 One Hit Wonders
ARP5L_HUMAN Q9BPX5 ARPC5L Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=116923.3 2 2 3 7 3 4 6 0 0 0 0 13 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
TIM8B_HUMAN Q9Y5J9 TIMM8B (DDP2) (DDPL) (TIM8B)Mitochondrial import inner membrane translocase subunit Tim8 B OS=Homo sapiens GN=TIMM8B PE=1 SV=19325.3 2 3 1 6 2 3 1 0 0 0 0 6 Other transporter Protein targeting;Other transport;Hearing;Neurogenesis0 High Quality
CX7A1_HUMAN P24310 COX7A1 (COX7AH)Cytochrome c oxidase polypeptide 7A1, mitochondrial OS=Homo sapiens GN=COX7A1 PE=1 SV=29099.9 3 1 2 6 3 1 2 0 0 0 0 6 Oxidase Oxidative phosphorylation0 High Quality
NDUS6_HUMANO75380 NDUFS6 NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial OS=Homo sapiens GN=NDUFS6 PE=1 SV=113693.3 1 1 2 4 1 1 4 0 0 0 0 6 Oxidoreductase Oxidative phosphorylation0 High Quality
PELO_HUMAN Q9BRX2 PELO (CGI-17) Protein pelota homolog OS=Homo sapiens GN=PELO PE=1 SV=143358.4 1 1 1 0 0 0 0 1 Meiosis;Mitosis Meiosis;Mitosis 0 One Hit Wonders
FAH2A_HUMANQ96GK7 FAHD2A (CGI-105)Fumarylacetoacetate hydrolase domain-containing protein 2A OS=Homo sapiens GN=FAHD2A PE=1 SV=134577.2 4 1 3 8 8 1 7 0 0 0 0 16 Other hydrolase Amino acid catabolism0 High Quality
STMN1_HUMANP16949 STMN1 (LAP18) (OP18)Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=3 17285 4 5 2 11 5 6 2 0 0 0 0 13 Other miscellaneous function proteinCell communicationCytoskeletal regulation by Rho GTPase->Stathmin;;High Quality
LYRM4_HUMANQ9HD34 LYRM4 (C6orf149) (CGI-203)LYR motif-containing protein 4 OS=Homo sapiens GN=LYRM4 PE=2 SV=110740.9 2 3 2 7 3 4 5 0 0 0 0 12 Molecular function unclassifiedBiological process unclassified0 High Quality
FBN1_HUMAN P35555 FBN1 (FBN) Fibrillin-1 OS=Homo sapiens GN=FBN1 PE=1 SV=1 312283 2 1 1 4 3 0 0 1 1 5 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
ATPF2_HUMAN Q8N5M1 ATPAF2 (ATP12) (LP3663)ATP synthase mitochondrial F1 complex assembly factor 2 OS=Homo sapiens GN=ATPAF2 PE=1 SV=132755.3 1 1 3 0 0 0 0 3 Polyphosphate biosynthesisPolyphosphate biosynthesis0 One Hit Wonders
TPD54_HUMAN O43399 TPD52L2 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=222219.9 5 3 6 14 12 7 15 0 0 0 0 34 Molecular function unclassifiedBiological process unclassified0 High Quality
VPS25_HUMAN Q9BRG1 VPS25 (DERP9) (EAP20)Vacuolar protein-sorting-associated protein 25 OS=Homo sapiens GN=VPS25 PE=1 SV=120730 3 1 3 7 7 1 4 0 0 0 0 12 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Intracellular protein traffic;Protein targeting;Transport;Other metabolism0 High Quality
THTPA_HUMAN Q9BU02 THTPA Thiamine-triphosphatase OS=Homo sapiens GN=THTPA PE=1 SV=325547.9 4 2 1 7 4 2 1 0 0 0 0 7 Molecular function unclassifiedBiological process unclassifiedThiamine metabolism->Thiamine triphosphatase;;High Quality
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CAP7_HUMAN P20160 AZU1 Azurocidin OS=Homo sapiens GN=AZU1 PE=1 SV=3 26867.6 1 1 3 0 0 0 0 3 Proteolysis;Immunity and defenseProteolysis;Immunity and defense0 One Hit Wonders
ACYP1_HUMAN P07311 ACYP1 (ACYPE)Acylphosphatase-1 OS=Homo sapiens GN=ACYP1 PE=1 SV=211242.8 2 4 6 2 4 0 0 0 0 6 Other phosphatase Miscellaneous 0 High Quality
TP4A2_HUMAN Q12974 PTP4A2 (PRL2) (PTPCAAX2) (BM-008)Protein tyrosine phosphatase type IVA 2 OS=Homo sapiens GN=PTP4A2 PE=1 SV=119109.3 1 1 1 0 0 0 0 1 Protein phosphorylationProtein phosphorylation0 One Hit Wonders
APOC1_HUMANP02654 APOC1 Apolipoprotein C-I OS=Homo sapiens GN=APOC1 PE=1 SV=19314.3 2 2 0 0 0 3 3 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
UCRIL_HUMAN P0C7P4 UQCRFSL1 Cytochrome b-c1 complex subunit Rieske-like protein 1 OS=Homo sapiens GN=UQCRFSL1 PE=2 SV=129649.8 4 4 8 15 7 0 0 0 0 22 Reductase Oxidative phosphorylation0 High Quality
ECP_HUMAN P12724 RNASE3 (ECP) (RNS3)Eosinophil cationic protein OS=Homo sapiens GN=RNASE3 PE=1 SV=218367.3 1 1 1 0 0 0 0 1 RNA catabolism RNA catabolism 0 One Hit Wonders
TTL12_HUMAN Q14166 TTLL12 (KIAA0153)Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens GN=TTLL12 PE=1 SV=274385.7 3 1 4 5 2 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
NUDC2_HUMANQ8WVJ2 NUDCD2 NudC domain-containing protein 2 OS=Homo sapiens GN=NUDCD2 PE=1 SV=117657.9 3 2 4 9 4 2 4 0 0 0 0 10 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
CK073_HUMAN Q53FT3 C11orf73 (HSPC138) (HSPC179) (HSPC248)Uncharacterized protein C11orf73 OS=Homo sapiens GN=C11orf73 PE=2 SV=221609.5 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
DDAH2_HUMANO95865 DDAH2 (DDAH) (G6A) (NG30)N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=129626.3 8 1 3 12 9 1 8 0 0 0 0 18 Other hydrolase Cell proliferation and differentiation0 High Quality
CFAI_HUMAN P05156 CFI (IF) Complement factor I OS=Homo sapiens GN=CFI PE=1 SV=165701.8 4 4 5 0 0 0 0 5 Hydrolase;Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
DRG2_HUMAN P55039 DRG2 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=2 SV=140729.8 2 1 3 2 2 0 0 0 0 4 Small GTPase Cytokinesis 0 High Quality
BRK1_HUMAN Q8WUW1 C3orf10 (HSPC300) (MDS027)Probable protein BRICK1 OS=Homo sapiens GN=C3orf10 PE=1 SV=18727.3 1 2 3 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
HN1_HUMAN Q9UK76 HN1 (ARM2) Hematological and neurological expressed 1 protein OS=Homo sapiens GN=HN1 PE=1 SV=315996.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HV305_HUMAN P01766 n.o Ig heavy chain V-III region BRO OS=Homo sapiens PE=1 SV=113208.7 2 1 3 6 2 0 0 0 0 8 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
LSM6_HUMAN P62312 LSM6 U6 snRNA-associated Sm-like protein LSm6 OS=Homo sapiens GN=LSM6 PE=1 SV=19109.8 2 2 4 2 2 0 0 0 0 4 mRNA splicing factor mRNA splicing 0 High Quality
RSSA_HUMAN P08865 RPSA (LAMBR) (LAMR1)40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=432836.1 6 2 5 13 9 2 10 0 0 0 0 21 Molecular function unclassifiedBiological process unclassified0 High Quality
KV402_HUMAN P01625 n.o Ig kappa chain V-IV region Len OS=Homo sapiens PE=1 SV=212622.4 2 2 4 4 7 0 0 0 0 11 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
GFPT1_HUMAN Q06210 GFPT1 (GFAT) (GFPT)Glucosamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=378789.7 1 1 1 3 1 6 5 0 0 12 Transaminase Other carbohydrate metabolismO-antigen biosynthesis->Fructose-6-phosphate aminotransferase;;N-acetylglucosamine metabolism->Fructose-6-phosphate aminotransferase;;;Matchup
EIF3B_HUMAN P55884 EIF3B (EIF3S9)Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=292474.8 3 1 1 5 5 2 1 0 0 0 0 8 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
LV108_HUMAN P06887 n.o Ig lambda chain V-I region MEM OS=Homo sapiens PE=1 SV=111770.9 1 1 2 1 1 0 0 2 No Gene Symbol No Gene SymbolNo Gene SymbolFailed Matchup
VATE1_HUMAN P36543 ATP6V1E1 (ATP6E) (ATP6E2)Vacuolar proton pump subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=126128.2 7 5 2 14 9 5 3 0 0 0 0 17 Hydrogen transporter;ATP synthase;HydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
KV302_HUMAN P01620 n.o Ig kappa chain V-III region SIE OS=Homo sapiens PE=1 SV=111728.5 2 2 4 4 2 0 0 0 0 6 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
ACOT2_HUMANP49753 ACOT2 (PTE2) (PTE2A)Acyl-coenzyme A thioesterase 2, mitochondrial OS=Homo sapiens GN=ACOT2 PE=1 SV=553220.5 16 14 30 70 51 0 0 0 0 121 Molecular function unclassifiedBiological process unclassified0 High Quality
MYO1H_HUMANQ8N1T3 MYO1H Myosin-Ih OS=Homo sapiens GN=MYO1H PE=2 SV=2 119024 1 1 2 1 0 0 0 1 2 Actin binding motor proteinGeneral vesicle transportNicotinic acetylcholine receptor signaling pathway->Myosin;;Matchup
RHOA_HUMAN P61586 RHOA (ARH12) (ARHA) (RHO12)Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=121750.4 3 2 3 8 4 2 5 0 0 0 0 11 Small GTPase G-protein mediated signaling;Cell structure and motilityAngiogenesis->Rho guanosine triphosphatase;;Axon guidance mediated by Slit/Robo->Ras homologue gene family, member A;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->RhoA GTPase;;Heterotrimeric G-protein signaling pathway-Gq alphHigh Quality
P2RY6_HUMAN Q15077 P2RY6 (PP2891)P2Y purinoceptor 6 OS=Homo sapiens GN=P2RY6 PE=2 SV=136412 1 1 0 0 0 1 1 G-protein mediated signalingG-protein mediated signaling0 One Hit Wonders
CHM4A_HUMANQ9BY43 CHMP4A (C14orf123) (SHAX2) (CDA04) (HSPC134)Charged multivesicular body protein 4a OS=Homo sapiens GN=CHMP4A PE=1 SV=325080.9 5 1 6 5 1 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
TBCB_HUMAN Q99426 TBCB (CG22) (CKAP1)Tubulin folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=227307.5 2 3 1 6 3 3 2 0 0 0 0 8 Other chaperones;Non-motor microtubule binding proteinProtein folding;Cell structure0 High Quality
HBG2_HUMAN P69892 HBG2 (Hemoglobin subunit gamma-2) Hemoglobin subunit gamma-1 OS=Homo sapiens GN=HBG1 PE=1 SV=216108.5 2 2 4 0 0 2 6 8 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
CSPG2_HUMAN P13611 VCAN (CSPG2)Versican core protein OS=Homo sapiens GN=VCAN PE=1 SV=3372794.6 2 1 4 1 8 2 1 6 0 0 0 1 10 Chaperone Protein folding;Protein complex assembly0 High Quality
MOS2S_HUMANO96033 MOCS2 (MOCO1)Molybdenum cofactor synthesis protein 2 small subunit OS=Homo sapiens GN=MOCS2 PE=2 SV=19737.2 1 2 1 4 1 2 1 0 0 0 0 4 Synthase Pterin metabolism;Sulfur metabolism0 High Quality
CNBP1_HUMANQ9NSA3 CTNNBIP1 (ICAT)Beta-catenin-interacting protein 1 OS=Homo sapiens GN=CTNNBIP1 PE=1 SV=19152.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SAE1_HUMAN Q9UBE0 SAE1 (AOS1) (SUA1) (UBLE1A)SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=138432.1 2 1 1 4 2 1 1 0 0 0 0 4 Other ligase Protein modification;Nuclear transportUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
ECHD3_HUMANQ96DC8 ECHDC3 (PP1494) (PP8332)Enoyl-CoA hydratase domain-containing protein 3, mitochondrial OS=Homo sapiens GN=ECHDC3 PE=2 SV=132676 5 2 7 9 2 0 0 0 0 11 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
O11H1_HUMANQ8NG94 OR11H1 Olfactory receptor 11H1 OS=Homo sapiens GN=OR11H1 PE=2 SV=236512.9 1 1 0 0 3 0 3 G-protein mediated signaling;OlfactionG-protein mediated signaling;Olfaction0 One Hit Wonders
SRXN1_HUMAN Q9BYN0 SRXN1 (C20orf139) (SRX)Sulfiredoxin-1 OS=Homo sapiens GN=SRXN1 PE=1 SV=214241.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HYEP_HUMAN P07099 EPHX1 (EPHX) (EPOX)Epoxide hydrolase 1 OS=Homo sapiens GN=EPHX1 PE=1 SV=152933.1 4 4 4 0 0 0 0 4 Other hydrolase Lipid metabolism;Detoxification0 High Quality
FPPS_HUMAN P14324 FDPS (FPS) (KIAA1293)Farnesyl pyrophosphate synthetase OS=Homo sapiens GN=FDPS PE=1 SV=340515.6 4 4 4 0 0 0 0 4 Synthetase;AcyltransferaseCholesterol metabolism;Other metabolismCholesterol biosynthesis->Geranyl trans-transferase;;High Quality
ISCA2_HUMAN Q86U28 ISCA2 (HBLD1)Iron-sulfur cluster assembly 2 homolog, mitochondrial OS=Homo sapiens GN=ISCA2 PE=2 SV=216458.3 2 3 4 9 4 3 15 0 0 0 0 22 Molecular function unclassifiedBiological process unclassified0 High Quality
TSR2_HUMAN Q969E8 TSR2 Pre-rRNA-processing protein TSR2 homolog OS=Homo sapiens GN=TSR2 PE=2 SV=120875.6 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
AP2S1_HUMAN P53680 AP2S1 (AP17) (CLAPS2)AP-2 complex subunit sigma-1 OS=Homo sapiens GN=AP2S1 PE=2 SV=216999.9 1 1 1 0 0 0 0 1 Receptor mediated endocytosis;PinocytosisReceptor mediated endocytosis;Pinocytosis0 One Hit Wonders
BOLA3_HUMAN Q53S33 BOLA3 BolA-like protein 3 OS=Homo sapiens GN=BOLA3 PE=2 SV=112096.4 1 2 3 1 3 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
PHS2_HUMAN Q9H0N5 PCBD2 (DCOH2) (DCOHM)Pterin-4-alpha-carbinolamine dehydratase 2 OS=Homo sapiens GN=PCBD2 PE=1 SV=311743.5 2 3 2 7 6 4 2 0 0 0 0 12 Dehydratase mRNA transcription;Pterin metabolism0 High Quality
LV302_HUMAN P80748 n.o Ig lambda chain V-III region LOI OS=Homo sapiens PE=1 SV=111916.9 1 1 2 1 2 0 0 0 0 3 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
CANB1_HUMANP63098 PPP3R1 (CNA2) (CNB)Calcineurin subunit B type 1 OS=Homo sapiens GN=PPP3R1 PE=1 SV=219282.4 3 3 3 0 0 0 0 3 Protein phosphatase;Calmodulin related proteinProtein modification;Calcium mediated signaling;Other homeostasis activitiesWnt signaling pathway->Calcineurin;;High Quality
PTMS_HUMAN P20962 PTMS Parathymosin OS=Homo sapiens GN=PTMS PE=2 SV=211511.6 1 2 2 5 2 3 8 0 0 0 0 13 Miscellaneous function Nucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
TYPH_HUMAN P19971 TYMP (ECGF1)Thymidine phosphorylase OS=Homo sapiens GN=TYMP PE=1 SV=249937.8 8 3 4 15 10 3 4 0 0 0 0 17 Reductase Electron transport;Other metabolism0 High Quality
PSA4_HUMAN P25789 PSMA4 (PSC9)Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=129466.8 8 8 16 17 14 0 0 0 0 31 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
OPTN_HUMAN Q96CV9 OPTN (FIP2) (GLC1E) (HYPL) (NRP)Optineurin OS=Homo sapiens GN=OPTN PE=1 SV=1 65905 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
IPP2_HUMAN P41236 PPP1R2 (IPP2) Protein phosphatase inhibitor 2 OS=Homo sapiens GN=PPP1R2 PE=1 SV=222998 6 3 9 8 3 0 0 0 0 11 Phosphatase inhibitor Glycogen metabolism0 High Quality
HN1L_HUMAN Q9H910 HN1L (C16orf34) (L11)Hematological and neurological expressed 1-like protein OS=Homo sapiens GN=HN1L PE=1 SV=120045.6 5 4 9 5 6 0 0 0 0 11 Molecular function unclassifiedBiological process unclassified0 High Quality
PP2AA_HUMAN P67775 PPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=135576.5 6 8 14 8 15 0 0 0 0 23 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;High Quality
PDXK_HUMAN O00764 PDXK (C21orf124) (C21orf97) (PKH) (PNK)Pyridoxal kinase OS=Homo sapiens GN=PDXK PE=1 SV=135083.7 5 8 13 9 11 0 0 0 0 20 Other kinase Vitamin catabolismPyridoxal phosphate salvage pathway->Pyridoxal kinase;;Vitamin B6 metabolism->Pyridoxal kinase;;Pyridoxal phosphate salvage pathway->Pyridoxamine kinase;;;;High Quality
CHM2A_HUMANO43633 CHMP2A (BC2) (CHMP2)Charged multivesicular body protein 2a OS=Homo sapiens GN=CHMP2A PE=1 SV=125087 9 7 2 18 9 7 4 0 0 0 0 20 Molecular function unclassifiedGeneral vesicle transport0 High Quality
ETHE1_HUMAN O95571 ETHE1 (HSCO)Protein ETHE1, mitochondrial OS=Homo sapiens GN=ETHE1 PE=1 SV=227855.2 2 1 5 8 3 1 8 0 0 0 0 12 Other hydrolase Other carbon metabolism0 High Quality
HNRH2_HUMANP55795 HNRNPH2 (FTP3) (HNRPH2)Heterogeneous nuclear ribonucleoprotein H2 OS=Homo sapiens GN=HNRNPH2 PE=1 SV=149246.1 2 2 7 0 0 0 0 7 Ribosomal protein mRNA splicing 0 High Quality
PSA6_HUMAN P60900 PSMA6 (PROS27)Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=127381.5 3 1 8 12 5 1 17 0 0 0 0 23 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
CHM4B_HUMANQ9H444 CHMP4B (C20orf178) (SHAX1)Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B PE=1 SV=124933.2 2 5 3 10 2 6 3 0 0 0 0 11 Other transfer/carrier proteinIntracellular protein traffic0 High Quality
PROL4_HUMAN Q16378 PRR4 (LPRP) (PROL4)Proline-rich protein 4 OS=Homo sapiens GN=PRR4 PE=1 SV=215106.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TR112_HUMAN Q9UI30 AD-001 (HSPC152) (HSPC170)TRM112-like protein OS=Homo sapiens GN=AD-001 PE=1 SV=114181.4 2 1 1 4 3 1 1 0 0 0 0 5 Other phosphatase Miscellaneous 0 High Quality
TBRG4_HUMANQ969Z0 TBRG4 (CPR2) (FASTKD4) (KIAA0948)Protein TBRG4 OS=Homo sapiens GN=TBRG4 PE=1 SV=170721.8 3 3 5 0 0 0 0 5 Molecular function unclassifiedCell cycle 0 High Quality
CHCH2_HUMANQ9Y6H1 CHCHD2 (C7orf17) (AAG10)Coiled-coil-helix-coiled-coil-helix domain-containing protein 2, mitochondrial OS=Homo sapiens GN=CHCHD2 PE=1 SV=115494.3 2 2 4 8 6 0 0 0 0 14 Molecular function unclassifiedBiological process unclassified0 High Quality
PSA3_HUMAN P25788 PSMA3 (PSC8)Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=228415.7 8 5 13 16 12 0 0 0 0 28 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
HYPK_HUMAN Q9NX55 HYPK (HSPC136)Huntingtin-interacting protein K OS=Homo sapiens GN=HYPK PE=1 SV=119314 3 3 3 0 0 0 0 3 Hsp 70 family chaperoneStress response 0 High Quality
HMGN4_HUMANO00479 HMGN4 (HMG17L3) (NHC)High mobility group nucleosome-binding domain-containing protein 4 OS=Homo sapiens GN=HMGN4 PE=1 SV=39521.5 2 3 1 6 2 3 2 0 0 0 0 7 Chromatin/chromatin-binding proteinDNA replication;mRNA transcription;DNA replication0 High Quality
ENOPH_HUMANQ9UHY7 ENOPH1 (MASA) (MSTP145)Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=128914.4 4 4 8 4 18 0 0 0 0 22 Lyase Glycolysis Glycolysis->Enolase;;High Quality
M10L1_HUMANQ9BXT6 MOV10L1 Putative helicase Mov10l1 OS=Homo sapiens GN=MOV10L1 PE=1 SV=1135276.7 1 1 2 1 0 0 1 0 2 Helicase Biological process unclassified0 Matchup
ANT3_HUMAN P01008 SERPINC1 (AT3) (PRO0309)Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=152586 8 4 2 14 22 9 2 0 0 0 0 33 Serine protease inhibitorProteolysis Blood coagulation->Antithrombin III;;High Quality
AMBP_HUMAN P02760 AMBP (HCP) (ITIL)AMBP protein OS=Homo sapiens GN=AMBP PE=1 SV=138981.5 2 1 2 5 8 2 6 0 0 0 0 16 Serine protease inhibitorProteolysis 0 High Quality
H15_HUMAN P16401 HIST1H1B (H1F5)Histone H1.5 OS=Homo sapiens GN=HIST1H1B PE=1 SV=322563.7 1 1 0 0 0 1 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
UBC12_HUMANP61081 UBE2M (UBC12)NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=120882.9 5 1 1 7 12 4 2 0 0 0 0 18 Other ligase Protein modification 0 High Quality
KV202_HUMAN P01615 n.o Ig kappa chain V-II region FR OS=Homo sapiens PE=1 SV=112639.4 1 1 1 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
UBE2B_HUMANP63146 UBE2B (RAD6B)Ubiquitin-conjugating enzyme E2 B OS=Homo sapiens GN=UBE2B PE=1 SV=117294.6 1 2 2 5 1 3 3 0 0 0 0 7 Other ligase Protein modification;Cell cycle control;Mitosis;Cell proliferation and differentiationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;High Quality
MIMIT_HUMAN Q8N183 NDUFAF2 (NDUFA12L)Mimitin, mitochondrial OS=Homo sapiens GN=NDUFAF2 PE=1 SV=119838.8 1 2 3 2 2 0 0 0 0 4 Transfer/carrier proteinFatty acid biosynthesis0 High Quality
RRFM_HUMAN Q96E11 MRRF Ribosome-recycling factor, mitochondrial OS=Homo sapiens GN=MRRF PE=2 SV=129259.5 7 1 3 11 11 1 4 0 0 0 0 16 Ribosomal protein Protein biosynthesis;Translational regulation0 High Quality
STABP_HUMAN O95630 STAMBP (AMSH)STAM-binding protein OS=Homo sapiens GN=STAMBP PE=1 SV=148059.3 1 1 2 0 0 0 0 2 JAK-STAT cascade;Cell proliferation and differentiationJAK-STAT cascade;Cell proliferation and differentiation0 One Hit Wonders
CB39L_HUMAN Q9H9S4 CAB39L Calcium-binding protein 39-like OS=Homo sapiens GN=CAB39L PE=1 SV=339072.1 3 1 4 4 1 0 0 0 0 5 Annexin Biological process unclassified0 High Quality
AN32E_HUMANQ9BTT0 ANP32E Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=130675.3 1 1 1 3 2 1 1 0 0 0 0 4 Phosphatase inhibitor Biological process unclassified0 Matchup
CCS_HUMAN O14618 CCS Copper chaperone for superoxide dismutase OS=Homo sapiens GN=CCS PE=1 SV=129022.1 1 1 2 1 3 0 0 0 0 4 Chaperone;Cation transporter;Other oxidoreductaseCation transport;Immunity and defense0 Matchup
COX19_HUMAN Q49B96 COX19 Cytochrome c oxidase assembly protein COX19 OS=Homo sapiens GN=COX19 PE=1 SV=110376.6 1 2 3 2 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
CX7A2_HUMAN P14406 COX7A2 (COX7AL)Cytochrome c oxidase polypeptide 7A2, mitochondrial OS=Homo sapiens GN=COX7A2 PE=1 SV=19378.6 1 1 2 4 1 2 3 0 0 0 0 6 Oxidase Oxidative phosphorylation0 High Quality
RET1_HUMAN P09455 RBP1 (CRBP1) Retinol-binding protein 1 OS=Homo sapiens GN=RBP1 PE=2 SV=215832.1 1 2 4 7 1 2 4 0 0 0 0 7 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
QCR6_HUMAN P07919 UQCRH Cytochrome b-c1 complex subunit 6, mitochondrial OS=Homo sapiens GN=UQCRH PE=1 SV=210720.5 2 2 18 0 0 0 0 18 Reductase Oxidative phosphorylation0 High Quality
SHLB1_HUMAN Q9Y371 SH3GLB1 (KIAA0491) (CGI-61)Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=140780 4 2 7 13 5 3 13 0 0 0 0 21 Molecular function unclassifiedNeuronal activities;Apoptosis0 High Quality
SYUG_HUMAN O76070 SNCG (BCSG1) (PERSYN) (PRSN)Gamma-synuclein OS=Homo sapiens GN=SNCG PE=1 SV=213311.6 1 4 1 6 1 4 1 0 0 0 0 6 Other signaling molecule;Other cytoskeletal proteins;Other miscellaneous function proteinMAPKKK cascade;Other apoptosis;Other oncogenesisParkinson disease->gamma-Synuclein;;High Quality
APOE_HUMAN P02649 APOE Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=136135.5 1 2 3 1 2 0 0 0 0 3 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
NR1H4_HUMANQ96RI1 NR1H4 (BAR) (FXR) (HRR1) (RIP14)Bile acid receptor OS=Homo sapiens GN=NR1H4 PE=1 SV=255896.9 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GBB2_HUMAN P62879 GNB2 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=337313.8 1 2 3 1 2 0 0 0 0 3 Large G-protein;HydrolaseG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Opioid proopiomelanocortin pathway->G-protein;;5HT1 type receptor mediated signaling pathway->G-protein;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->G protein, bHigh Quality
PPM1A_HUMANP35813 PPM1A (PPPM1A)Protein phosphatase 1A OS=Homo sapiens GN=PPM1A PE=1 SV=142429.4 4 2 4 10 6 3 7 0 0 0 0 16 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
NDUA4_HUMANO00483 NDUFA4 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 4 OS=Homo sapiens GN=NDUFA4 PE=1 SV=19352.4 2 2 4 7 5 0 0 0 0 12 Oxidoreductase Other carbon metabolism0 High Quality
ECHD2_HUMANQ86YB7 ECHDC2 Enoyl-CoA hydratase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ECHDC2 PE=2 SV=231108.7 3 1 4 8 8 1 5 0 0 0 0 14 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
BID_HUMAN P55957 BID BH3-interacting domain death agonist OS=Homo sapiens GN=BID PE=1 SV=121977.3 3 1 1 5 5 2 1 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
ERP29_HUMAN P30040 ERP29 (C12orf8) (ERP28)Endoplasmic reticulum protein ERp29 OS=Homo sapiens GN=ERP29 PE=1 SV=428976.9 6 3 9 10 5 0 0 0 0 15 Membrane traffic proteinConstitutive exocytosis0 High Quality
APOB_HUMAN P04114 APOB Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=1515554.2 2 2 2 6 2 2 0 0 0 2 6 Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
PGP_HUMAN A6NDG6 PGP Phosphoglycolate phosphatase OS=Homo sapiens GN=PGP PE=1 SV=133988.6 5 5 10 7 10 0 0 0 0 17 Cysteine protease Proteolysis;Ligand-mediated signaling0 High Quality
IGHG4_HUMAN P01861 IGHG4 Ig gamma-4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=135921.5 5 3 8 14 6 0 0 0 0 20 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
LMCD1_HUMANQ9NZU5 LMCD1 LIM and cysteine-rich domains protein 1 OS=Homo sapiens GN=LMCD1 PE=1 SV=140815.1 8 1 3 12 11 1 5 0 0 0 0 17 Molecular function unclassifiedBiological process unclassified0 High Quality
MCA1_HUMAN Q12904 AIMP1 Multisynthetase complex auxiliary component p43 OS=Homo sapiens GN=SCYE1 PE=1 SV=234335 3 1 5 9 3 1 5 0 0 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
CF125_HUMAN Q9BRT2 C6orf125 Uncharacterized protein C6orf125 OS=Homo sapiens GN=C6orf125 PE=2 SV=114857.4 1 1 1 3 1 2 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
ARSA1_HUMAN O43681 ASNA1 (ARSA)Arsenical pump-driving ATPase OS=Homo sapiens GN=ASNA1 PE=2 SV=238775.5 4 6 10 5 11 0 0 0 0 16 Other transporter;Nucleotide phosphataseIon transport;Detoxification0 High Quality
CSN4_HUMAN Q9BT78 COPS4 (CSN4) COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=146252.2 10 8 18 15 28 0 0 0 0 43 Other miscellaneous function proteinProteolysis 0 High Quality
H2B1B_HUMAN P33778 HIST1H2BB (H2BFF)Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=213902.6 1 2 3 1 2 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
HMGLX_HUMANQ9UGV6 HMG1L10 (High mobility group protein 1-like 10) High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=324201.2 4 4 8 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
CLYBL_HUMAN Q8N0X4 CLYBL (CLB) Citrate lyase subunit beta-like protein, mitochondrial OS=Homo sapiens GN=CLYBL PE=2 SV=237342.7 8 1 7 16 12 1 12 0 0 0 0 25 Molecular function unclassifiedBiological process unclassified0 High Quality
BT3L4_HUMAN Q96K17 BTF3L4 Transcription factor BTF3 homolog 4 OS=Homo sapiens GN=BTF3L4 PE=2 SV=117253 1 1 2 4 1 1 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
GBG11_HUMANP61952 GNG11 (GNGT11)Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-11 OS=Homo sapiens GN=GNG11 PE=1 SV=18462.9 1 1 0 2 0 0 2 G-protein mediated signalingG-protein mediated signalingDopamine receptor mediated signaling pathway->G protein, gamma subunit;;5HT1 type receptor mediated signaling pathway->G-protein;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->G-protein, gamma subunit;;GABA-B_receptor_II_signalOne Hit Wonders
CSTP1_HUMAN Q9BRF8 CPPED1 Uncharacterized metallophosphoesterase CSTP1 OS=Homo sapiens GN=CSTP1 PE=1 SV=235558.6 6 1 2 9 9 2 3 0 0 0 0 14 Oxidase Coenzyme metabolism;Porphyrin metabolismHeme biosynthesis->Coproporphyrinogen Oxidase (oxygen dependent);;High Quality
CEBPA_HUMAN P49715 CEBPA CCAAT/enhancer-binding protein alpha OS=Homo sapiens GN=CEBPA PE=1 SV=337543.7 1 1 0 0 1 0 1 mRNA transcription regulation;Apoptosis;Hematopoiesis;Cell proliferation and differentiationmRNA transcription regulation;Apoptosis;Hematopoiesis;Cell proliferation and differentiation0 One Hit Wonders
RM19_HUMAN P49406 MRPL19 (KIAA0104) (MRPL15)39S ribosomal protein L19, mitochondrial OS=Homo sapiens GN=MRPL19 PE=2 SV=233517.6 3 3 3 0 0 0 0 3 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
NPM_HUMAN P06748 NPM1 (NPM) Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=232557.4 1 2 3 6 1 6 5 0 0 0 0 12 Other chaperones rRNA metabolism 0 High Quality
CO6A2_HUMANP12110 COL6A2 Collagen alpha-2(VI) chain OS=Homo sapiens GN=COL6A2 PE=1 SV=4108562.8 1 4 5 1 6 0 0 0 0 7 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
SYEP_HUMAN P07814 EPRS (GLNS) (PARS) (QARS) (QPRS) (PIG32)Bifunctional aminoacyl-tRNA synthetase OS=Homo sapiens GN=EPRS PE=1 SV=3170632.2 12 12 18 0 0 0 0 18 Other membrane traffic proteinIntracellular signaling cascade;Receptor mediated endocytosis0 High Quality
PP14B_HUMAN Q96C90 PPP1R14B (PLCB3N) (PNG)Protein phosphatase 1 regulatory subunit 14B OS=Homo sapiens GN=PPP1R14B PE=1 SV=315893.5 2 2 4 4 4 0 0 0 0 8 Phosphatase inhibitor Protein phosphorylation;Protein targeting0 High Quality
SPB12_HUMAN Q96P63 SERPINB12 Serpin B12 OS=Homo sapiens GN=SERPINB12 PE=1 SV=146259.7 1 4 5 5 6 0 0 11 Serine protease inhibitorProteolysis 0 High Quality
RB3GP_HUMANQ15042 RAB3GAP1 (KIAA0066) (RAB3GAP)Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3110507.9 1 1 2 4 1 1 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
RCL_HUMAN O43598 RCL (C6orf108)c-Myc-responsive protein Rcl OS=Homo sapiens GN=RCL PE=1 SV=119090.3 2 1 2 5 3 2 3 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
CRK_HUMAN P46108 CRK Proto-oncogene C-crk OS=Homo sapiens GN=CRK PE=1 SV=233812.8 7 4 1 12 7 4 1 0 0 0 0 12 Molecular function unclassifiedBiological process unclassifiedAngiogenesis->Crk oncogene;;High Quality
KCD12_HUMAN Q96CX2 KCTD12 (C13orf2) (KIAA1778) (PFET1)BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=135683.8 6 2 4 12 10 3 5 0 0 0 0 18 Select regulatory moleculeCation transport 0 High Quality
LACE1_HUMAN Q8WV93 LACE1 (AFG1) Lactation elevated protein 1 OS=Homo sapiens GN=LACE1 PE=2 SV=254829 1 1 2 2 1 0 0 0 0 3 Hydrolase Biological process unclassified0 Matchup
PPIL3_HUMAN Q9H2H8 PPIL3 Peptidyl-prolyl cis-trans isomerase-like 3 OS=Homo sapiens GN=PPIL3 PE=1 SV=118136.7 4 1 1 6 5 2 2 0 0 0 0 9 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
RL12_HUMAN P30050 RPL12 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=117801.1 3 1 2 6 4 1 3 0 0 0 0 8 Ribosomal protein Protein biosynthesis 0 High Quality
H2B1C_HUMAN P62807 HIST1H2BC (  Histone H2B type 1-C/E/F/G/I) Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=213890.6 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
GALK1_HUMAN P51570 GALK1 (GALK) Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=142254.1 5 1 5 11 5 1 11 0 0 0 0 17 Carbohydrate kinase Monosaccharide metabolismFructose galactose metabolism->Galactokinase;;High Quality
FAHD1_HUMANQ6P587 FAHD1 (C16orf36) (YISKL)Fumarylacetoacetate hydrolase domain-containing protein 1 OS=Homo sapiens GN=FAHD1 PE=1 SV=224825.4 2 5 7 3 17 0 0 0 0 20 Other hydrolase Amino acid catabolism0 High Quality
HSPB8_HUMAN Q9UJY1 HSPB8 (CRYAC) (E2IG1) (HSP22) (PP1629)Heat shock protein beta-8 OS=Homo sapiens GN=HSPB8 PE=1 SV=121586.4 2 3 5 3 4 0 0 0 0 7 Other chaperones Protein folding;Stress response0 High Quality
PNPT1_HUMAN Q8TCS8 PNPT1 (PNPASE)Polyribonucleotide nucleotidyltransferase 1, mitochondrial OS=Homo sapiens GN=PNPT1 PE=1 SV=285934.1 11 2 10 23 12 2 25 0 0 0 0 39 Exoribonuclease;Nucleotidyltransferase;EsteraseRNA catabolism 0 High Quality
MTND_HUMAN Q9BV57 ADI1 (MTCBP1) (HMFT1638)1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase OS=Homo sapiens GN=ADI1 PE=1 SV=121481.2 1 2 3 1 3 0 0 0 0 4 Oxidoreductase Amino acid metabolism0 High Quality
LG3BP_HUMAN Q08380 LGALS3BP (M2BP)Galectin-3-binding protein OS=Homo sapiens GN=LGALS3BP PE=1 SV=165314.1 7 4 11 21 13 0 0 0 0 34 Other receptor Cell adhesion-mediated signaling;Macrophage-mediated immunity0 High Quality
LAMB2_HUMANP55268 LAMB2 (LAMS)Laminin subunit beta-2 OS=Homo sapiens GN=LAMB2 PE=1 SV=2195957.9 14 10 13 37 62 18 14 0 0 0 0 94 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
PPM1F_HUMANP49593 PPM1F (KIAA0015) (POPX2)Protein phosphatase 1F OS=Homo sapiens GN=PPM1F PE=1 SV=349812.3 4 1 5 10 5 1 9 0 0 0 0 15 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
TTC38_HUMAN Q5R3I4 TTC38 Tetratricopeptide repeat protein 38 OS=Homo sapiens GN=TTC38 PE=1 SV=152770.4 3 3 4 0 0 0 0 4 Molecular function unclassifiedRNA catabolism;Other metabolism0 High Quality
DCTN3_HUMANO75935 DCTN3 (DCTN22)Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=121101.8 2 3 1 6 2 3 1 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
PACN2_HUMANQ9UNF0 PACSIN2 Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens GN=PACSIN2 PE=1 SV=255720.9 1 7 8 1 19 0 0 0 0 20 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
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SELM_HUMAN Q8WWX9 SELM (SEPM) Selenoprotein M OS=Homo sapiens GN=SELM PE=2 SV=316214.2 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
HSPB3_HUMAN Q12988 HSPB3 (HSPL27)Heat shock protein beta-3 OS=Homo sapiens GN=HSPB3 PE=2 SV=216948 2 1 3 2 4 0 0 0 0 6 Other chaperones Protein folding;Stress response0 High Quality
LCN1_HUMAN P31025 LCN1 (VEGP) Lipocalin-1 OS=Homo sapiens GN=LCN1 PE=1 SV=1 19232.3 2 3 5 8 10 0 0 0 0 18 Other transfer/carrier proteinTaste 0 High Quality
RL27_HUMAN P61353 RPL27 60S ribosomal protein L27 OS=Homo sapiens GN=RPL27 PE=1 SV=215780.4 1 1 2 0 0 1 1 2 Protein biosynthesis Protein biosynthesis 0 Failed Matchup
SRR_HUMAN Q9GZT4 SRR Serine racemase OS=Homo sapiens GN=SRR PE=1 SV=136547.9 1 1 2 1 1 0 0 0 0 2 Lyase;Epimerase/racemaseAmino acid metabolism;Synaptic transmission;Other neuronal activity0 Matchup
LYRM1_HUMANO43325 LYRM1 LYR motif-containing protein 1 OS=Homo sapiens GN=LYRM1 PE=2 SV=114264.5 4 1 5 4 1 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
ATP5S_HUMAN Q99766 ATP5S (ATPW)ATP synthase subunit s, mitochondrial OS=Homo sapiens GN=ATP5S PE=1 SV=224865 1 1 2 1 1 0 0 0 0 2 Hydrogen transporter Cation transport 0 Matchup
CS010_HUMAN Q969H8 C19orf10 (IL25)UPF0556 protein C19orf10 OS=Homo sapiens GN=C19orf10 PE=1 SV=118776.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RANB3_HUMANQ9H6Z4 RANBP3 Ran-binding protein 3 OS=Homo sapiens GN=RANBP3 PE=1 SV=160191.9 1 2 3 1 3 0 0 0 0 4 Other G-protein modulatorNuclear transport;Protein targeting0 High Quality
PIN4_HUMAN Q9Y237 PIN4 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 OS=Homo sapiens GN=PIN4 PE=1 SV=113792.1 4 2 6 6 3 0 0 0 0 9 Other isomerase Protein folding;Cytokinesis0 High Quality
RL38_HUMAN P63173 RPL38 60S ribosomal protein L38 OS=Homo sapiens GN=RPL38 PE=1 SV=28200.5 1 1 2 0 0 1 1 2 Protein biosynthesis Protein biosynthesis 0 Failed Matchup
LZIC_HUMAN Q8WZA0 LZIC Protein LZIC OS=Homo sapiens GN=LZIC PE=1 SV=1 21477.7 3 3 1 7 3 3 1 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
HOP_HUMAN Q9BPY8 HOPX (HOD) (HOP) (LAGY) (NECC1) (OB1)Homeodomain-only protein OS=Homo sapiens GN=HOPX PE=2 SV=18242.2 1 1 2 0 0 1 1 2 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
SMD3_HUMAN P62318 SNRPD3 Small nuclear ribonucleoprotein Sm D3 OS=Homo sapiens GN=SNRPD3 PE=1 SV=113898.6 1 1 1 3 1 1 2 0 0 0 0 4 mRNA splicing factor;RibonucleoproteinmRNA splicing 0 Matchup
SPTB1_HUMAN P11277 SPTB (SPTB1) Spectrin beta chain, erythrocyte OS=Homo sapiens GN=SPTB PE=1 SV=4246307.2 1 2 1 4 1 2 0 0 0 1 4 Non-motor actin binding proteinCell structure 0 High Quality
NEK7_HUMAN Q8TDX7 NEK7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=134533.9 7 2 9 12 3 0 0 0 0 15 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
ENOG_HUMAN P09104 ENO2 Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=347251.7 4 2 3 9 13 2 3 0 0 0 0 18 Lyase Glycolysis Glycolysis->Enolase;;High Quality
AP3S1_HUMAN Q92572 AP3S1 (CLAPS3)AP-3 complex subunit sigma-1 OS=Homo sapiens GN=AP3S1 PE=2 SV=121714.7 2 2 2 0 0 0 0 2 Vesicle coat protein Biological process unclassified0 High Quality
HOT_HUMAN Q8IWW8 ADHFE1 (HMFT2263)Hydroxyacid-oxoacid transhydrogenase, mitochondrial OS=Homo sapiens GN=ADHFE1 PE=1 SV=150290.8 3 1 8 12 5 1 10 0 0 0 0 16 Dehydrogenase Other carbohydrate metabolism0 High Quality
YM014_HUMANQ8IW45 CARKD Uncharacterized protein FLJ10769 OS=Homo sapiens PE=1 SV=136557.6 7 4 11 18 7 0 0 0 0 25 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 High Quality
LSM3_HUMAN P62310 LSM3 (MDS017)U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens GN=LSM3 PE=1 SV=211827.5 2 2 4 0 0 0 0 4 mRNA splicing factor mRNA splicing 0 High Quality
TGM3_HUMAN Q08188 TGM3 Protein-glutamine gamma-glutamyltransferase E OS=Homo sapiens GN=TGM3 PE=1 SV=376741.3 1 4 5 1 10 0 0 11 Acyltransferase;Other transferaseOther developmental process0 High Quality
RWDD4_HUMANQ6NW29 RWDD4A (FAM28A)RWD domain-containing protein 4A OS=Homo sapiens GN=RWDD4A PE=2 SV=321233.6 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
H2A1A_HUMANQ96QV6 HIST1H2AA (H2AFR)Histone H2A type 1-A OS=Homo sapiens GN=HIST1H2AA PE=1 SV=315127.1 2 1 3 3 3 0 0 0 0 6 Histone Chromatin packaging and remodeling0 High Quality
BAX_HUMAN Q07812 BAX (BCL2L4) Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=121167.2 2 2 1 5 5 2 1 0 0 0 0 8 Other signaling moleculeInduction of apoptosis;Gametogenesis;Hematopoiesis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressorp53 pathway->BCL2-associated X protein;;Apoptosis signaling pathway->Bcl-2 associated x protein;;Huntington disease->Bcl-2-associated X protein;;;;High Quality
COMD1_HUMANQ8N668 COMMD1 (C2orf5) (MURR1)COMM domain-containing protein 1 OS=Homo sapiens GN=COMMD1 PE=1 SV=121160.9 1 2 3 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
STUB1_HUMAN Q9UNE7 STUB1 (CHIP) (PP1131)STIP1 homology and U box-containing protein 1 OS=Homo sapiens GN=STUB1 PE=1 SV=234839 5 3 8 5 8 0 0 0 0 13 Molecular function unclassifiedBiological process unclassifiedParkinson disease->Carboxyl terminus of the Hsc-70 interacting protein;;High Quality
COX2_HUMAN P00403 MT-CO2 (COII) (COXII) (MTCO2)Cytochrome c oxidase subunit 2 OS=Homo sapiens GN=MT-CO2 PE=1 SV=125548.4 2 1 3 4 1 0 0 0 0 5 Phosphorylase Purine metabolism 0 High Quality
DYSF_HUMAN O75923 DYSF (FER1L1)Dysferlin OS=Homo sapiens GN=DYSF PE=1 SV=1 237283.7 1 1 2 2 0 0 1 0 3 Other membrane traffic proteinMuscle contraction 0 Matchup
RUVB2_HUMANQ9Y230 RUVBL2 (INO80J) (TIP48) (TIP49B) (CGI-46)RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=351140.1 11 4 6 21 13 6 6 0 0 0 0 25 Transcription cofactor;DNA helicasemRNA transcription regulation;Embryogenesis;Mesoderm development0 High Quality
PGRP2_HUMAN Q96PD5 PGLYRP2 (PGLYRPL) (PGRPL) (UNQ3103/PRO10102)N-acetylmuramoyl-L-alanine amidase OS=Homo sapiens GN=PGLYRP2 PE=1 SV=162199.9 3 3 5 0 0 0 0 5 Other receptor Complement-mediated immunity0 High Quality
NID1_HUMAN P14543 NID1 (NID) Nidogen-1 OS=Homo sapiens GN=NID1 PE=1 SV=2 136433.8 6 2 10 18 19 4 13 0 0 0 0 36 Extracellular matrix glycoproteinCell adhesion 0 High Quality
LSM2_HUMAN Q9Y333 LSM2 (C6orf28) (G7B)U6 snRNA-associated Sm-like protein LSm2 OS=Homo sapiens GN=LSM2 PE=1 SV=110816.6 1 1 2 4 1 1 4 0 0 0 0 6 Ribonucleoprotein mRNA splicing 0 High Quality
VASP_HUMAN P50552 VASP Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=339811.1 5 2 7 12 9 0 0 0 0 21 Non-motor actin binding proteinCell motility Axon guidance mediated by netrin->Enabled;;Cytoskeletal regulation by Rho GTPase->Enabled/vasodialator stimulated phosphoprotein;;Axon guidance mediated by Slit/Robo->Mammalian enabled;;Integrin signalling pathway->Vasodilator-stimulated phosphoprotein;;;High Quality
ANGT_HUMAN P01019 AGT (SERPINA8)Angiotensinogen OS=Homo sapiens GN=AGT PE=1 SV=153136.8 4 1 5 6 1 0 0 0 0 7 Serine protease inhibitorProteolysis Angiotensin II-stimulated signaling through G proteins and beta-arrestin->Angiotensin II;;High Quality
SMD2_HUMAN P62316 SNRPD2 (SNRPD1)Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=113509.1 2 2 1 5 3 2 1 0 0 0 0 6 mRNA processing factorPre-mRNA processing0 High Quality
UBC9_HUMAN P63279 UBE2I (UBC9) (UBCE9)SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=117989.5 2 1 3 2 1 0 0 0 0 3 Other ligase Protein modification;Meiosis;Embryogenesis;Determination of dorsal/ventral axis;Chromosome segregation;Cell proliferation and differentiation0 High Quality
RTN4_HUMAN Q9NQC3 RTN4 (KIAA0886) (NOGO) (My043) (SP1507)Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2129916.5 3 5 8 4 9 0 0 0 0 13 Membrane traffic proteinIntracellular protein traffic;Neurogenesis0 High Quality
PAK2_HUMAN Q13177 PAK2 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=358026.1 1 4 3 8 1 6 3 0 0 0 0 10 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;High Quality
H2A1B_HUMANP04908 HIST1H2AB (H2AFM); HIST1H2AE (H2AFA)Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=214002 1 1 2 0 0 0 0 2 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
EMAL1_HUMANO00423 EML1 (EMAP1) (EMAPL) (EMAPL1)Echinoderm microtubule-associated protein-like 1 OS=Homo sapiens GN=EML1 PE=2 SV=289800.9 5 2 3 10 11 2 3 0 0 0 0 16 Molecular function unclassifiedBiological process unclassified0 High Quality
SCRN2_HUMAN Q96FV2 SCRN2 Secernin-2 OS=Homo sapiens GN=SCRN2 PE=2 SV=2 46545.9 5 4 9 7 9 0 0 0 0 16 Other miscellaneous function proteinProteolysis 0 High Quality
OPLA_HUMAN O14841 OPLAH 5-oxoprolinase OS=Homo sapiens GN=OPLAH PE=2 SV=3137438.1 13 1 8 22 21 1 15 0 0 0 0 37 Other hydrolase Amino acid biosynthesis;Detoxification;Other metabolism0 High Quality
PRELP_HUMAN P51888 PRELP (SLRR2A)Prolargin OS=Homo sapiens GN=PRELP PE=1 SV=1 43794.4 5 3 8 9 5 0 0 0 0 14 Receptor;Extracellular matrixCell adhesion-mediated signaling0 High Quality
DNJB2_HUMAN P25686 DNAJB2 (HSJ1) (HSPF3)DnaJ homolog subfamily B member 2 OS=Homo sapiens GN=DNAJB2 PE=2 SV=335562.7 1 1 1 0 0 0 0 1 Protein folding Protein folding 0 One Hit Wonders
PMGE_HUMAN P07738 BPGM Bisphosphoglycerate mutase OS=Homo sapiens GN=BPGM PE=1 SV=229987.9 2 3 5 3 6 0 0 0 0 9 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
C1R_HUMAN P00736 C1R Complement C1r subcomponent OS=Homo sapiens GN=C1R PE=1 SV=180156.7 2 4 6 2 4 0 0 0 0 6 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
EI2BL_HUMAN Q9BV20 MRI1 Translation initiation factor eIF-2B subunit alpha/beta/delta-like protein OS=Homo sapiens GN=UNQ6390/PRO21135 PE=1 SV=139131.8 2 1 2 5 2 2 3 0 0 0 0 7 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
N6MT1_HUMANQ9Y5N5 N6AMT1 (C21orf127) (HEMK2) (PRED28)N(6)-adenine-specific DNA methyltransferase 1 OS=Homo sapiens GN=N6AMT1 PE=2 SV=222883.6 2 2 4 3 2 0 0 0 0 5 DNA methyltransferase;DNA methyltransferaseDNA metabolism 0 High Quality
SDCB1_HUMAN O00560 SDCBP (MDA9) (SYCL)Syntenin-1 OS=Homo sapiens GN=SDCBP PE=1 SV=1 32427.3 2 5 7 2 10 0 0 0 0 12 Membrane traffic regulatory proteinIntracellular protein traffic0 High Quality
AK1C3_HUMAN P42330 AKR1C3 (DDH1) (HSD17B5) (KIAA0119) (PGFS)Aldo-keto reductase family 1 member C3 OS=Homo sapiens GN=AKR1C3 PE=1 SV=336827.1 7 4 11 9 6 0 0 0 0 15 Reductase Other metabolism 0 High Quality
EMI5_HUMAN Q9NX18 C11orf79 Protein EMI5 homolog, mitochondrial OS=Homo sapiens GN=C11orf79 PE=2 SV=119582.7 2 2 4 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
KR131_HUMAN Q8IUC0 KRTAP13-1 (KAP13.1) (KRTAP13.1)Keratin-associated protein 13-1 OS=Homo sapiens GN=KRTAP13-1 PE=2 SV=218708.8 1 1 1 0 0 0 0 1 Miscellaneous;Cell structureMiscellaneous;Cell structure0 One Hit Wonders
BAT3_HUMAN P46379 BAT3 (G3) Large proline-rich protein BAT3 OS=Homo sapiens GN=BAT3 PE=1 SV=2119389.3 8 5 4 17 13 5 9 0 0 0 0 27 Select regulatory moleculeApoptotic processes 0 High Quality
SRP09_HUMAN P49458 SRP9 Signal recognition particle 9 kDa protein OS=Homo sapiens GN=SRP9 PE=1 SV=210093.6 1 1 1 3 1 2 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
UBA3_HUMAN Q8TBC4 UBA3 (UBE1C)NEDD8-activating enzyme E1 catalytic subunit OS=Homo sapiens GN=UBA3 PE=1 SV=251835.4 6 4 10 9 5 0 0 0 0 14 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
PPP5_HUMAN P53041 PPP5C (PPP5) Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=156862.2 8 4 12 11 5 0 0 0 0 16 Protein phosphatase Regulation of carbohydrate metabolism;Other polysaccharide metabolism;Glycogen metabolism;mRNA transcription;Protein phosphorylation;Translational regulation;Other intracellular signaling cascade;Stress response;Meiosis;Cell cycle control;Mitosis;Homeosta0 High Quality
PRS6B_HUMAN P43686 PSMC4 (MIP224) (TBP7)26S protease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 SV=247349.7 6 7 13 6 16 0 0 0 0 22 Other hydrolase Proteolysis Ubiquitin proteasome pathway->19S proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
NADC_HUMAN Q15274 QPRT Nicotinate-nucleotide pyrophosphorylase [carboxylating] OS=Homo sapiens GN=QPRT PE=1 SV=230797.3 4 3 7 6 7 0 0 0 0 13 Molecular function unclassifiedBiological process unclassified0 High Quality
CG024_HUMAN O75223 GGCT Uncharacterized protein C7orf24 OS=Homo sapiens GN=C7orf24 PE=1 SV=120990 4 1 2 7 7 1 6 0 0 0 0 14 Transaminase Other carbohydrate metabolismO-antigen biosynthesis->Fructose-6-phosphate aminotransferase;;N-acetylglucosamine metabolism->Fructose-6-phosphate aminotransferase;;;High Quality
ARC1A_HUMANQ92747 ARPC1A (SOP2L)Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=241551.2 4 3 7 4 6 0 0 0 0 10 Other actin family cytoskeletal proteinCell structureHuntington disease->Actin-related protein 2 and 3 complex;;Integrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
PRS4_HUMAN P62191 PSMC1 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=149168.4 9 1 7 17 18 1 21 0 0 0 0 40 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
UFD1_HUMAN Q92890 UFD1L Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=334483.2 1 1 1 3 1 1 1 0 0 0 0 3 Select regulatory moleculePre-mRNA processing;Proteolysis;Transport0 Matchup
MK14_HUMAN Q16539 MAPK14 (CSBP) (CSBP1) (CSBP2) (CSPB1) (MXI2)Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=341276.7 2 2 2 0 0 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAlzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;EGF receptor signaling pathway->p38 MAP kinase;;Parkinson disease->Stress-activated protein kinase;;p38 MAPK pathway->p38-delta mitogen-activated protein kinase;;Oxidative streHigh Quality
RFA2_HUMAN P15927 RPA2 (REPA2) (RPA32) (RPA34)Replication protein A 32 kDa subunit OS=Homo sapiens GN=RPA2 PE=1 SV=129228.7 1 3 4 1 7 0 0 0 0 8 Single-stranded DNA-binding proteinDNA replication;DNA repair;DNA recombination;DNA replicationDNA replication->RPA;;High Quality
TPD52_HUMAN P55327 TPD52 Tumor protein D52 OS=Homo sapiens GN=TPD52 PE=1 SV=119845.3 1 1 4 6 1 1 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
VAMP3_HUMANQ15836 VAMP3 (SYB3)Vesicle-associated membrane protein 3 OS=Homo sapiens GN=VAMP3 PE=1 SV=311291.1 1 2 3 2 5 0 0 0 0 7 SNARE protein Exocytosis;Muscle developmentThyrotropin-releasing hormone receptor signaling pathway->SNARE COMPLEX;;Metabotropic glutamate receptor group II pathway->N-ethylmaleimide-sensitive factor attachment protein receptor;;Opioid proopiomelanocortin pathway->SNARE COMPLEX;;Dopamine receptor High Quality
MMAB_HUMANQ96EY8 MMAB Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Homo sapiens GN=MMAB PE=1 SV=127371.1 3 1 1 5 6 2 1 0 0 0 0 9 Dehydrogenase Other carbon metabolism0 High Quality
LV205_HUMAN P01708 n.o Ig lambda chain V-II region BUR OS=Homo sapiens PE=1 SV=111562.8 1 1 2 5 4 0 0 9 No Gene Symbol No Gene SymbolNo Gene SymbolFailed Matchup
ADX_HUMAN P10109 FDX1 (ADX) Adrenodoxin, mitochondrial OS=Homo sapiens GN=FDX1 PE=1 SV=119375.1 2 2 2 6 3 3 2 0 0 0 0 8 Reductase;Oxidase Steroid metabolism;Protein complex assembly;Ferredoxin metabolism;Vitamin metabolismVitamin D metabolism and pathway->Ferredoxin;;High Quality
HBG1_HUMAN P69891 HBG1 Hemoglobin subunit gamma-1 OS=Homo sapiens GN=HBG1 PE=1 SV=216122.5 2 4 6 2 6 0 0 0 0 8 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
DHSB_HUMAN P21912 SDHB (SDH) (SDH1)Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Homo sapiens GN=SDHB PE=1 SV=331613 3 5 8 4 8 0 0 0 0 12 Dehydrogenase Tricarboxylic acid pathway;Oxidative phosphorylation0 High Quality
MPCP_HUMAN Q00325 SLC25A3 (PHC) (OK/SW-cl.48)Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=240077.9 5 1 6 9 1 0 0 0 0 10 Transporter;Mitochondrial carrier proteinPhosphate transport;Transport0 High Quality
NH2L1_HUMAN P55769 NHP2L1 NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=314155.8 2 1 3 2 1 0 0 0 0 3 Ribosomal protein rRNA metabolism;Protein biosynthesis0 High Quality
CAPZB_HUMAN P47756 CAPZB F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=431333.6 7 3 10 11 12 0 0 0 0 23 Non-motor actin binding proteinCell structure 0 High Quality
UB2G1_HUMANP62253 UBE2G1 (UBE2G)Ubiquitin-conjugating enzyme E2 G1 OS=Homo sapiens GN=UBE2G1 PE=1 SV=319491.8 1 1 2 2 2 0 0 0 0 4 Protein modification;Cell proliferation and differentiationProtein modification;Cell proliferation and differentiationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Parkinson disease->Ubiquitin-conjugating enzyme 7;;;Failed Matchup
KV104_HUMAN P01596 n.o Ig kappa chain V-I region CAR OS=Homo sapiens PE=1 SV=111879.5 1 1 1 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
MP2K2_HUMANP36507 MAP2K2 (MEK2) (MKK2) (PRKMK2)Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=144407.2 4 4 8 6 6 0 0 0 0 12 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 2;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF High Quality
TPPC3_HUMAN O43617 TRAPPC3 (BET3) (CDABP0066)Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=120256.7 2 2 4 5 3 0 0 0 0 8 Molecular function unclassifiedIntracellular protein traffic0 High Quality
LYRM5_HUMANQ6IPR1 LYRM5 LYR motif-containing protein 5 OS=Homo sapiens GN=LYRM5 PE=2 SV=110587.5 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
NDUA8_HUMANP51970 NDUFA8 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 8 OS=Homo sapiens GN=NDUFA8 PE=1 SV=320087.2 1 1 3 0 0 0 0 3 Oxidative phosphorylationOxidative phosphorylation0 One Hit Wonders
CT077_HUMAN Q9NQG5 RPRD1B UPF0400 protein C20orf77 OS=Homo sapiens GN=C20orf77 PE=1 SV=136882.8 3 1 4 3 1 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
RS29_HUMAN P62273 RPS29 40S ribosomal protein S29 OS=Homo sapiens GN=RPS29 PE=1 SV=26658.9 1 1 1 3 2 2 1 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
ARHL2_HUMAN Q9NX46 ADPRHL2 (ARH3)Poly(ADP-ribose) glycohydrolase ARH3 OS=Homo sapiens GN=ADPRHL2 PE=1 SV=138929.3 4 4 8 5 9 0 0 0 0 14 Hydrolase Protein ADP-ribosylation0 High Quality
RT22_HUMAN P82650 MRPS22 (C3orf5) (RPMS22) (GK002)28S ribosomal protein S22, mitochondrial OS=Homo sapiens GN=MRPS22 PE=1 SV=141263.5 1 3 2 6 1 4 6 0 0 0 0 11 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
DNPEP_HUMANQ9ULA0 DNPEP (ASPEP) (DAP)Aspartyl aminopeptidase OS=Homo sapiens GN=DNPEP PE=1 SV=152410.6 6 1 1 8 8 1 1 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
ST1A3_HUMAN P50224 SULT1A3 (STM); SULT1A4Sulfotransferase 1A3/1A4 OS=Homo sapiens GN=SULT1A3 PE=1 SV=134178.8 6 2 8 10 3 0 0 0 0 13 Other transferase Steroid hormone metabolism;Sulfur metabolism0 High Quality
QORX_HUMAN Q53FA7 TP53I3 (PIG3) Putative quinone oxidoreductase OS=Homo sapiens GN=TP53I3 PE=1 SV=235519.3 3 2 3 8 3 2 3 0 0 0 0 8 Dehydrogenase;ReductaseOther carbohydrate metabolism;Apoptosis;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
MYOZ2_HUMANQ9NPC6 MYOZ2 (C4orf5)Myozenin-2 OS=Homo sapiens GN=MYOZ2 PE=1 SV=129880.9 4 1 2 7 4 1 3 0 0 0 0 8 Structural protein Biological process unclassified0 High Quality
APIP_HUMAN Q96GX9 APIP (CGI-29) APAF1-interacting protein OS=Homo sapiens GN=APIP PE=1 SV=127107.4 3 3 6 6 4 0 0 0 0 10 Epimerase/racemase Carbohydrate metabolism0 High Quality
CAH4_HUMAN P22748 CA4 Carbonic anhydrase 4 OS=Homo sapiens GN=CA4 PE=1 SV=235014.8 3 3 3 0 0 0 0 3 Dehydratase Other carbon metabolism0 High Quality
BROX_HUMAN Q5VW32 BROX (BROFTI) (C1orf58)BRO1 domain-containing protein BROX OS=Homo sapiens GN=BROX PE=1 SV=146459.9 4 4 4 0 0 0 0 4 Hydrolase Detoxification;Other metabolism0 High Quality
PRNIP_HUMAN O43414 PRNPIP (PINT1) (PRNPIP1)Prion protein-interacting protein OS=Homo sapiens GN=PRNPIP PE=2 SV=237220.9 1 1 2 0 0 2 2 4 Biological process unclassifiedBiological process unclassified0 Failed Matchup
RL9_HUMAN P32969 RPL9 (OK/SW-cl.103); RPL9P7; RPL9P8; RPL9P960S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=121845.7 2 2 3 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
INO1_HUMAN Q9NPH2 ISYNA1 (INO1)Inositol-3-phosphate synthase OS=Homo sapiens GN=INO1 PE=1 SV=161049.9 3 4 7 5 11 0 0 0 0 16 Hydroxylase Other metabolism 0 High Quality
TELT_HUMAN O15273 TCAP Telethonin OS=Homo sapiens GN=TCAP PE=1 SV=1 19033.3 1 1 2 2 2 0 0 0 0 4 Protein complex assembly;Cell structure;Cell motilityProtein complex assembly;Cell structure;Cell motility0 Failed Matchup
SDF1_HUMAN P48061 CXCL12 (SDF1) (SDF1A) (SDF1B)Stromal cell-derived factor 1 OS=Homo sapiens GN=CXCL12 PE=1 SV=110647.9 1 1 0 0 2 0 2 Biological process unclassifiedBiological process unclassifiedAxon guidance mediated by Slit/Robo->Sdf1;;One Hit Wonders
DHAK_HUMAN Q3LXA3 DAK Dihydroxyacetone kinase OS=Homo sapiens GN=DAK PE=2 SV=158960.1 3 2 4 9 4 4 5 0 0 0 0 13 Molecular function unclassifiedBiological process unclassified0 High Quality
RM41_HUMAN Q8IXM3 MRPL41 (BMRP) (MRPL27) (RPML27) (PIG3)39S ribosomal protein L41, mitochondrial OS=Homo sapiens GN=MRPL41 PE=1 SV=115365.3 1 2 3 1 3 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
H12_HUMAN P16403 HIST1H1C (H1F2)Histone H1.2 OS=Homo sapiens GN=HIST1H1C PE=1 SV=221347.8 1 1 0 0 1 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
COEA1_HUMANQ05707 COL14A1 (UND)Collagen alpha-1(XIV) chain OS=Homo sapiens GN=COL14A1 PE=2 SV=3193498.1 7 2 1 10 11 2 1 0 0 0 0 14 Extracellular matrix structural proteinCell communication;Cell adhesion;Skeletal development;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
NUBP2_HUMANQ9Y5Y2 NUBP2 Nucleotide-binding protein 2 OS=Homo sapiens GN=NUBP2 PE=1 SV=128807.3 3 4 7 3 6 0 0 0 0 9 Other hydrolase Protein metabolism and modification0 High Quality
CRKL_HUMAN P46109 CRKL Crk-like protein OS=Homo sapiens GN=CRKL PE=1 SV=133759.3 1 2 2 5 1 2 3 0 0 0 0 6 Other miscellaneous function proteinG-protein mediated signalingAngiogenesis->Crk oncogene;;Integrin signalling pathway->Crk;;;High Quality
PALMD_HUMANQ9NP74 PALMD (C1orf11) (PALML)Palmdelphin OS=Homo sapiens GN=PALMD PE=1 SV=162741.2 5 4 9 10 4 0 0 0 0 14 Other miscellaneous function proteinSignal transduction 0 High Quality
CA069_HUMAN Q5T440 C1orf69 Putative transferase C1orf69, mitochondrial OS=Homo sapiens GN=C1orf69 PE=1 SV=138137.5 9 2 11 12 3 0 0 0 0 15 Molecular function unclassifiedBiological process unclassified0 High Quality
RT06_HUMAN P82932 MRPS6 (C21orf101) (RPMS6)28S ribosomal protein S6, mitochondrial OS=Homo sapiens GN=MRPS6 PE=2 SV=314209.1 1 1 2 4 1 1 2 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
SLK_HUMAN Q9H2G2 SLK (KIAA0204) (STK2)STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1142679.8 9 1 10 13 1 0 0 0 0 14 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
TIPRL_HUMAN O75663 TIPRL TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=231426.8 4 4 8 4 5 0 0 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
FETUA_HUMAN P02765 AHSG (FETUA) (PRO2743)Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=139305.4 2 4 6 2 13 0 0 0 0 15 Cysteine protease inhibitor;Extracellular matrix glycoproteinProteolysis;Other immune and defense;Skeletal development0 High Quality
EIF3I_HUMAN Q13347 EIF3I (EIF3S2) (TRIP1)Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=136484 4 1 1 6 4 1 3 0 0 0 0 8 Translation initiation factorProtein biosynthesis 0 High Quality
AMPB_HUMAN Q9H4A4 RNPEP (APB) Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=2 SV=272579.4 4 1 5 10 6 1 12 0 0 0 0 19 Other hydrolase;MetalloproteaseFatty acid biosynthesis;Lipid metabolism;Proteolysis;Other immune and defense0 High Quality
KGP1A_HUMANQ13976 PRKG1 (PRKGR1A)cGMP-dependent protein kinase 1, alpha isozyme OS=Homo sapiens GN=PRKG1 PE=1 SV=376349.9 4 1 5 7 1 0 0 0 0 8 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other neuronal activity;Muscle contractionEndothelin signaling pathway->protein kinase, cGMP-dependent;;High Quality
QIL1_HUMAN Q5XKP0 QIL1 (C19orf70)Protein QIL1 OS=Homo sapiens GN=QIL1 PE=1 SV=1 13069.3 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
KV105_HUMAN P01597 n.o Ig kappa chain V-I region DEE OS=Homo sapiens PE=1 SV=111642.3 1 1 6 0 0 0 0 6 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
PSDE_HUMAN O00487 PSMD14 (POH1)26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=134558.6 2 3 5 3 5 0 0 0 0 8 Other miscellaneous function proteinProtein metabolism and modificationCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
RL13A_HUMAN P40429 RPL13A 60S ribosomal protein L13a OS=Homo sapiens GN=RPL13A PE=1 SV=223559.9 1 1 0 0 0 1 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
PNPH_HUMAN P00491 NP (PNP) Purine nucleoside phosphorylase OS=Homo sapiens GN=NP PE=1 SV=232100 8 1 9 14 1 0 0 0 0 15 Phosphorylase Purine metabolismXanthine and guanine salvage pathway->Guanosine phosphorylase;;Adenine and hypoxanthine salvage pathway->Adenine phosphorylase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine phosphorylase;;Adenine and hypoxanthine salvage pathway->Deoxyinosine High Quality
UBL5_HUMAN Q9BZL1 UBL5 Ubiquitin-like protein 5 OS=Homo sapiens GN=UBL5 PE=1 SV=18529.2 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
RM01_HUMAN Q9BYD6 MRPL1 (BM-022)39S ribosomal protein L1, mitochondrial OS=Homo sapiens GN=MRPL1 PE=2 SV=134436.1 3 3 7 0 0 0 0 7 Ribosomal protein Protein biosynthesis 0 High Quality
DPYL1_HUMAN Q14194 CRMP1 (DPYSL1)Dihydropyrimidinase-related protein 1 OS=Homo sapiens GN=CRMP1 PE=1 SV=161946.1 2 2 0 0 3 0 3 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
SNX12_HUMAN Q9UMY4 SNX12 Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=319713 3 3 6 3 4 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
ASF1A_HUMAN Q9Y294 ASF1A (CGI-98) (HSPC146)Histone chaperone ASF1A OS=Homo sapiens GN=ASF1A PE=1 SV=122950.4 1 1 1 0 0 0 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
GPX1_HUMAN P07203 GPX1 Glutathione peroxidase 1 OS=Homo sapiens GN=GPX1 PE=1 SV=321928.4 5 1 6 10 1 0 0 0 0 11 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
NDUB3_HUMANO43676 NDUFB3 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 3 OS=Homo sapiens GN=NDUFB3 PE=2 SV=311384.1 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RANG_HUMAN P43487 RANBP1 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=123292.8 5 2 7 9 2 0 0 0 0 11 Other G-protein modulatorNuclear transport;Protein targeting0 High Quality
TBB6_HUMAN Q9BUF5 TUBB6 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=149839.1 2 1 7 10 3 2 18 0 0 0 0 23 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
H14_HUMAN P10412 HIST1H1E (H1F4)Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=221848.9 1 5 6 1 7 0 0 0 0 8 Histone Chromatin packaging and remodeling0 High Quality
U639_HUMAN A6NEE1 n.o UPF0639 protein OS=Homo sapiens PE=3 SV=2 59154.3 1 1 0 0 0 1 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
CH059_HUMAN Q8N0T1 C8orf59 Uncharacterized protein C8orf59 OS=Homo sapiens GN=C8orf59 PE=2 SV=211438.7 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HV205_HUMAN P01818 n.o Ig heavy chain V-II region HE OS=Homo sapiens PE=1 SV=113465.3 1 1 1 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
SIAE_HUMAN Q9HAT2 SIAE (YSG2) Sialate O-acetylesterase OS=Homo sapiens GN=SIAE PE=2 SV=158297.3 4 2 6 8 7 0 0 0 0 15 Esterase Biological process unclassified0 High Quality
EST1_HUMAN P23141 CES1 (CES2) (SES1)Liver carboxylesterase 1 OS=Homo sapiens GN=CES1 PE=1 SV=262504.4 6 7 13 11 8 0 0 0 0 19 Molecular function unclassifiedBiological process unclassified0 High Quality
TOLIP_HUMAN Q9H0E2 TOLLIP Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=130263.4 7 2 9 7 6 0 0 0 0 13 Molecular function unclassifiedBiological process unclassified0 High Quality
TAU_HUMAN P10636 MAPT (MAPTL) (MTBT1) (TAU)Microtubule-associated protein tau OS=Homo sapiens GN=MAPT PE=1 SV=478859.7 9 5 1 15 15 7 1 0 0 0 0 23 Non-motor microtubule binding proteinApoptosis;Cell structure0 High Quality
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SNP29_HUMAN O95721 SNAP29 Synaptosomal-associated protein 29 OS=Homo sapiens GN=SNAP29 PE=1 SV=128953.2 1 1 2 0 0 0 0 2 General vesicle transport;TransportGeneral vesicle transport;TransportThyrotropin-releasing hormone receptor signaling pathway->SNARE COMPLEX;;Metabotropic glutamate receptor group II pathway->N-ethylmaleimide-sensitive factor attachment protein receptor;;Dopamine receptor mediated signaling pathway->SNARE Complex;;MuscarinOne Hit Wonders
SMC2_HUMAN O95347 SMC2 (CAPE) (SMC2L1) (PRO0324)Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=1135767.2 1 1 2 1 0 0 0 1 2 Chromatin/chromatin-binding protein;HydrolaseDNA metabolism;Chromatin packaging and remodeling;Chromosome segregation0 Matchup
MYLK4_HUMANQ86YV6 MYLK4 (SGK085)Myosin light chain kinase family member 4 OS=Homo sapiens GN=MYLK4 PE=2 SV=244491.3 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
TENS1_HUMAN Q9HBL0 TNS1 (TNS) Tensin-1 OS=Homo sapiens GN=TNS1 PE=1 SV=1 185659.6 5 4 6 15 20 9 12 0 0 0 0 41 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation;Signal transduction;Cell adhesion;Immunity and defense;Induction of apoptosis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressor0 High Quality
ASSY_HUMAN P00966 ASS1 (ASS) Argininosuccinate synthase OS=Homo sapiens GN=ASS1 PE=1 SV=246513.3 8 2 10 9 3 0 0 0 0 12 Other ligase Amino acid biosynthesis;Nitrogen metabolismArginine biosynthesis->Argininosuccinate synthase;;High Quality
NDUS3_HUMANO75489 NDUFS3 NADH dehydrogenase [ubiquinone] iron-sulfur protein 3, mitochondrial OS=Homo sapiens GN=NDUFS3 PE=1 SV=130223.7 4 1 5 6 1 0 0 0 0 7 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
FUBP2_HUMAN Q92945 KHSRP (FUBP2)Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=373128.6 2 7 3 12 3 12 5 0 0 0 0 20 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
VATB2_HUMAN P21281 ATP6V1B2 (ATP6B2) (VPP3)Vacuolar ATP synthase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=356484.1 6 1 2 9 7 1 2 0 0 0 0 10 Other ion channel;Hydrogen transporter;ATP synthase;HydrolaseNucleoside, nucleotide and nucleic acid transport;Other nucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
GSTT1_HUMAN P30711 GSTT1 Glutathione S-transferase theta-1 OS=Homo sapiens GN=GSTT1 PE=1 SV=427317.9 1 2 3 1 14 0 0 0 0 15 Other transferase;Epimerase/racemaseDetoxification;Antioxidation and free radical removal0 High Quality
ISCA1_HUMAN Q9BUE6 ISCA1 (HBLD2) (GK004)Iron-sulfur cluster assembly 1 homolog, mitochondrial OS=Homo sapiens GN=ISCA1 PE=2 SV=114161.4 1 1 2 2 2 0 0 4 Not in Panther Not in PantherNot in PantherFailed Matchup
A1AG2_HUMANP19652 ORM2 (AGP2) Alpha-1-acid glycoprotein 2 OS=Homo sapiens GN=ORM2 PE=1 SV=223585.2 1 1 1 3 1 7 1 0 0 0 0 9 Immunity and defense Immunity and defense0 Failed Matchup
S10A7_HUMAN P31151 S100A7 (PSOR1) (S100A7C)Protein S100-A7 OS=Homo sapiens GN=S100A7 PE=1 SV=411453.7 1 2 3 2 2 0 0 0 0 4 Calmodulin related proteinBiological process unclassified0 High Quality
RUXF_HUMAN P62306 SNRPF (PBSCF)Small nuclear ribonucleoprotein F OS=Homo sapiens GN=SNRPF PE=1 SV=19707.4 1 1 2 1 1 0 0 0 0 2 mRNA splicing mRNA splicing 0 Failed Matchup
NAT13_HUMANQ9GZZ1 NAT13 (MAK3) (NAT5)N-acetyltransferase 13 OS=Homo sapiens GN=NAT13 PE=1 SV=119380.9 4 2 6 6 3 0 0 0 0 9 Acetyltransferase Protein acetylation 0 High Quality
MGLL_HUMAN Q99685 MGLL Monoglyceride lipase OS=Homo sapiens GN=MGLL PE=2 SV=233243.7 4 2 6 4 2 0 0 0 0 6 Phospholipase Phospholipid metabolism0 High Quality
CLIC2_HUMAN O15247 CLIC2 Chloride intracellular channel protein 2 OS=Homo sapiens GN=CLIC2 PE=1 SV=328339.8 4 3 7 4 3 0 0 0 0 7 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
OXSM_HUMAN Q9NWU1 OXSM 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial OS=Homo sapiens GN=OXSM PE=1 SV=148825.4 4 6 10 4 10 0 0 0 0 14 Synthase;AcyltransferaseFatty acid biosynthesis0 High Quality
PSMF1_HUMANQ92530 PSMF1 Proteasome inhibitor PI31 subunit OS=Homo sapiens GN=PSMF1 PE=1 SV=229799.4 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SIRT2_HUMAN Q8IXJ6 SIRT2 (SIR2L) (SIR2L2)NAD-dependent deacetylase sirtuin-2 OS=Homo sapiens GN=SIRT2 PE=1 SV=243165.7 3 1 4 3 1 0 0 0 0 4 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
ACO11_HUMANQ8WXI4 ACOT11 (BFIT) (KIAA0707) (THEA)Acyl-coenzyme A thioesterase 11 OS=Homo sapiens GN=ACOT11 PE=1 SV=168473.5 5 4 9 8 11 0 0 0 0 19 Esterase Acyl-CoA metabolism0 High Quality
PHYD1_HUMAN Q5SRE7 PHYHD1 Phytanoyl-CoA dioxygenase domain-containing protein 1 OS=Homo sapiens GN=PHYHD1 PE=1 SV=232392.5 5 1 6 5 4 0 0 0 0 9 Oxidoreductase Biological process unclassified0 High Quality
6PGL_HUMAN O95336 PGLS 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=227529.5 5 2 7 7 3 0 0 0 0 10 Other hydrolase Pentose-phosphate shunt0 High Quality
RHG27_HUMANQ6ZUM4 ARHGAP27 (CAMGAP1) (PP905)Rho GTPase-activating protein 27 OS=Homo sapiens GN=ARHGAP27 PE=2 SV=298369.1 1 1 2 1 0 3 0 0 4 Other G-protein modulatorOther intracellular signaling cascadePDGF signaling pathway->GTPase-activating protein Rho;;Matchup
SYHM_HUMAN P49590 HARS2 (HARSL) (HARSR) (HO3)Probable histidyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=HARS2 PE=1 SV=156871.6 4 1 5 7 1 0 0 0 0 8 Aminoacyl-tRNA synthetaseBiological process unclassified0 High Quality
CA144_HUMAN Q7Z422 C1orf144 UPF0485 protein C1orf144 OS=Homo sapiens GN=C1orf144 PE=1 SV=116979.5 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
PPIH_HUMAN O43447 PPIH (CYP20) (CYPH)Peptidyl-prolyl cis-trans isomerase H OS=Homo sapiens GN=PPIH PE=1 SV=119190 2 1 3 2 1 0 0 0 0 3 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
L2HDH_HUMAN Q9H9P8 L2HGDH (C14orf160)L-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=L2HGDH PE=1 SV=250342.4 7 4 11 8 6 0 0 0 0 14 Dehydrogenase Other metabolism 0 High Quality
UAP1L_HUMAN Q3KQV9 UAP1L1 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=2 SV=257012.4 4 1 4 9 5 1 5 0 0 0 0 11 Nucleotidyltransferase Protein glycosylation 0 High Quality
KV115_HUMAN P01607 n.o Ig kappa chain V-I region Rei OS=Homo sapiens PE=1 SV=111884.6 2 2 3 0 0 0 3 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
SYCM_HUMAN Q9HA77 CARS2 (OK/SW-cl.10)Probable cysteinyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=CARS2 PE=1 SV=162207.2 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
LHPP_HUMAN Q9H008 LHPP Phospholysine phosphohistidine inorganic pyrophosphate phosphatase OS=Homo sapiens GN=LHPP PE=1 SV=229147.4 2 2 4 2 3 0 0 0 0 5 Cysteine protease Proteolysis 0 High Quality
FNTA_HUMAN P49354 FNTA Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens GN=FNTA PE=1 SV=144391 4 1 2 7 4 1 2 0 0 0 0 7 Acyltransferase Protein-lipid modification0 High Quality
AN30A_HUMANQ9BXX3 ANKRD30A Ankyrin repeat domain-containing protein 30A OS=Homo sapiens GN=ANKRD30A PE=1 SV=3158819.2 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RGN_HUMAN Q15493 RGN (SMP30) Regucalcin OS=Homo sapiens GN=RGN PE=1 SV=1 33234.9 4 4 8 8 7 0 0 0 0 15 Other select calcium binding proteinsCalcium mediated signaling0 High Quality
RBX2_HUMAN Q9UBF6 RNF7 (RBX2) (ROC2) (SAG)RING-box protein 2 OS=Homo sapiens GN=RNF7 PE=1 SV=112664.4 1 1 0 0 1 0 1 Cytokinesis Cytokinesis 0 One Hit Wonders
RT26_HUMAN Q9BYN8 MRPS26 (C20orf193) (RPMS13)28S ribosomal protein S26, mitochondrial OS=Homo sapiens GN=MRPS26 PE=1 SV=124193.5 3 2 1 6 3 2 1 0 0 0 0 6 Ribosomal protein Protein biosynthesis 0 High Quality
DBNL_HUMAN Q9UJU6 DBNL (CMAP) (SH3P7) (PP5423)Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=148188.3 4 3 7 4 6 0 0 0 0 10 Non-motor actin binding proteinCell structure 0 High Quality
LXN_HUMAN Q9BS40 LXN Latexin OS=Homo sapiens GN=LXN PE=1 SV=2 25731.8 1 2 3 2 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
PPCS_HUMAN Q9HAB8 PPCS (COAB) Phosphopantothenate--cysteine ligase OS=Homo sapiens GN=PPCS PE=1 SV=233988 10 1 11 10 2 0 0 0 0 12 Ligase Biological process unclassifiedCoenzyme A biosynthesis->Phosphopantothenate cysteine ligase;;High Quality
COPE_HUMAN O14579 COPE Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=2 SV=334464.9 6 1 7 7 1 0 0 0 0 8 Vesicle coat protein General vesicle transport0 High Quality
LIMC1_HUMAN Q9UPQ0 LIMCH1 (KIAA1102)LIM and calponin homology domains-containing protein 1 OS=Homo sapiens GN=LIMCH1 PE=1 SV=3121821.5 9 6 5 20 16 7 7 0 0 0 0 30 Synthetase;Other transferaseCoenzyme and prosthetic group metabolismLipoate_biosynthesis->Lipoate synthase;;High Quality
KV305_HUMAN P01623 n.o Ig kappa chain V-III region WOL OS=Homo sapiens PE=1 SV=111728.5 4 4 7 0 0 0 0 7 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
CG055_HUMAN Q96HJ9 C7orf55 (HSPC268)UPF0562 protein C7orf55 OS=Homo sapiens GN=C7orf55 PE=2 SV=212730.9 1 1 2 5 2 0 0 0 0 7 Complement componentComplement-mediated immunity0 Matchup
CBR4_HUMAN Q8N4T8 CBR4 Carbonyl reductase 4 OS=Homo sapiens GN=CBR4 PE=2 SV=225301.3 2 5 7 3 8 0 0 0 0 11 Dehydrogenase;ReductaseOther metabolism 0 High Quality
STML2_HUMAN Q9UJZ1 STOML2 (SLP2) (HSPC108)Stomatin-like protein 2 OS=Homo sapiens GN=STOML2 PE=1 SV=138516.5 4 1 3 8 4 1 4 0 0 0 0 9 Other cytoskeletal proteinsCell structure and motility0 High Quality
KGUA_HUMAN Q16774 GUK1 (GMK) Guanylate kinase OS=Homo sapiens GN=GUK1 PE=2 SV=221707.7 1 1 2 4 1 1 2 0 0 0 0 4 Nucleotide kinase Purine metabolismDe novo purine biosynthesis->Guanylate kinase;;High Quality
5HT1A_HUMAN P08908 HTR1A (ADRB2RL1) (ADRBRL1)5-hydroxytryptamine receptor 1A OS=Homo sapiens GN=HTR1A PE=1 SV=346090.4 1 1 0 0 5 0 5 G-protein mediated signaling;Neuronal activities;Cell proliferation and differentiationG-protein mediated signaling;Neuronal activities;Cell proliferation and differentiationHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Gi protein coupled receptor;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Gs-protein coupled receptor;;5HT1 type receptor mediated sigOne Hit Wonders
SYDC_HUMAN P14868 DARS (PIG40) Aspartyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=257118.7 13 2 15 21 2 0 0 0 0 23 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation0 High Quality
TIM44_HUMAN O43615 TIMM44 (MIMT44) (TIM44)Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=251339.1 8 2 3 13 11 4 4 0 0 0 0 19 Mitochondrial carrier proteinMitochondrial transport0 High Quality
GMPPB_HUMANQ9Y5P6 GMPPB Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=2 SV=239815.9 3 1 3 7 3 1 3 0 0 0 0 7 Nucleotidyltransferase Monosaccharide metabolism;Other carbohydrate metabolismMannose metabolism->Mannose 1-P guanylyl transferase;;High Quality
TM159_HUMANQ96B96 TMEM159 Promethin OS=Homo sapiens GN=TMEM159 PE=2 SV=117490.4 1 1 2 2 1 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 Failed Matchup
EI2BG_HUMAN Q9NR50 EIF2B3 Translation initiation factor eIF-2B subunit gamma OS=Homo sapiens GN=EIF2B3 PE=1 SV=150223.3 1 1 3 5 1 1 4 0 0 0 0 6 Translation initiation factorProtein biosynthesis 0 High Quality
RBM3_HUMAN P98179 RBM3 (RNPL) Putative RNA-binding protein 3 OS=Homo sapiens GN=RBM3 PE=1 SV=117152.6 2 2 3 0 0 0 0 3 Other RNA-binding proteinBiological process unclassified0 High Quality
GATCL_HUMAN O43716 GATC (15E1.2)GatC-like protein OS=Homo sapiens GN=GATC PE=2 SV=115068.1 1 2 1 4 1 3 2 0 0 0 0 6 Other ligase Purine metabolismDe novo purine biosynthesis->Phosphoribosylamine glycine ligase;;High Quality
TM109_HUMANQ9BVC6 TMEM109 Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=126193.2 2 1 3 4 3 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
CSDC2_HUMAN Q9Y534 CSDC2 (PIPPIN)Cold shock domain-containing protein C2 OS=Homo sapiens GN=CSDC2 PE=2 SV=116767.1 1 1 2 1 1 0 0 0 0 2 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 Matchup
RAB18_HUMAN Q9NP72 RAB18 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=122959.5 1 2 3 1 3 0 0 0 0 4 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
HDGR3_HUMANQ9Y3E1 HDGFRP3 (HDGF2) (CGI-142)Hepatoma-derived growth factor-related protein 3 OS=Homo sapiens GN=HDGFRP3 PE=1 SV=122602.5 1 1 1 3 1 1 1 0 0 0 0 3 Growth factor mRNA transcription;Ligand-mediated signaling;Cell proliferation and differentiation0 Matchup
AAKB2_HUMANO43741 PRKAB2 5'-AMP-activated protein kinase subunit beta-2 OS=Homo sapiens GN=PRKAB2 PE=1 SV=130284.6 4 1 5 5 1 0 0 0 0 6 Kinase modulator Gluconeogenesis;Cholesterol metabolism;Protein phosphorylation;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
GBRL2_HUMAN P60520 GABARAPL2 (FLC3A) (GEF2)Gamma-aminobutyric acid receptor-associated protein-like 2 OS=Homo sapiens GN=GABARAPL2 PE=1 SV=113649.1 1 1 2 1 2 0 0 0 0 3 Cell structure and motilityCell structure and motility0 Failed Matchup
RABP2_HUMAN P29373 CRABP2 Cellular retinoic acid-binding protein 2 OS=Homo sapiens GN=CRABP2 PE=1 SV=215674.9 1 1 0 1 0 0 1 Lipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm developmentLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 One Hit Wonders
SPA12_HUMAN Q8IW75 SERPINA12 Serpin A12 OS=Homo sapiens GN=SERPINA12 PE=2 SV=147159.8 1 2 3 1 3 0 0 4 Serine protease inhibitorProteolysis 0 High Quality
KBRS2_HUMAN Q9NYR9 NKIRAS2 (KBRAS2)NF-kappa-B inhibitor-interacting Ras-like protein 2 OS=Homo sapiens GN=NKIRAS2 PE=1 SV=121490.1 1 1 1 0 0 0 0 1 NF-kappaB cascade NF-kappaB cascade 0 One Hit Wonders
NPS3B_HUMAN Q9BS92 NIPSNAP3B (NIPSNAP3)Protein NipSnap homolog 3B OS=Homo sapiens GN=NIPSNAP3B PE=2 SV=128295.6 1 1 3 5 3 1 6 0 0 0 0 10 Membrane traffic proteinGeneral vesicle transport0 High Quality
RTC1_HUMAN O00442 RTCD1 (RPC) (RPC1) (RTC1)RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCD1 PE=1 SV=139319.5 3 6 9 6 12 0 0 0 0 18 Other RNA-binding protein;CyclasemRNA splicing 0 High Quality
FUBP1_HUMAN Q96AE4 FUBP1 Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=367542.6 3 4 1 8 3 5 1 0 0 0 0 9 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
PGTA_HUMAN Q92696 RABGGTA Geranylgeranyl transferase type-2 subunit alpha OS=Homo sapiens GN=RABGGTA PE=1 SV=265054.7 5 6 11 5 7 0 0 0 0 12 Transferase Protein modification 0 High Quality
SMAP_HUMAN O00193 SMAP (C11orf58)Small acidic protein OS=Homo sapiens GN=SMAP PE=1 SV=120314.7 1 1 0 0 0 1 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
KRT83_HUMAN P78385 KRT83 (KRTHB3)Keratin type II cuticular Hb3 OS=Homo sapiens GN=KRT83 PE=1 SV=154195.9 16 16 20 0 0 0 0 20 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
NB5R3_HUMANP00387 CYB5R3 (DIA1)NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=334218.3 5 5 12 0 0 0 0 12 Reductase Fatty acid desaturation;Cholesterol metabolism;Other pathways of electron transport0 High Quality
NEUG_HUMAN Q92686 NRGN Neurogranin OS=Homo sapiens GN=NRGN PE=1 SV=17600.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CHMP5_HUMANQ9NZZ3 CHMP5 (C9orf83) (SNF7DC2) (CGI-34) (HSPC177) (PNAS-2) (PNAS-114)Charged multivesicular body protein 5 OS=Homo sapiens GN=CHMP5 PE=1 SV=124553.8 2 2 4 3 3 0 0 0 0 6 Other transfer/carrier proteinIntracellular protein traffic0 High Quality
TRY1_HUMAN P07477 PRSS1 (TRP1) (TRY1) (TRYP1)Trypsin-1 OS=Homo sapiens GN=PRSS1 PE=1 SV=1 26540 1 1 2 86 80 0 0 0 0 166 Proteolysis Proteolysis 0 Failed Matchup
GABT_HUMAN P80404 ABAT (GABAT)4-aminobutyrate aminotransferase, mitochondrial OS=Homo sapiens GN=ABAT PE=1 SV=356422.8 9 2 11 15 3 0 0 0 0 18 Transaminase Amino acid metabolismAminobutyrate degradation->4-aminobutyrate aminotransferase;;Gamma-aminobutyric acid synthesis->GABA-T;;Pyrimidine Metabolism->Aminotransferase;;;;High Quality
HPCA_HUMAN P84074 HPCA (BDR2) Neuron-specific calcium-binding protein hippocalcin OS=Homo sapiens GN=HPCA PE=1 SV=222296.2 1 1 2 1 1 0 0 0 0 2 Voltage-gated calcium channelCation transport;Neurotransmitter release;Muscle contractionMetabotropic glutamate receptor group III pathway->Calcium Channel;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Calcium ion channel;;Thyrotropin-releasing hormone receptor signaling pathway->Ca2+ channel;;Endogenous_Matchup
HPCA_HUMAN P84074 HPCA (BDR2) Neuron-specific calcium-binding protein hippocalcin OS=Homo sapiens GN=HPCA PE=1 SV=222228.2 1 1 1 0 0 0 0 1 Vision Vision 0 One Hit Wonders
4EBP3_HUMAN O60516 EIF4EBP3 Eukaryotic translation initiation factor 4E-binding protein 3 OS=Homo sapiens GN=EIF4EBP3 PE=1 SV=110855.7 1 1 1 0 0 0 0 1 Protein biosynthesis;Translational regulation;Cell proliferation and differentiation;Tumor suppressorProtein biosynthesis;Translational regulation;Cell proliferation and differentiation;Tumor suppressor0 One Hit Wonders
TM86B_HUMANQ8N661 TMEM86B Transmembrane protein 86B OS=Homo sapiens GN=TMEM86B PE=2 SV=124353.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SH3G1_HUMAN Q99961 SH3GL1 (CNSA1) (SH3D2B)Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=141473.2 1 3 4 1 9 0 0 0 0 10 Molecular function unclassifiedSynaptic transmission0 High Quality
SCOC_HUMAN Q9UIL1 SCOC (SCOCO) (HRIHFB2072)Short coiled-coil protein OS=Homo sapiens GN=SCOC PE=1 SV=218027.6 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
ACN9_HUMAN Q9NRP4 ACN9 (DC11) Protein ACN9 homolog, mitochondrial OS=Homo sapiens GN=ACN9 PE=2 SV=114633.7 1 1 1 0 0 0 0 1 Gluconeogenesis;Monosaccharide metabolism;Other metabolismGluconeogenesis;Monosaccharide metabolism;Other metabolism0 One Hit Wonders
EPN1_HUMAN Q9Y6I3 EPN1 Epsin-1 OS=Homo sapiens GN=EPN1 PE=1 SV=1 57558.1 1 2 4 7 1 2 6 0 0 0 0 9 Other membrane traffic proteinIntracellular signaling cascade;Receptor mediated endocytosis0 High Quality
KPCA_HUMAN P17252 PRKCA (PKCA) (PRKACA)Protein kinase C alpha type OS=Homo sapiens GN=PRKCA PE=1 SV=376747.3 1 2 3 1 4 0 0 0 0 5 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatHigh Quality
SH3R2_HUMAN Q8TEC5 SH3RF2 (RNF158)Putative E3 ubiquitin-protein ligase SH3RF2 OS=Homo sapiens GN=SH3RF2 PE=2 SV=279233.3 1 1 2 1 5 0 0 0 0 6 Biological process unclassifiedBiological process unclassified0 Failed Matchup
MYCBP_HUMANQ99417 MYCBP (AMY1)C-Myc-binding protein OS=Homo sapiens GN=MYCBP PE=1 SV=311949.2 1 2 3 1 3 0 0 0 0 4 Transcription cofactor mRNA transcription regulationPDGF signaling pathway->c-Myc;;High Quality
PRPS1_HUMAN P60891 PRPS1 Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=234816.7 4 3 7 5 6 0 0 0 0 11 Molecular function unclassifiedBiological process unclassified0 High Quality
FA96B_HUMAN Q9Y3D0 FAM96B (CGI-128) (HSPC118)UPF0195 protein FAM96B OS=Homo sapiens GN=FAM96B PE=1 SV=117644.7 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
CCD58_HUMAN Q4VC31 CCDC58 Coiled-coil domain-containing protein 58 OS=Homo sapiens GN=CCDC58 PE=1 SV=116602 3 3 9 0 0 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
LSM4_HUMAN Q9Y4Z0 LSM4 U6 snRNA-associated Sm-like protein LSm4 OS=Homo sapiens GN=LSM4 PE=1 SV=115332 1 1 0 0 1 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
TBA4B_HUMAN Q9H853 TUBA4B (TUBA4)Putative tubulin-like protein alpha-4B OS=Homo sapiens GN=TUBA4B PE=5 SV=227533.9 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
TXND5_HUMANQ8NBS9 TXNDC5 (TLP46) (UNQ364/PRO700)Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=247611.1 1 5 6 1 7 0 0 0 0 8 Other isomerase Protein disulfide-isomerase reaction0 High Quality
UGDH_HUMAN O60701 UGDH UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=155007.3 4 1 5 4 1 0 0 0 0 5 Dehydrogenase Other polysaccharide metabolism;Lipid metabolism;Electron transportMannose metabolism->GDP Mannose 6-dehydrogenase;;High Quality
LAGE3_HUMAN Q14657 LAGE3 (DXS9879E) (ESO3) (ITBA2)L antigen family member 3 OS=Homo sapiens GN=LAGE3 PE=1 SV=214785.7 1 2 3 3 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
CTRB1_HUMAN P17538 CTRB1 (CTRB) Chymotrypsinogen B OS=Homo sapiens GN=CTRB1 PE=2 SV=127777.6 1 1 10 0 0 0 10 Proteolysis Proteolysis 0 One Hit Wonders
UB2D2_HUMANP62837 UBE2D2 (UBC4) (UBCH5B)Ubiquitin-conjugating enzyme E2 D2 OS=Homo sapiens GN=UBE2D2 PE=1 SV=116670.1 1 1 1 0 0 0 1 Protein modification Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;One Hit Wonders
D103A_HUMAN P81534 DEFB103A (BD3) (DEFB103) (DEFB3); DEFB103BBeta-defensin 103 OS=Homo sapiens GN=DEFB103A PE=1 SV=27679.6 1 1 0 0 1 0 1 Stress response;Other metabolismStress response;Other metabolism0 One Hit Wonders
PFD3_HUMAN P61758 VBP1 (PFDN3) Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=322640.8 2 2 4 3 3 0 0 0 0 6 Chaperone Protein folding;Protein complex assembly0 High Quality
STX7_HUMAN O15400 STX7 Syntaxin-7 OS=Homo sapiens GN=STX7 PE=1 SV=4 29797.6 2 1 3 2 1 0 0 0 0 3 SNARE protein Endocytosis Parkinson disease->Syntaxin;;Adrenaline and noradrenaline biosynthesis->N-ethylmaleimide-sensitive factor attachment protein receptor;;;High Quality
WDR61_HUMANQ9GZS3 WDR61 WD repeat-containing protein 61 OS=Homo sapiens GN=WDR61 PE=1 SV=133562.8 2 1 3 3 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
SRA1_HUMAN Q9HD15 SRA1 (PP7684)Steroid receptor RNA activator 1 OS=Homo sapiens GN=SRA1 PE=1 SV=125654.6 1 2 3 2 3 0 0 0 0 5 Vesicle coat protein Exocytosis;General vesicle transport0 High Quality
SCO1_HUMAN O75880 SCO1 (SCOD1)SCO1 protein homolog, mitochondrial OS=Homo sapiens GN=SCO1 PE=1 SV=133797.2 2 1 3 2 4 0 0 0 0 6 Oxidase Protein complex assembly;Cation transport0 High Quality
RS25_HUMAN P62851 RPS25 40S ribosomal protein S25 OS=Homo sapiens GN=RPS25 PE=1 SV=113725 1 1 2 1 1 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 Failed Matchup
IMA1_HUMAN P52294 KPNA1 (RCH2)Importin subunit alpha-1 OS=Homo sapiens GN=KPNA1 PE=1 SV=260232 1 1 2 1 2 0 0 0 0 3 Nuclear transport;Protein targetingNuclear transport;Protein targeting0 Failed Matchup
RS5_HUMAN P46782 RPS5 40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=422859 2 1 1 4 3 1 1 0 0 0 0 5 Ribosomal protein Protein biosynthesis 0 High Quality
MAT2B_HUMANQ9NZL9 MAT2B (TGR) (MSTP045) (Nbla02999) (UNQ2435/PRO4995)Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=137533.6 5 1 2 8 6 1 2 0 0 0 0 9 Dehydrogenase;ReductaseCarbohydrate metabolismO-antigen biosynthesis->dTDP-4-dehydrorhamnose reductase;;High Quality
TIF1B_HUMAN Q13263 TRIM28 (KAP1) (RNF96) (TIF1B)Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=588531 8 4 12 9 12 0 0 0 0 21 Transcription cofactor;Nucleic acid bindingmRNA transcription;Chromatin packaging and remodeling0 High Quality
CU114_HUMAN Q96PM7 C21orf114 (PRED75)Putative transposase element C21orf114 OS=Homo sapiens GN=C21orf114 PE=2 SV=124622.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CB064_HUMAN Q86WW8 C2orf64 Uncharacterized protein C2orf64 OS=Homo sapiens GN=C2orf64 PE=1 SV=18357.8 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
LIMS3_HUMAN Q9HB10 LIMS3 (PINCH3)LIM and senescent cell antigen-like-containing domain protein 3 OS=Homo sapiens GN=LIMS3 PE=2 SV=113232.6 1 1 7 0 0 0 0 7 Other receptor mediated signaling pathway;Cell motilityOther receptor mediated signaling pathway;Cell motilityIntegrin signalling pathway->PINCH;;One Hit Wonders
SPT20_HUMAN Q8TB22 SPATA20 Spermatogenesis-associated protein 20 OS=Homo sapiens GN=SPATA20 PE=1 SV=287909.5 12 3 15 19 4 0 0 0 0 23 Molecular function unclassifiedBiological process unclassified0 High Quality
SPS1_HUMAN P49903 SEPHS1 (SELD) (SPS) (SPS1)Selenide, water dikinase 1 OS=Homo sapiens GN=SEPHS1 PE=1 SV=242892.5 1 2 3 2 3 0 0 0 0 5 Other transferase Amino acid biosynthesis0 High Quality
K2C6A_HUMAN P02538 KRT6A (K6A) (KRT6D)Keratin, type II cytoskeletal 6A OS=Homo sapiens GN=KRT6A PE=1 SV=360028.4 29 1 30 192 8 0 0 0 0 200 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
TNR17_HUMAN Q02223 TNFRSF17 (BCM) (BCMA)Tumor necrosis factor receptor superfamily member 17 OS=Homo sapiens GN=TNFRSF17 PE=1 SV=120121 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ACTB_HUMAN P60709 ACTB Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141719.8 10 10 45 0 0 0 0 45 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
CHCH7_HUMANQ9BUK0 CHCHD7 Coiled-coil-helix-coiled-coil-helix domain-containing protein 7 OS=Homo sapiens GN=CHCHD7 PE=2 SV=110077.7 1 1 3 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HOME1_HUMANQ86YM7 HOMER1 (SYN47)Homer protein homolog 1 OS=Homo sapiens GN=HOMER1 PE=1 SV=240259.5 1 1 0 0 0 1 1 G-protein mediated signaling;Other neuronal activityG-protein mediated signaling;Other neuronal activityMetabotropic glutamate receptor group I pathway->Homer;;One Hit Wonders
RT17_HUMAN Q9Y2R5 MRPS17 (RPMS17) (HSPC011)28S ribosomal protein S17, mitochondrial OS=Homo sapiens GN=MRPS17 PE=1 SV=114484 1 1 2 2 1 0 0 0 0 3 Mitochondrial carrier proteinSmall molecule transport0 Matchup
SC22B_HUMAN O75396 SEC22B (SEC22L1)Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=324723.4 2 2 6 0 0 0 0 6 SNARE protein Exocytosis 0 High Quality
PTER_HUMAN Q96BW5 PTER Phosphotriesterase-related protein OS=Homo sapiens GN=PTER PE=1 SV=139000.9 4 7 11 6 9 0 0 0 0 15 Other hydrolase Biological process unclassified0 High Quality
CDSN_HUMAN Q15517 CDSN Corneodesmosin OS=Homo sapiens GN=CDSN PE=1 SV=251476.9 2 2 8 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
PP1R7_HUMAN Q15435 PPP1R7 (SDS22)Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=141548.3 8 3 11 9 5 0 0 0 0 14 Phosphatase modulatorCell cycle control;Mitosis0 High Quality
RLA0_HUMAN P05388 RPLP0 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=134256.3 6 2 8 7 3 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
VA0D1_HUMANP61421 ATP6V0D1 (ATP6D) (VPATPD)Vacuolar proton pump subunit d 1 OS=Homo sapiens GN=ATP6V0D1 PE=1 SV=140312.8 1 1 0 0 0 1 1 Cation transport Cation transport 0 One Hit Wonders
TS101_HUMAN Q99816 TSG101 Tumor susceptibility gene 101 protein OS=Homo sapiens GN=TSG101 PE=1 SV=243928 6 2 8 6 2 0 0 0 0 8 Ubiquitin-protein ligaseNon-vertebrate process0 High Quality
CS062_HUMAN Q9NWV8 MERIT40 Uncharacterized protein C19orf62 OS=Homo sapiens GN=C19orf62 PE=1 SV=136541.7 1 4 5 1 5 0 0 0 0 6 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
CH082_HUMAN Q6P1X6 C8orf82 UPF0598 protein C8orf82 OS=Homo sapiens GN=C8orf82 PE=2 SV=223872.1 1 3 4 1 4 0 0 0 0 5 Complement componentImmunity and defense0 High Quality
K2C4_HUMAN P19013 KRT4 (CYK4) Keratin, type II cytoskeletal 4 OS=Homo sapiens GN=KRT4 PE=1 SV=457268.1 20 20 30 0 0 0 0 30 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
SYHC_HUMAN P12081 HARS (HRS) Histidyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=257394.4 12 1 13 19 1 0 0 0 0 20 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation0 High Quality
RAYL_HUMAN Q9BW83 RABL4 (RAYL) Putative GTP-binding protein RAY-like OS=Homo sapiens GN=RABL4 PE=2 SV=120462.5 3 1 1 5 3 1 1 0 0 0 0 5 Small GTPase Intracellular signaling cascade;Regulated exocytosis;Endocytosis0 High Quality
EHD3_HUMAN Q9NZN3 EHD3 (EHD2) (PAST3)EH domain-containing protein 3 OS=Homo sapiens GN=EHD3 PE=1 SV=161880.7 5 9 14 7 13 0 0 0 0 20 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
YYY4_HUMAN Q9UI56 MEG3 (PRO0518)Very putative protein from MEG3 locus OS=Homo sapiens GN=MEG3 PE=5 SV=17772.4 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RNAS1_HUMANP07998 RNASE1 (RIB1) (RNS1)Ribonuclease pancreatic OS=Homo sapiens GN=RNASE1 PE=1 SV=417625.8 1 1 2 3 2 0 0 5 RNA catabolism RNA catabolism 0 Failed Matchup
NPS3A_HUMAN Q9UFN0 NIPSNAP3A (NIPSNAP4) (HSPC299)Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=228448.9 5 5 11 0 0 0 0 11 Membrane traffic proteinGeneral vesicle transport0 High Quality
NDUS8_HUMANO00217 NDUFS8 NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial OS=Homo sapiens GN=NDUFS8 PE=1 SV=123687.9 1 2 3 1 2 0 0 0 0 3 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
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TATD1_HUMAN Q6P1N9 TATDN1 (CDA11)Putative deoxyribonuclease TATDN1 OS=Homo sapiens GN=TATDN1 PE=2 SV=233584.9 7 2 9 8 2 0 0 0 0 10 Nuclease DNA degradation 0 High Quality
CDN2C_HUMANP42773 CDKN2C (CDKN6)Cyclin-dependent kinase 4 inhibitor C OS=Homo sapiens GN=CDKN2C PE=1 SV=118109.5 1 1 1 0 0 0 0 1 Cell cycle control;Tumor suppressorCell cycle control;Tumor suppressorp53 pathway->Alternative reading frame (tumor-suppresor protein);;p53 pathway->ARF;;;One Hit Wonders
RPIA_HUMAN P49247 RPIA (RPI) Ribose-5-phosphate isomerase OS=Homo sapiens GN=RPIA PE=1 SV=333251 4 3 7 4 6 0 0 0 0 10 Epimerase/racemase Pentose-phosphate shunt0 High Quality
QKI_HUMAN Q96PU8 QKI (HKQ) Protein quaking OS=Homo sapiens GN=QKI PE=1 SV=137653.7 2 1 3 3 2 0 0 0 0 5 Other RNA-binding proteinBiological process unclassified0 High Quality
CRP_HUMAN P02741 CRP (PTX1) C-reactive protein OS=Homo sapiens GN=CRP PE=1 SV=125021 1 2 3 1 2 0 0 0 0 3 Antibacterial response protein;Other defense and immunity proteinOther immune and defense;Stress response;Cytokine/chemokine mediated immunity0 High Quality
PRPK_HUMAN Q96S44 TP53RK (C20orf64) (PRPK)TP53-regulating kinase OS=Homo sapiens GN=TP53RK PE=1 SV=228143.2 5 1 6 5 5 0 0 0 0 10 Metalloprotease Proteolysis 0 High Quality
APRV1_HUMAN Q53RT3 ASPRV1 (SASP)Retroviral-like aspartic protease 1 OS=Homo sapiens GN=ASPRV1 PE=1 SV=136973.4 2 2 4 4 2 0 0 6 Other transporter;Nucleotide phosphataseIon transport;Detoxification0 High Quality
HEM6_HUMAN P36551 CPOX (CPO) (CPX)Coproporphyrinogen III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=350133.9 6 1 7 7 2 0 0 0 0 9 Oxidase Coenzyme metabolism;Porphyrin metabolismHeme biosynthesis->Coproporphyrinogen Oxidase (oxygen dependent);;High Quality
HV303_HUMAN P01764 n.o Ig heavy chain V-III region VH26 OS=Homo sapiens PE=2 SV=112564.6 1 1 2 3 2 0 0 0 0 5 No Gene Symbol No Gene SymbolNo Gene SymbolFailed Matchup
ARSB_HUMAN P15848 ARSB Arylsulfatase B OS=Homo sapiens GN=ARSB PE=1 SV=159671.1 2 1 1 4 3 1 2 0 0 0 0 6 Other hydrolase Phospholipid metabolism;Sulfur metabolism0 High Quality
HNRPM_HUMANP52272 HNRNPM (HNRPM) (NAGR1)Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=377499.3 1 3 4 1 6 0 0 0 0 7 Ribonucleoprotein Pre-mRNA processing0 High Quality
K2C6C_HUMAN P48668 KRT6C (KRT6E)Keratin, type II cytoskeletal 6C OS=Homo sapiens GN=KRT6C PE=1 SV=360008.7 3 6 9 10 58 0 0 0 0 68 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
OFUT1_HUMANQ9H488 POFUT1 (FUT12) (KIAA0180)GDP-fucose protein O-fucosyltransferase 1 OS=Homo sapiens GN=POFUT1 PE=1 SV=143938.2 2 2 4 5 3 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
MRLC3_HUMANP19105 MYL12A (Myosin regulatory light chain 12A)Myosin regulatory light chain MRLC2 OS=Homo sapiens GN=MYLC2B PE=1 SV=219762.3 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
COPB_HUMAN P53618 COPB1 (COPB) (MSTP026)Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3107128 10 2 12 16 5 0 0 0 0 21 Vesicle coat protein Constitutive exocytosis0 High Quality
TNPO1_HUMANQ92973 TNPO1 (KPNB2) (MIP1) (TRN)Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=1101295.6 10 2 12 13 2 0 0 0 0 15 Transfer/carrier proteinNuclear transport;Protein targeting;Transport0 High Quality
CSN6_HUMAN Q7L5N1 COPS6 (CSN6) (HVIP)COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=136145.4 2 2 4 0 0 0 0 4 Molecular function unclassifiedCell cycle control 0 High Quality
MYPT2_HUMANO60237 PPP1R12B (MYPT2)Protein phosphatase 1 regulatory subunit 12B OS=Homo sapiens GN=PPP1R12B PE=1 SV=2110387.7 4 6 5 15 4 7 7 0 0 0 0 18 Phosphatase modulatorProtein phosphorylation0 High Quality
PUR4_HUMAN O15067 PFAS (KIAA0361)Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=2144645.6 5 3 4 12 9 3 4 0 0 0 0 16 Synthase;Other ligase Purine metabolismDe novo purine biosynthesis->Phosphoribosylformylglycinamide  synthase;;High Quality
SC23A_HUMAN Q15436 SEC23A Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=286144.6 8 4 12 16 6 0 0 0 0 22 Other G-protein modulatorG-protein mediated signaling;Exocytosis;General vesicle transport0 High Quality
CHRD1_HUMANQ9UHD1 CHORDC1 (CHP1)Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=237471.7 2 3 5 2 5 0 0 0 0 7 Other signaling moleculeGametogenesis 0 High Quality
NDUS7_HUMANO75251 NDUFS7 NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial OS=Homo sapiens GN=NDUFS7 PE=1 SV=323545.5 3 1 4 6 1 0 0 0 0 7 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
MAVS_HUMAN Q7Z434 MAVS (IPS1) (KIAA1271) (VISA)Mitochondrial antiviral-signaling protein OS=Homo sapiens GN=MAVS PE=1 SV=256509.9 1 4 5 1 6 0 0 0 0 7 Dehydrogenase;ReductaseCarbohydrate metabolismO-antigen biosynthesis->dTDP-4-dehydrorhamnose reductase;;High Quality
APOC3_HUMANP02656 APOC3 Apolipoprotein C-III OS=Homo sapiens GN=APOC3 PE=1 SV=110834.3 1 1 2 0 0 0 0 2 Regulation of lipid, fatty acid and steroid metabolism;Lipid and fatty acid transport;TransportRegulation of lipid, fatty acid and steroid metabolism;Lipid and fatty acid transport;Transport0 One Hit Wonders
VATG2_HUMANO95670 ATP6V1G2 (V-type proton ATPase subunit G 2) Vacuolar proton pump subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=313585.8 2 2 3 0 0 0 0 3 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
VAMP2_HUMANP63027 VAMP2 (SYB2)Vesicle-associated membrane protein 2 OS=Homo sapiens GN=VAMP2 PE=1 SV=212631.1 1 1 1 0 0 0 0 1 Exocytosis;Muscle developmentExocytosis;Muscle developmentThyrotropin-releasing hormone receptor signaling pathway->SNARE COMPLEX;;Metabotropic glutamate receptor group II pathway->N-ethylmaleimide-sensitive factor attachment protein receptor;;Opioid proopiomelanocortin pathway->SNARE COMPLEX;;Nicotinic acetylchOne Hit Wonders
RM43_HUMAN Q8N983 MRPL43 39S ribosomal protein L43, mitochondrial OS=Homo sapiens GN=MRPL43 PE=1 SV=123412.5 2 1 3 2 1 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
RL10_HUMAN P27635 RPL10 (DXS648E) (QM)60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=424586.6 2 2 0 0 0 2 2 Ribosomal protein Protein biosynthesis 0 High Quality
RFA3_HUMAN P35244 RPA3 (REPA3) (RPA14)Replication protein A 14 kDa subunit OS=Homo sapiens GN=RPA3 PE=1 SV=113551 1 2 3 1 3 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
HYI_HUMAN Q5T013 HYI (SB156) (HT036)Putative hydroxypyruvate isomerase OS=Homo sapiens GN=HYI PE=2 SV=230387.9 4 2 6 6 2 0 0 0 0 8 Double-stranded DNA binding protein;Other isomeraseDNA repair 0 High Quality
UBE2K_HUMAN P61086 UBE2K (HIP2) (LIG)Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=322389.1 2 1 1 4 3 1 1 0 0 0 0 5 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;;High Quality
MLRA_HUMAN Q01449 MYL7 (MYLC2A)Myosin regulatory light chain 2, atrial isoform OS=Homo sapiens GN=MYL7 PE=2 SV=119430.6 1 1 2 1 1 0 0 2 Muscle contraction;Muscle development;Cell structure and motilityMuscle contraction;Muscle development;Cell structure and motility0 Failed Matchup
PGAM5_HUMANQ96HS1 PGAM5 Phosphoglycerate mutase family member 5 OS=Homo sapiens GN=PGAM5 PE=1 SV=231987.2 4 1 5 4 1 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
OSTF1_HUMAN Q92882 OSTF1 Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=223769.7 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
TBB2A_HUMAN Q13885 TUBB2A (TUBB2)Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=149889.1 4 2 4 10 9 4 6 0 0 0 0 19 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
KR111_HUMAN Q8IUC1 KRTAP11-1 (KAP11.1) (KRTAP11.1)Keratin-associated protein 11-1 OS=Homo sapiens GN=KRTAP11-1 PE=1 SV=117065.9 1 1 1 0 0 0 0 1 Miscellaneous;Cell structureMiscellaneous;Cell structure0 One Hit Wonders
GAMT_HUMAN Q14353 GAMT Guanidinoacetate N-methyltransferase OS=Homo sapiens GN=GAMT PE=1 SV=126300.6 1 3 4 2 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
CHM2B_HUMANQ9UQN3 CHMP2B (CGI-84)Charged multivesicular body protein 2b OS=Homo sapiens GN=CHMP2B PE=1 SV=123889.2 1 2 3 1 3 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
KANK3_HUMANQ6NY19 KANK3 (ANKRD47)KN motif and ankyrin repeat domain-containing protein 3 OS=Homo sapiens GN=KANK3 PE=2 SV=188408 3 2 5 3 2 0 0 0 0 5 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;High Quality
TPRKB_HUMAN Q9Y3C4 TPRKB (CGI-121) (My019)TP53RK-binding protein OS=Homo sapiens GN=TPRKB PE=1 SV=119644 1 1 1 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
AN32B_HUMANQ92688 ANP32B (APRIL) (PHAPI2)Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=128770.6 2 1 3 2 1 0 0 0 0 3 Phosphatase inhibitor Biological process unclassified0 High Quality
DC1I1_HUMAN O14576 DYNC1I1 (DNCI1) (DNCIC1)Cytoplasmic dynein 1 intermediate chain 1 OS=Homo sapiens GN=DYNC1I1 PE=2 SV=272935.9 3 1 4 4 1 0 0 0 0 5 Microtubule family cytoskeletal proteinRNA localization;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
COPD_HUMAN P48444 ARCN1 (COPD)Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=2 SV=157193.2 6 5 11 10 5 0 0 0 0 15 Vesicle coat protein Constitutive exocytosis0 High Quality
SYDM_HUMAN Q6PI48 DARS2 Aspartyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=DARS2 PE=1 SV=173547 8 4 12 10 5 0 0 0 0 15 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation0 High Quality
MSRA_HUMAN Q9UJ68 MSRA Peptide methionine sulfoxide reductase OS=Homo sapiens GN=MSRA PE=2 SV=126113.8 1 2 3 2 5 0 0 0 0 7 Reductase Protein modification;Stress response0 High Quality
ARMC1_HUMANQ9NVT9 ARMC1 (ARCP)Armadillo repeat-containing protein 1 OS=Homo sapiens GN=ARMC1 PE=1 SV=131263 1 4 5 1 7 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
CN094_HUMAN Q9H6D7 HAUS4 Uncharacterized protein C14orf94 OS=Homo sapiens GN=C14orf94 PE=2 SV=142382.6 1 1 0 0 3 0 3 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DPP3_HUMAN Q9NY33 DPP3 Dipeptidyl-peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=282573.6 11 1 2 14 15 1 2 0 0 0 0 18 Metalloprotease Proteolysis 0 High Quality
DEF1_HUMAN P59665 DEFA1 (DEF1) (DEFA2) (MRS)Neutrophil defensin 1 OS=Homo sapiens GN=DEFA1 PE=1 SV=110227.1 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
CISD1_HUMAN Q9NZ45 CISD1 (C10orf70) (ZCD1) (MDS029)CDGSH iron sulfur domain-containing protein 1 OS=Homo sapiens GN=CISD1 PE=1 SV=112181.3 2 1 3 2 1 0 0 0 0 3 Other RNA-binding proteinmRNA splicing;Cell proliferation and differentiation0 High Quality
IF4A1_HUMAN P60842 EIF4A1 (DDX2A) (EIF4A)Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=146137.3 4 1 1 6 10 2 2 0 0 0 0 14 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
SMD1_HUMAN P62314 SNRPD1 Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens GN=SNRPD1 PE=1 SV=113263.9 1 1 2 0 0 0 0 2 mRNA splicing mRNA splicing 0 One Hit Wonders
HDDC3_HUMANQ8N4P3 HDDC3 HD domain-containing protein 3 OS=Homo sapiens GN=HDDC3 PE=2 SV=320311 2 2 4 3 2 0 0 0 0 5 Pyrophosphatase Biological process unclassified0 High Quality
IGHG3_HUMAN P01860 IGHG3 Ig gamma-3 chain C region OS=Homo sapiens GN=IGHG3 PE=1 SV=241267.9 2 3 5 2 8 0 0 0 0 10 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
SERA_HUMAN O43175 PHGDH (PGDH3)D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=456632.6 4 4 4 0 0 0 0 4 Molecular function unclassifiedDNA replication;DNA replication;Cell cycle control;Cell proliferation and differentiation0 High Quality
KV118_HUMAN P01610 n.o Ig kappa chain V-I region WEA OS=Homo sapiens PE=1 SV=111822.4 2 2 4 0 0 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
TATD3_HUMAN Q17R31 TATDN3 Putative deoxyribonuclease TATDN3 OS=Homo sapiens GN=TATDN3 PE=2 SV=130315.2 1 3 4 1 3 0 0 0 0 4 Nuclease DNA degradation 0 High Quality
KHDR1_HUMANQ07666 KHDRBS1 (SAM68)KH domain-containing, RNA-binding, signal transduction-associated protein 1 OS=Homo sapiens GN=KHDRBS1 PE=1 SV=148210.2 1 1 2 3 3 0 0 0 0 6 Other RNA-binding proteinSpermatogenesis and motility;Cell proliferation and differentiation0 Matchup
NONO_HUMAN Q15233 NONO (NRB54)Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=454213.6 5 5 19 0 0 0 0 19 mRNA splicing factor mRNA splicing 0 High Quality
JMJD7_HUMAN P0C870 JMJD7 JmjC domain-containing protein 7 OS=Homo sapiens GN=JMJD7 PE=2 SV=135914.2 1 3 4 1 3 0 0 0 0 4 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
THRB_HUMAN P00734 F2 Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=2 70018.8 2 7 9 5 9 0 0 0 0 14 Serine protease Proteolysis;Blood clottingBlood coagulation->Thrombin;;Blood coagulation->Prothrombin;;;High Quality
CYTC_HUMAN P01034 CST3 Cystatin-C OS=Homo sapiens GN=CST3 PE=1 SV=1 15781.2 3 3 7 0 0 0 0 7 Cysteine protease inhibitorProteolysis 0 High Quality
ROA1_HUMAN P09651 HNRNPA1 (HNRPA1)Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=438828.1 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
NUD19_HUMANA8MXV4 NUDT19 Nucleoside diphosphate-linked moiety X motif 19, mitochondrial OS=Homo sapiens GN=NUDT19 PE=2 SV=142216.4 2 3 5 2 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
SYUA_HUMAN P37840 SNCA (NACP) (PARK1)Alpha-synuclein OS=Homo sapiens GN=SNCA PE=1 SV=114441.3 1 2 3 1 3 0 0 0 0 4 Other chaperones;Other membrane traffic proteinRegulated exocytosis;Neurotransmitter releaseParkinson disease->alpha-Synuclein;;High Quality
PDE3A_HUMAN Q14432 PDE3A cGMP-inhibited 3',5'-cyclic phosphodiesterase A OS=Homo sapiens GN=PDE3A PE=1 SV=3124964.1 4 1 6 11 7 1 11 0 0 0 0 19 Phosphodiesterase Metabolism of cyclic nucleotides0 High Quality
PSD10_HUMAN O75832 PSMD10 26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=124410.2 1 4 5 2 6 0 0 0 0 8 Select regulatory moleculeProteolysis 0 High Quality
UCHL5_HUMAN Q9Y5K5 UCHL5 (UCH37) (AD-019) (CGI-70)Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=337589.4 3 5 8 3 5 0 0 0 0 8 Cysteine protease Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
NHERF_HUMANO14745 SLC9A3R1 Ezrin-radixin-moesin-binding phosphoprotein 50 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=438850.3 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
PSMD3_HUMANO43242 PSMD3 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=260961.6 7 3 10 9 4 0 0 0 0 13 Other enzyme activatorProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
KLC4_HUMAN Q9NSK0 KLC4 (KNSL8) Kinesin light chain 4 OS=Homo sapiens GN=KLC4 PE=1 SV=368622.1 1 4 5 1 5 0 0 0 0 6 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
MOS2L_HUMANO96007 MOCS2 Molybdenum cofactor synthesis protein 2 large subunit OS=Homo sapiens GN=MOCS2 PE=1 SV=120926.3 1 1 2 1 2 0 0 3 Pterin metabolism;Sulfur metabolismPterin metabolism;Sulfur metabolism0 Failed Matchup
NUD15_HUMANQ9NV35 NUDT15 Probable 7,8-dihydro-8-oxoguanine triphosphatase NUDT15 OS=Homo sapiens GN=NUDT15 PE=2 SV=118590.3 3 3 3 0 0 0 0 3 Phosphorylase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism0 High Quality
CRYL1_HUMAN Q9Y2S2 CRYL1 (CRY) Lambda-crystallin homolog OS=Homo sapiens GN=CRYL1 PE=2 SV=335401.3 7 7 12 0 0 0 0 12 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
RL37A_HUMAN P61513 RPL37A 60S ribosomal protein L37a OS=Homo sapiens GN=RPL37A PE=1 SV=210257.4 1 1 5 0 0 0 0 5 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
NDUB7_HUMANP17568 NDUFB7 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 7 OS=Homo sapiens GN=NDUFB7 PE=1 SV=416384.3 1 1 2 1 1 0 0 0 0 2 Oxidative phosphorylationOxidative phosphorylation0 Failed Matchup
KCC2A_HUMAN Q9UQM7 CAMK2A (CAMKA) (KIAA0968)Calcium/calmodulin-dependent protein kinase type II alpha chain OS=Homo sapiens GN=CAMK2A PE=1 SV=154012.6 2 2 0 0 0 3 3 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
USMG5_HUMANQ96IX5 USMG5 (HCVFTP2) (PD04912)Up-regulated during skeletal muscle growth protein 5 OS=Homo sapiens GN=USMG5 PE=2 SV=16440 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
DEOC_HUMAN Q9Y315 DERA (CGI-26)Putative deoxyribose-phosphate aldolase OS=Homo sapiens GN=DERA PE=1 SV=235213.8 5 5 5 0 0 0 0 5 Aldolase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
GMFB_HUMAN P60983 GMFB Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=216695.6 3 3 5 0 0 0 0 5 Signaling molecule;Kinase modulatorNeurogenesis 0 High Quality
NUDT3_HUMANO95989 NUDT3 (DIPP) (DIPP1)Diphosphoinositol polyphosphate phosphohydrolase 1 OS=Homo sapiens GN=NUDT3 PE=1 SV=119452.5 1 1 2 2 1 0 0 0 0 3 Phospholipid metabolismPhospholipid metabolism0 Failed Matchup
NUCKS_HUMANQ9H1E3 NUCKS1 (NUCKS)Nuclear ubiquitous casein and cyclin-dependent kinases substrate OS=Homo sapiens GN=NUCKS1 PE=1 SV=127278.7 1 1 0 0 1 0 1 Mitosis Mitosis 0 One Hit Wonders
NP1L1_HUMAN P55209 NAP1L1 (NRP)Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=145357 1 2 3 2 10 0 0 0 0 12 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
GNPI2_HUMAN Q8TDQ7 GNPDA2 Glucosamine-6-phosphate isomerase 2 OS=Homo sapiens GN=GNPDA2 PE=1 SV=131067.7 3 2 5 4 2 0 0 0 0 6 Hydrolase;Other isomeraseMonosaccharide metabolismN-acetylglucosamine metabolism->Glucosamine-6-phosphate deaminase;;High Quality
NIF3L_HUMAN Q9GZT8 NIF3L1 (ALS2CR1) (MDS015) (My018)NIF3-like protein 1 OS=Homo sapiens GN=NIF3L1 PE=1 SV=241950.6 3 2 5 3 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
RRBP1_HUMAN Q9P2E9 RRBP1 (KIAA1398)Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4152452.5 5 5 4 14 10 7 6 0 0 0 0 23 Other receptor;Extracellular matrixProtein targeting and localization;Cell structure and motility0 High Quality
CO4B_HUMAN P0C0L5 C4B (CO4) (CPAMD3)Complement C4-B OS=Homo sapiens GN=C4B PE=1 SV=1192776.8 22 22 40 0 0 0 0 40 Molecular function unclassifiedBiological process unclassified0 High Quality
F10A4_HUMAN Q8IZP2 FAM10A4 (Protein FAM10A4) Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=227389.5 2 2 0 0 2 0 2 Chaperone Protein folding 0 High Quality
DDB1_HUMAN Q16531 DDB1 (XAP1) DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1126952.2 3 2 3 8 10 2 7 0 0 0 0 19 Damaged DNA-binding proteinDNA repair 0 High Quality
THOC4_HUMANQ86V81 THOC4 (ALY) (BEF)THO complex subunit 4 OS=Homo sapiens GN=THOC4 PE=1 SV=326870.7 1 1 2 1 1 0 0 0 0 2 Other RNA-binding proteinmRNA transcription;Nucleoside, nucleotide and nucleic acid transport;Transport0 Matchup
ARCH_HUMAN Q8IWT0 ZBTB8OS (ARCH)Protein archease OS=Homo sapiens GN=ZBTB8OS PE=2 SV=219472.8 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
PPTC7_HUMAN Q8NI37 PPTC7 (TAPP2C)Protein phosphatase PTC7 homolog OS=Homo sapiens GN=PPTC7 PE=2 SV=132628 4 2 6 4 3 0 0 0 0 7 Protein phosphatase Protein phosphorylation0 High Quality
IRGQ_HUMAN Q8WZA9 IRGQ (IRGQ1) (FKSG27)Immunity-related GTPase family Q protein OS=Homo sapiens GN=IRGQ PE=1 SV=162700.5 1 2 3 1 3 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
PRAF3_HUMAN O75915 ARL6IP5 (DERP11) (JWA) (PRA2) (PRAF3) (HSPC127)PRA1 family protein 3 OS=Homo sapiens GN=ARL6IP5 PE=1 SV=121597.6 2 1 3 4 2 0 0 0 0 6 Amino acid transporterAmino acid transport;Transport0 High Quality
HTRA2_HUMANO43464 HTRA2 (OMI) (PRSS25)Serine protease HTRA2, mitochondrial OS=Homo sapiens GN=HTRA2 PE=1 SV=248822.9 4 1 3 8 4 1 4 0 0 0 0 9 Serine protease Proteolysis;Intracellular signaling cascade;Cell communication;Apoptosis;Developmental processes;Cell proliferation and differentiation0 High Quality
NUDT6_HUMANP53370 NUDT6 (FGF2AS)Nucleoside diphosphate-linked moiety X motif 6 OS=Homo sapiens GN=NUDT6 PE=1 SV=235661.6 8 1 9 9 1 0 0 0 0 10 Nucleotide phosphatasePre-mRNA processing;Cell proliferation and differentiation0 High Quality
CRNN_HUMAN Q9UBG3 CRNN (C1orf10) (DRC1) (PDRC1) (SEP53)Cornulin OS=Homo sapiens GN=CRNN PE=1 SV=1 53512 4 1 5 4 1 0 0 0 0 5 Calmodulin related proteinMacrophage-mediated immunity;Cell motility0 High Quality
HPRT_HUMAN P00492 HPRT1 (HPRT) Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=224562.2 8 8 10 0 0 0 0 10 Glycosyltransferase Purine metabolismXanthine and guanine salvage pathway->Guanine phosphoribosyltransferase;;Adenine and hypoxanthine salvage pathway->Hypoxanthine phosphoribosyl transferase;;Xanthine and guanine salvage pathway->Xanthine phosphoribosyltransferase;;;;High Quality
RM49_HUMAN Q13405 MRPL49 (C11orf4) (NOF1) (OK/SW-cl.67)39S ribosomal protein L49, mitochondrial OS=Homo sapiens GN=MRPL49 PE=2 SV=119180.3 2 2 2 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 High Quality
CHDH_HUMAN Q8NE62 CHDH Choline dehydrogenase, mitochondrial OS=Homo sapiens GN=CHDH PE=2 SV=165383.4 1 1 2 4 1 1 3 0 0 0 0 5 Dehydrogenase Other metabolism 0 High Quality
HUTH_HUMAN P42357 HAL (HIS) Histidine ammonia-lyase OS=Homo sapiens GN=HAL PE=1 SV=172680.8 1 2 3 1 3 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
AKTS1_HUMAN Q96B36 AKT1S1 (PRAS40)Proline-rich AKT1 substrate 1 OS=Homo sapiens GN=AKT1S1 PE=1 SV=127365.6 1 1 2 0 0 0 0 2 Cell surface receptor mediated signal transductionCell surface receptor mediated signal transduction0 One Hit Wonders
RBSK_HUMAN Q9H477 RBKS (RBSK) Ribokinase OS=Homo sapiens GN=RBKS PE=1 SV=1 34125 3 1 4 4 1 0 0 0 0 5 Nucleotide kinase Carbohydrate metabolism0 High Quality
PLPP_HUMAN Q96GD0 PDXP (PLP) (PLPP)Pyridoxal phosphate phosphatase OS=Homo sapiens GN=PDXP PE=1 SV=231680.8 6 6 7 0 0 0 0 7 Other phosphatase Coenzyme and prosthetic group metabolism0 High Quality
CYTS_HUMAN P01036 CST4 Cystatin-S OS=Homo sapiens GN=CST4 PE=1 SV=3 16196.6 1 1 0 1 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
MVP_HUMAN Q14764 MVP (LRP) Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=499308 8 1 3 12 12 1 3 0 0 0 0 16 Ribonucleoprotein Biological process unclassified0 High Quality
PIAS4_HUMAN Q8N2W9 PIAS4 (PIASG) E3 SUMO-protein ligase PIAS4 OS=Homo sapiens GN=PIAS4 PE=1 SV=156486.7 1 1 0 0 0 1 1 Protein modification Protein modificationJAK/STAT signaling pathway->Protein inhibitors of activated STATs;;Interferon-gamma signaling pathway->Protein inhibitors of activated STATs;;;One Hit Wonders
CHSP1_HUMAN Q9Y2V2 CARHSP1 Calcium-regulated heat stable protein 1 OS=Homo sapiens GN=CARHSP1 PE=1 SV=215873.6 3 3 3 0 0 0 0 3 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 High Quality
ITIH2_HUMAN P19823 ITIH2 (IGHEP2)Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=1106420.5 9 3 12 20 5 0 0 0 0 25 Serine protease inhibitorProteolysis 0 High Quality
TTC1_HUMAN Q99614 TTC1 (TPR1) Tetratricopeptide repeat protein 1 OS=Homo sapiens GN=TTC1 PE=1 SV=133509 1 1 1 3 1 1 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
TM2D1_HUMANQ9BX74 TM2D1 (BBP) TM2 domain-containing protein 1 OS=Homo sapiens GN=TM2D1 PE=1 SV=122308.9 1 1 3 0 0 0 3 Neuronal activities;Induction of apoptosisNeuronal activities;Induction of apoptosis0 One Hit Wonders
BIRC6_HUMAN Q9NR09 BIRC6 (KIAA1289)Baculoviral IAP repeat-containing protein 6 OS=Homo sapiens GN=BIRC6 PE=1 SV=1527591.8 1 1 2 2 0 0 1 0 3 Protease inhibitor Inhibition of apoptosis0 Matchup
DGUOK_HUMANQ16854 DGUOK (DGK) Deoxyguanosine kinase, mitochondrial OS=Homo sapiens GN=DGUOK PE=1 SV=232038.6 1 3 4 1 4 0 0 0 0 5 Nucleotide kinase Purine metabolism 0 High Quality
RNAS4_HUMANP34096 RNASE4 (RNS4)Ribonuclease 4 OS=Homo sapiens GN=RNASE4 PE=1 SV=316822.4 1 1 1 0 0 0 0 1 RNA catabolism RNA catabolism 0 One Hit Wonders
NIP30_HUMAN Q9GZU8 NIP30 (CDA10) (CDA018)NEFA-interacting nuclear protein NIP30 OS=Homo sapiens GN=NIP30 PE=2 SV=128894.8 1 1 0 0 0 2 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DAP1_HUMAN P51397 DAP (DAP1) Death-associated protein 1 OS=Homo sapiens GN=DAP PE=1 SV=311146.4 1 1 1 0 0 0 0 1 Cytokine and chemokine mediated signaling pathway;NF-kappaB cascade;Induction of apoptosisCytokine and chemokine mediated signaling pathway;NF-kappaB cascade;Induction of apoptosis0 One Hit Wonders
KCMF1_HUMANQ9P0J7 KCMF1 (FIGC) (ZZZ1)E3 ubiquitin-protein ligase KCMF1 OS=Homo sapiens GN=KCMF1 PE=2 SV=241927.2 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
RNF32_HUMAN Q9H0A6 RNF32 (HSD15) (FKSG33)RING finger protein 32 OS=Homo sapiens GN=RNF32 PE=2 SV=141498.6 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NDUB4_HUMANO95168 NDUFB4 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 4 OS=Homo sapiens GN=NDUFB4 PE=2 SV=315191.9 1 1 2 1 1 0 0 0 0 2 Oxidative phosphorylationOxidative phosphorylation0 Failed Matchup
RL26_HUMAN P61254 RPL26 60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=117240.4 2 2 4 2 2 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
IGJ_HUMAN P01591 IGJ (IGCJ) Immunoglobulin J chain OS=Homo sapiens GN=IGJ PE=1 SV=315576.4 1 1 1 3 1 2 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 Matchup
PP12C_HUMAN Q9BZL4 PPP1R12C (LENG3) (MBS85)Protein phosphatase 1 regulatory subunit 12C OS=Homo sapiens GN=PPP1R12C PE=1 SV=184864.7 1 3 2 6 1 3 3 0 0 0 0 7 Phosphatase modulatorProtein phosphorylation0 High Quality
PHB_HUMAN P35232 PHB Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=1 29786.6 5 1 6 5 1 0 0 0 0 6 Molecular function unclassifiedDNA replication;DNA replication;Cell cycle control;Cell proliferation and differentiation0 High Quality
SFPQ_HUMAN P23246 SFPQ (PSF) Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=276131.5 1 5 6 1 13 0 0 0 0 14 mRNA splicing factor mRNA splicing 0 High Quality
NHRF2_HUMANQ15599 SLC9A3R2 (NHERF2)Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens GN=SLC9A3R2 PE=1 SV=237395.2 1 2 1 4 1 2 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
CA170_HUMAN Q5SV97 C1orf170 Uncharacterized protein C1orf170 OS=Homo sapiens GN=C1orf170 PE=2 SV=371950.5 2 2 4 2 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
RT31_HUMAN Q92665 MRPS31 (IMOGN38)28S ribosomal protein S31, mitochondrial OS=Homo sapiens GN=MRPS31 PE=1 SV=345302.1 2 1 2 5 2 1 3 0 0 0 0 6 Ribosomal protein Protein biosynthesis 0 High Quality
CO040_HUMAN Q8WUR7 C15orf40 UPF0235 protein C15orf40 OS=Homo sapiens GN=C15orf40 PE=2 SV=113303.7 1 1 3 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MIPEP_HUMAN Q99797 MIPEP (MIP) Mitochondrial intermediate peptidase OS=Homo sapiens GN=MIPEP PE=2 SV=280625.3 7 4 11 12 4 0 0 0 0 16 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
HEXB_HUMAN P07686 HEXB (HCC7) Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=363095.3 6 3 9 6 3 0 0 0 0 9 Glycosidase Other polysaccharide metabolism;Lipid, fatty acid and steroid metabolism0 High Quality
CHM1A_HUMANQ9HD42 CHMP1A (CHMP1) (KIAA0047) (PCOLN3) (PRSM1)Charged multivesicular body protein 1a OS=Homo sapiens GN=CHMP1A PE=1 SV=121684.5 1 2 3 2 3 0 0 0 0 5 Membrane traffic proteinGeneral vesicle transport0 High Quality
UBAC1_HUMANQ9BSL1 UBAC1 (GBDR1) (KPC2) (UBADC1)Ubiquitin-associated domain-containing protein 1 OS=Homo sapiens GN=UBAC1 PE=1 SV=145321.8 2 2 2 0 0 0 0 2 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
FHR2_HUMAN P36980 CFHR2 (CFHL2) (FHR2) (HFL3)Complement factor H-related protein 2 OS=Homo sapiens GN=CFHR2 PE=1 SV=130632.6 1 1 2 0 0 1 1 2 Complement-mediated immunityComplement-mediated immunity0 Failed Matchup
NDUS5_HUMANO43920 NDUFS5 NADH dehydrogenase [ubiquinone] iron-sulfur protein 5 OS=Homo sapiens GN=NDUFS5 PE=1 SV=312500 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
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HNRPF_HUMANP52597 HNRNPF (HNRPF)Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=345653.8 1 1 1 3 1 1 4 0 0 0 0 6 Ribosomal protein mRNA splicing 0 Matchup
KT3K_HUMAN Q9HA64 FN3KRP Ketosamine-3-kinase OS=Homo sapiens GN=FN3KRP PE=1 SV=234394.7 5 5 7 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
HV318_HUMAN P01779 n.o Ig heavy chain V-III region TUR OS=Homo sapiens PE=1 SV=112412 2 2 4 0 0 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
NASP_HUMAN P49321 NASP Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=285217.5 2 1 4 7 2 4 12 0 0 0 0 18 Other transfer/carrier proteinChromatin packaging and remodeling;Nuclear transport0 High Quality
MAGD2_HUMANQ9UNF1 MAGED2 (BCG1)Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=264938 2 2 2 0 0 0 0 2 Cell adhesion molecule Cell adhesion;Induction of apoptosis;Oncogenesis0 High Quality
UFM1_HUMAN P61960 UFM1 (C13orf20) (BM-002)Ubiquitin-fold modifier 1 OS=Homo sapiens GN=UFM1 PE=1 SV=19099.9 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
ADT2_HUMAN P05141 SLC25A5 (ANT2)ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=632878.5 1 1 2 1 1 0 0 0 0 2 Transporter;Mitochondrial carrier proteinNucleoside, nucleotide and nucleic acid transport;Transport0 Matchup
SOX7_HUMAN Q9BT81 SOX7 Transcription factor SOX-7 OS=Homo sapiens GN=SOX7 PE=2 SV=142180 1 1 0 0 1 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
FA24B_HUMAN Q8N5W8 FAM24B Protein FAM24B OS=Homo sapiens GN=FAM24B PE=2 SV=210129.1 1 1 0 1 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HCLS1_HUMAN P14317 HCLS1 (HS1) Hematopoietic lineage cell-specific protein OS=Homo sapiens GN=HCLS1 PE=1 SV=153979.3 1 2 3 1 4 0 0 0 0 5 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
RT23_HUMAN Q9Y3D9 MRPS23 (CGI-138) (HSPC329)28S ribosomal protein S23, mitochondrial OS=Homo sapiens GN=MRPS23 PE=1 SV=221752.8 3 1 4 5 1 0 0 0 0 6 Ribosomal protein Protein biosynthesis 0 High Quality
CIRBP_HUMAN Q14011 CIRBP (A18HNRNP) (CIRP)Cold-inducible RNA-binding protein OS=Homo sapiens GN=CIRBP PE=1 SV=118630.3 2 1 3 5 1 0 0 0 0 6 Other RNA-binding proteinmRNA splicing;Cell proliferation and differentiation0 High Quality
PGM52_HUMANA6NIQ7 n.o Putative PGM5-like protein 2 OS=Homo sapiens PE=5 SV=231688.7 1 1 0 0 2 0 2 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
CAB39_HUMAN Q9Y376 CAB39 (MO25) (CGI-66)Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=139853.2 7 7 7 0 0 0 0 7 Annexin Biological process unclassified0 High Quality
DPY30_HUMAN Q9C005 DPY30 Protein dpy-30 homolog OS=Homo sapiens GN=DPY30 PE=1 SV=111231.8 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
GALT_HUMAN P07902 GALT Galactose-1-phosphate uridylyltransferase OS=Homo sapiens GN=GALT PE=1 SV=343344.9 1 4 5 1 5 0 0 0 0 6 Nucleotidyltransferase Monosaccharide metabolismFructose galactose metabolism->Hexose 1-P uridyltransferase;;High Quality
HUWE1_HUMANQ7Z6Z7 HUWE1 (KIAA0312) (KIAA1578) (UREB1) (HSPC272)E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3481874.1 12 5 6 23 42 18 9 0 0 0 0 69 Ubiquitin-protein ligaseProteolysis Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;High Quality
ATX3_HUMAN P54252 ATXN3 (ATX3) (MJD) (MJD1) (SCA3)Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=2 43432.3 1 2 3 1 3 0 0 0 0 4 Other transcription factorOther mRNA transcription0 High Quality
CD59_HUMAN P13987 CD59 (MIC11) (MIN1) (MIN2) (MIN3) (MSK21)CD59 glycoprotein OS=Homo sapiens GN=CD59 PE=1 SV=114159.2 1 1 1 0 0 0 0 1 Immunity and defense Immunity and defense0 One Hit Wonders
FAAA_HUMAN P16930 FAH Fumarylacetoacetase OS=Homo sapiens GN=FAH PE=1 SV=246357.6 3 1 4 4 1 0 0 0 0 5 Other hydrolase Amino acid catabolism0 High Quality
SPEE_HUMAN P19623 SRM (SPS1) (SRML1)Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=133806.5 2 1 3 2 1 0 0 0 0 3 Synthase;Transferase Other metabolism 0 High Quality
SBSN_HUMAN Q6UWP8 SBSN (UNQ698/PRO1343)Suprabasin OS=Homo sapiens GN=SBSN PE=2 SV=1 25316.6 1 1 0 1 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KV119_HUMAN P01611 n.o Ig kappa chain V-I region Wes OS=Homo sapiens PE=1 SV=111590 1 1 19 0 0 0 0 19 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
HS105_HUMAN Q92598 HSPH1 (HSP105) (HSP110) (KIAA0201)Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=196847.8 7 1 3 11 10 1 3 0 0 0 0 14 Hsp 70 family chaperoneProtein folding 0 High Quality
OSGEP_HUMANQ9NPF4 OSGEP (GCPL1)Probable O-sialoglycoprotein endopeptidase OS=Homo sapiens GN=OSGEP PE=1 SV=136408.4 4 1 5 4 1 0 0 0 0 5 Metalloprotease Proteolysis 0 High Quality
PIR_HUMAN O00625 PIR Pirin OS=Homo sapiens GN=PIR PE=1 SV=1 32095.7 2 2 4 2 3 0 0 0 0 5 Transcription cofactor;Other miscellaneous function proteinmRNA transcription regulation0 High Quality
C1QC_HUMAN P02747 C1QC (C1QG) Complement C1q subcomponent subunit C OS=Homo sapiens GN=C1QC PE=1 SV=325756 1 1 2 2 2 0 0 4 Complement-mediated immunityComplement-mediated immunity0 Failed Matchup
CD99_HUMAN P14209 CD99 (MIC2) (MIC2X) (MIC2Y)CD99 antigen OS=Homo sapiens GN=CD99 PE=1 SV=118830.1 1 1 3 0 0 0 0 3 General vesicle transport;T-cell mediated immunity;Apoptosis;Cell proliferation and differentiationGeneral vesicle transport;T-cell mediated immunity;Apoptosis;Cell proliferation and differentiation0 One Hit Wonders
NDUB9_HUMANQ9Y6M9 NDUFB9 (LYRM3) (UQOR22)NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 9 OS=Homo sapiens GN=NDUFB9 PE=1 SV=321813.4 1 1 2 0 0 1 1 2 Oxidative phosphorylationOxidative phosphorylation0 Failed Matchup
VAPB_HUMAN O95292 VAPB (UNQ484/PRO983)Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=327210.6 3 1 4 4 1 0 0 0 0 5 Membrane traffic regulatory proteinGeneral vesicle transport;Cell motility0 High Quality
AP4A_HUMAN P50583 NUDT2 (APAH1)Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical] OS=Homo sapiens GN=NUDT2 PE=1 SV=316811.6 4 4 4 0 0 0 0 4 Other hydrolase Biological process unclassified0 High Quality
DNJA4_HUMAN Q8WW22 DNAJA4 DnaJ homolog subfamily A member 4 OS=Homo sapiens GN=DNAJA4 PE=1 SV=144780.3 2 1 3 6 2 1 3 0 0 0 0 6 Other chaperones Protein folding;Stress response0 High Quality
HPBP1_HUMAN Q9NZL4 HSPBP1 (HSPBP) (PP1845)Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=139455.9 2 1 3 2 2 0 0 0 0 4 Other chaperones Protein folding;Stress response0 High Quality
SYTC_HUMAN P26639 TARS Threonyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=383419.8 11 3 14 21 3 0 0 0 0 24 Synthetase;Other ligasetRNA metabolism;Protein metabolism and modification0 High Quality
PKP2_HUMAN Q99959 PKP2 Plakophilin-2 OS=Homo sapiens GN=PKP2 PE=1 SV=197382.4 1 3 4 8 2 5 6 0 0 0 0 13 Intermediate filament binding protein;Other cell junction proteinCell communication;Cell adhesion0 High Quality
NMT1_HUMAN P30419 NMT1 (NMT) Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens GN=NMT1 PE=1 SV=256789 1 2 1 4 1 2 1 0 0 0 0 4 Other transferase Protein-lipid modification0 High Quality
RL24_HUMAN P83731 RPL24 60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=117761.5 1 1 1 3 2 1 2 0 0 0 0 5 Protein biosynthesis Protein biosynthesis 0 Failed Matchup
RUXG_HUMAN P62308 SNRPG (PBSCG)Small nuclear ribonucleoprotein G OS=Homo sapiens GN=SNRPG PE=1 SV=18478.3 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
RL22_HUMAN P35268 RPL22 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=214769.3 2 2 2 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 High Quality
PTCD3_HUMAN Q96EY7 PTCD3 (TRG15)Pentatricopeptide repeat-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=378534.6 3 4 7 5 5 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
HNMT_HUMAN P50135 HNMT Histamine N-methyltransferase OS=Homo sapiens GN=HNMT PE=1 SV=133278.6 3 1 4 3 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
LBP_HUMAN P18428 LBP Lipopolysaccharide-binding protein OS=Homo sapiens GN=LBP PE=1 SV=353368 3 2 5 6 2 0 0 0 0 8 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
SMYD5_HUMANQ6GMV2 SMYD5 (RAI15)SET and MYND domain-containing protein 5 OS=Homo sapiens GN=SMYD5 PE=1 SV=247322.1 2 2 4 2 2 0 0 0 0 4 Transcription cofactor mRNA transcription regulation0 High Quality
SAE2_HUMAN Q9UBT2 UBA2 (SAE2) (UBLE1B) (HRIHFB2115)SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=271207.2 2 1 1 4 2 1 1 0 0 0 0 4 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
PCNA_HUMAN P12004 PCNA Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=128751.3 1 1 2 1 4 0 0 0 0 5 DNA polymerase processivity factorDNA replication;DNA repair;DNA replication;Cell proliferation and differentiationDNA replication->PCNA;;Matchup
NUDT5_HUMANQ9UKK9 NUDT5 (HSPC115)ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=124309.8 2 1 3 2 1 0 0 0 0 3 Pyrophosphatase Purine metabolism 0 High Quality
ATBD4_HUMANQ7L8W6 ATPBD4 ATP-binding domain-containing protein 4 OS=Homo sapiens GN=ATPBD4 PE=2 SV=230348.5 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
SND1_HUMAN Q7KZF4 SND1 (TDRD11)Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1101980.5 9 4 13 15 8 0 0 0 0 23 Transcription cofactor;Nucleic acid bindingmRNA transcription 0 High Quality
COMD3_HUMANQ9UBI1 COMMD3 (BUP) (C10orf8)COMM domain-containing protein 3 OS=Homo sapiens GN=COMMD3 PE=1 SV=122133.9 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
TMLH_HUMAN Q9NVH6 TMLHE (TMLH)Trimethyllysine dioxygenase, mitochondrial OS=Homo sapiens GN=TMLHE PE=2 SV=149500.2 4 2 6 5 2 0 0 0 0 7 Oxygenase;HydroxylaseCoenzyme and prosthetic group metabolism0 High Quality
PCBP2_HUMAN Q15366 PCBP2 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=138562.9 2 2 4 6 2 0 0 0 0 8 Select regulatory moleculeProtein metabolism and modification0 High Quality
ANM5_HUMAN O14744 PRMT5 (HRMT1L5) (IBP72) (JBP1) (SKB1)Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=472667.1 5 2 7 5 2 0 0 0 0 7 Other signaling moleculeMAPKKK cascade 0 High Quality
TESC_HUMAN Q96BS2 TESC Tescalcin OS=Homo sapiens GN=TESC PE=1 SV=1 24732.6 1 1 2 1 1 0 0 0 0 2 Homeostasis Homeostasis 0 Failed Matchup
FYTD1_HUMAN Q96QD9 FYTTD1 Forty-two-three domain-containing protein 1 OS=Homo sapiens GN=FYTTD1 PE=1 SV=235782.2 1 1 1 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
WASF2_HUMANQ9Y6W5 WASF2 (WAVE2)Wiskott-Aldrich syndrome protein family member 2 OS=Homo sapiens GN=WASF2 PE=1 SV=354267.3 2 3 5 2 5 0 0 0 0 7 Non-motor actin binding proteinProtein complex assembly;Other metabolism0 High Quality
CB032_HUMAN Q96F85 CNRIP1 Uncharacterized protein C2orf32 OS=Homo sapiens GN=C2orf32 PE=1 SV=118630.4 1 2 3 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
ASPG_HUMAN P20933 AGA N(4)-(beta-N-acetylglucosaminyl)-L-asparaginase OS=Homo sapiens GN=AGA PE=1 SV=137176.4 1 1 3 0 0 0 0 3 Amino acid catabolism;ProteolysisAmino acid catabolism;Proteolysis0 One Hit Wonders
RAB2A_HUMANP61019 RAB2A (RAB2)Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=123528.2 3 2 5 6 2 0 0 0 0 8 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
SERF2_HUMAN P84101 SERF2 (FAM2C)Small EDRK-rich factor 2 OS=Homo sapiens GN=SERF2 PE=2 SV=16882.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RS26L_HUMAN Q5JNZ5 RPS26P11 (RPS26L1)Putative 40S ribosomal protein S26-like 1 OS=Homo sapiens GN=RPS26L1 PE=5 SV=112997.5 1 1 6 0 0 0 0 6 Not in Panther Not in PantherNot in PantherOne Hit Wonders
STK24_HUMAN Q9Y6E0 STK24 (MST3) (STK3)Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=149292.6 3 5 8 4 6 0 0 0 0 10 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
KBL_HUMAN O75600 GCAT (KBL) 2-amino-3-ketobutyrate coenzyme A ligase, mitochondrial OS=Homo sapiens GN=GCAT PE=2 SV=145268.2 4 1 5 5 1 0 0 0 0 6 Synthase;TransaminaseOther carbon metabolism0 High Quality
UB2V1_HUMANQ13404 UBE2V1 (CROC1) (UBE2V) (UEV1) (P/OKcl.19)Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=116344.9 2 2 3 0 0 0 0 3 Other ligase Protein modification;Proteolysis;Cell cycle controlUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Uev1A;;;High Quality
NACA2_HUMANQ9H009 NACA2 (NACAL)Nascent polypeptide-associated complex subunit alpha-2 OS=Homo sapiens GN=NACA2 PE=1 SV=123204.1 1 1 0 0 0 1 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
RHG17_HUMANQ68EM7 ARHGAP17 (RICH1) (MSTP066) (MSTP110)Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=195419 1 2 4 7 1 3 7 0 0 0 0 11 Other G-protein modulatorSignal transduction;Cell structure0 High Quality
DSCR3_HUMAN O14972 DSCR3 (DCRA) (DSCRA)Down syndrome critical region protein 3 OS=Homo sapiens GN=DSCR3 PE=2 SV=132992.3 4 1 5 5 1 0 0 0 0 6 Other membrane traffic proteinIntracellular protein traffic;Developmental processes0 High Quality
DUS28_HUMAN Q4G0W2 DUSP28 Dual specificity phosphatase 28 OS=Homo sapiens GN=DUSP28 PE=2 SV=118305.7 1 1 2 1 1 0 0 0 0 2 Kinase inhibitor;Protein phosphataseProtein modification;MAPKKK cascadeOxidative stress response->MAP Kinase Phosphatases;;Matchup
HDHD3_HUMANQ9BSH5 HDHD3 (C9orf158)Haloacid dehalogenase-like hydrolase domain-containing protein 3 OS=Homo sapiens GN=HDHD3 PE=1 SV=127982.1 2 2 2 0 0 0 0 2 Hydrolase Biological process unclassified0 High Quality
PEPD_HUMAN P12955 PEPD (PRD) Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=354529.7 2 2 4 5 4 0 0 0 0 9 Metalloprotease Proteolysis 0 High Quality
HV320_HUMAN P01781 n.o Ig heavy chain V-III region GAL OS=Homo sapiens PE=1 SV=112708.1 2 1 3 2 2 0 0 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
RAB17_HUMAN Q9H0T7 RAB17 Ras-related protein Rab-17 OS=Homo sapiens GN=RAB17 PE=2 SV=223472.7 1 1 0 0 0 1 1 Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportIntracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 One Hit Wonders
CI142_HUMAN Q9BUH6 C9orf142 Uncharacterized protein C9orf142 OS=Homo sapiens GN=C9orf142 PE=1 SV=221622.2 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
SAPS1_HUMAN Q9UPN7 SAPS1 (KIAA1115) (PP6R1)SAPS domain family member 1 OS=Homo sapiens GN=SAPS1 PE=1 SV=4103121.2 1 2 3 1 2 0 0 0 0 3 Phosphatase modulatorBiological process unclassified0 High Quality
CA057_HUMAN Q9BSD7 C1orf57 Probable UPF0334 kinase-like protein C1orf57 OS=Homo sapiens GN=C1orf57 PE=1 SV=120694.8 2 1 3 4 1 0 0 0 0 5 Kinase Biological process unclassified0 High Quality
CA103_HUMAN Q5T3J3 C1orf103 (RIF1)Uncharacterized protein C1orf103 OS=Homo sapiens GN=C1orf103 PE=1 SV=184550.4 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
COR1C_HUMANQ9ULV4 CORO1C (CRNN4)Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=153232.3 4 1 5 6 1 0 0 0 0 7 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
IASPP_HUMAN Q8WUF5 PPP1R13L (IASPP) (NKIP1) (PPP1R13BL) (RAI)RelA-associated inhibitor OS=Homo sapiens GN=PPP1R13L PE=1 SV=489075.1 6 2 8 6 2 0 0 0 0 8 Select regulatory moleculeApoptosis;Cell cycle control;Cell proliferation and differentiation0 High Quality
ZO2_HUMAN Q9UDY2 TJP2 (X104) (ZO2)Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=1133957.2 8 2 1 11 11 3 1 0 0 0 0 15 Tight junction Cell structure 0 High Quality
LCMT1_HUMANQ9UIC8 LCMT1 (LCMT) (CGI-68)Leucine carboxyl methyltransferase 1 OS=Homo sapiens GN=LCMT1 PE=1 SV=238362.1 2 2 4 2 3 0 0 0 0 5 Methyltransferase Biological process unclassified0 High Quality
GGPPS_HUMANO95749 GGPS1 Geranylgeranyl pyrophosphate synthetase OS=Homo sapiens GN=GGPS1 PE=1 SV=134854.3 2 1 3 2 1 0 0 0 0 3 Synthase;AcyltransferaseOther metabolism 0 High Quality
IF2G_HUMAN P41091 EIF2S3 (EIF2G)Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=351092.2 7 7 8 0 0 0 0 8 Translation initiation factorProtein biosynthesis 0 High Quality
CBY3_HUMAN A6NI87 CBY3 Protein chibby homolog 3 OS=Homo sapiens GN=CBY3 PE=2 SV=327325.7 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
PABP2_HUMAN Q86U42 PABPN1 (PAB2) (PABP2)Polyadenylate-binding protein 2 OS=Homo sapiens GN=PABPN1 PE=1 SV=332731.5 1 1 4 0 0 0 0 4 Pre-mRNA processing Pre-mRNA processing0 One Hit Wonders
VATH_HUMAN Q9UI12 ATP6V1H (CGI-11)Vacuolar proton pump subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=155865.4 2 1 1 4 2 2 1 0 0 0 0 5 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
G6PD_HUMAN P11413 G6PD Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=459240.1 2 3 5 2 4 0 0 0 0 6 Dehydrogenase Monosaccharide metabolism0 High Quality
HEXA_HUMAN P06865 HEXA Beta-hexosaminidase subunit alpha OS=Homo sapiens GN=HEXA PE=1 SV=160671.8 5 2 7 7 2 0 0 0 0 9 Glycosidase Other polysaccharide metabolism;Lipid, fatty acid and steroid metabolism0 High Quality
GAPR1_HUMANQ9H4G4 GLIPR2 (C9orf19) (GAPR1)Golgi-associated plant pathogenesis-related protein 1 OS=Homo sapiens GN=GLIPR2 PE=1 SV=317200.1 1 1 2 1 1 0 0 0 0 2 Panther Mishit Panther MishitPanther MishitFailed Matchup
PRDBP_HUMAN Q969G5 PRKCDBP (SRBC)Protein kinase C delta-binding protein OS=Homo sapiens GN=PRKCDBP PE=1 SV=127623.8 1 1 2 1 1 0 0 0 0 2 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;Matchup
DDX6_HUMAN P26196 DDX6 (HLR2) (RCK)Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=254400.6 2 1 1 4 2 2 1 0 0 0 0 5 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
AQP1_HUMAN P29972 AQP1 (CHIP28)Aquaporin-1 OS=Homo sapiens GN=AQP1 PE=1 SV=3 28509 1 1 2 2 2 0 0 4 Other transport;Other homeostasis activitiesOther transport;Other homeostasis activities0 Failed Matchup
HAX1_HUMAN O00165 HAX1 (HS1BP1)HCLS1-associated protein X-1 OS=Homo sapiens GN=HAX1 PE=1 SV=231603.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MOL1B_HUMANQ9H8S9 MOBKL1B (C2orf6) (MOB4B) (MOBK1B)Mps one binder kinase activator-like 1B OS=Homo sapiens GN=MOBKL1B PE=1 SV=425062.6 2 2 3 0 0 0 0 3 Transcription cofactor;Other nucleic acid bindingDNA repair;mRNA transcription regulation0 High Quality
ARL2_HUMAN P36404 ARL2 ADP-ribosylation factor-like protein 2 OS=Homo sapiens GN=ARL2 PE=1 SV=420861.3 1 1 2 1 2 0 0 0 0 3 Regulated exocytosis Regulated exocytosis0 Failed Matchup
MYADM_HUMANQ96S97 MYADM (UNQ553/PRO1110)Myeloid-associated differentiation marker OS=Homo sapiens GN=MYADM PE=1 SV=235256.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MBNL1_HUMANQ9NR56 MBNL1 (EXP) (KIAA0428) (MBNL)Muscleblind-like protein 1 OS=Homo sapiens GN=MBNL1 PE=1 SV=241798.7 1 1 2 0 0 0 0 2 Muscle development Muscle development 0 One Hit Wonders
SYYC_HUMAN P54577 YARS Tyrosyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=459127.1 4 3 7 4 4 0 0 0 0 8 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
SYP2L_HUMAN Q9H987 SYNPO2L Synaptopodin 2-like protein OS=Homo sapiens GN=SYNPO2L PE=2 SV=2102452.2 2 2 3 7 3 10 4 0 0 0 0 17 Actin binding cytoskeletal proteinTumor suppressor;Cell structure;Cell motility0 High Quality
RT02_HUMAN Q9Y399 MRPS2 (CGI-91)28S ribosomal protein S2, mitochondrial OS=Homo sapiens GN=MRPS2 PE=2 SV=133232.6 3 3 4 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
ACTN1_HUMANP12814 ACTN1 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2103043 5 6 11 6 6 0 0 0 0 12 Non-motor actin binding proteinCell structureIntegrin signalling pathway->alpha actinin;;High Quality
COMD6_HUMANQ7Z4G1 COMMD6 (MSTP076)COMM domain-containing protein 6 OS=Homo sapiens GN=COMMD6 PE=1 SV=19619.9 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
ROCK1_HUMANQ13464 ROCK1 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1158161 6 5 3 14 11 6 3 0 0 0 0 20 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;High Quality
EGLN1_HUMAN Q9GZT9 EGLN1 (C1orf12) (PNAS-118) (PNAS-137)Egl nine homolog 1 OS=Homo sapiens GN=EGLN1 PE=1 SV=146003.5 1 1 1 3 1 1 2 0 0 0 0 4 Oxidoreductase Apoptosis Hypoxia response via HIF activation->HIF-1 alpha prolyl hydroxylase 2;;Matchup
OTOL1_HUMAN A6NHN0 OTOL1 Otolin-1 OS=Homo sapiens GN=OTOL1 PE=3 SV=1 49405.5 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RB_HUMAN P06400 RB1 Retinoblastoma-associated protein OS=Homo sapiens GN=RB1 PE=1 SV=2106146.6 1 1 0 0 1 0 1 mRNA transcription regulation;Developmental processes;Cell cycle control;Tumor suppressormRNA transcription regulation;Developmental processes;Cell cycle control;Tumor suppressorp53 pathway feedback loops 2->Rb;;One Hit Wonders
PLCL1_HUMAN Q15111 PLCL1 Inactive phospholipase C-like protein 1 OS=Homo sapiens GN=PLCL1 PE=1 SV=2122658.7 2 10 12 3 15 0 0 0 0 18 Other signaling moleculeBiological process unclassifiedOxytocin receptor mediated signaling pathway->PLC beta;;Thyrotropin-releasing hormone receptor signaling pathway->PLC;;Histamine H1 receptor mediated signaling pathway->PLC;;5HT2 type receptor mediated signaling pathway->PLC;;Inflammation mediated by chemHigh Quality
RCN1_HUMAN Q15293 RCN1 (RCN) Reticulocalbin-1 OS=Homo sapiens GN=RCN1 PE=1 SV=138873.2 1 1 2 3 3 0 0 6 Calcium mediated signalingCalcium mediated signaling0 Failed Matchup
CQ037_HUMAN Q9BRT3 C17orf37 (XTP4)Uncharacterized protein C17orf37 OS=Homo sapiens GN=C17orf37 PE=2 SV=112385 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
IF2GL_HUMAN Q2VIR3 n.o Eukaryotic translation initiation factor 2 subunit 3-like protein OS=Homo sapiens PE=2 SV=251092.2 5 5 10 0 0 0 0 10 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
PRTN3_HUMAN P24158 PRTN3 (MBN) Myeloblastin OS=Homo sapiens GN=PRTN3 PE=1 SV=327788.5 1 1 3 0 0 0 0 3 Proteolysis Proteolysis 0 One Hit Wonders
4EBP1_HUMAN Q13541 EIF4EBP1 Eukaryotic translation initiation factor 4E-binding protein 1 OS=Homo sapiens GN=EIF4EBP1 PE=1 SV=312562.2 1 1 2 1 1 0 0 0 0 2 Translation factor Protein biosynthesis;Translational regulation;Cell proliferation and differentiation;Tumor suppressorp38 MAPK pathway->eIF4E-binding protein 1;;p53 pathway by glucose deprivation->Eukaryotic translation initiation factor 4E-binding protein 1;;;Matchup
IMDH2_HUMANP12268 IMPDH2 (IMPD2)Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=255788.4 2 5 7 4 7 0 0 0 0 11 Dehydrogenase Purine metabolismDe novo purine biosynthesis->IMP dehydrogenase;;High Quality
PDIP2_HUMAN Q9Y2S7 POLDIP2 (PDIP38) (POLD4) (HSPC017)Polymerase delta-interacting protein 2 OS=Homo sapiens GN=POLDIP2 PE=1 SV=142015 4 1 5 6 2 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
AT2L2_HUMAN Q8IUZ5 AGXT2L2 (PP9286)Alanine--glyoxylate aminotransferase 2-like 2 OS=Homo sapiens GN=AGXT2L2 PE=2 SV=149692 3 1 4 3 1 0 0 0 0 4 Transaminase Amino acid metabolismPyruvate metabolism->Aminotransferase;;High Quality
KTN1_HUMAN Q86UP2 KTN1 (CG1) (KIAA0004)Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 156258.2 11 3 2 16 13 3 2 0 0 0 0 18 Cytoskeletal protein;Other miscellaneous function proteinIntracellular protein traffic;Cell structure0 High Quality
RAB3A_HUMANP20336 RAB3A Ras-related protein Rab-3A OS=Homo sapiens GN=RAB3A PE=1 SV=124966.3 1 1 2 0 0 1 1 2 Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportIntracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportSynaptic_vesicle_trafficking->Rab3A;;Failed Matchup
FCL_HUMAN Q13630 TSTA3 GDP-L-fucose synthetase OS=Homo sapiens GN=TSTA3 PE=1 SV=135874.6 3 2 5 4 2 0 0 0 0 6 Dehydratase;Epimerase/racemaseOther carbohydrate metabolism0 High Quality
GLYM_HUMAN P34897 SHMT2 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=355976.7 3 1 4 6 2 0 0 0 0 8 Methyltransferase Other amino acid metabolism;Other nucleoside, nucleotide and nucleic acid metabolismSerine glycine biosynthesis->Glycine hydroxymethyltransferase;;High Quality
SF3A1_HUMAN Q15459 SF3A1 (SAP114)Splicing factor 3 subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=188868.1 1 2 2 5 1 3 2 0 0 0 0 6 mRNA splicing factor mRNA splicing 0 High Quality
RT07_HUMAN Q9Y2R9 MRPS7 28S ribosomal protein S7, mitochondrial OS=Homo sapiens GN=MRPS7 PE=1 SV=128144.7 2 1 1 4 2 1 1 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
IBP2_HUMAN P18065 IGFBP2 (BP2) (IBP2)Insulin-like growth factor-binding protein 2 OS=Homo sapiens GN=IGFBP2 PE=1 SV=135119.1 2 2 5 0 0 0 0 5 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
NPC2_HUMAN P61916 NPC2 Epididymal secretory protein E1 OS=Homo sapiens GN=NPC2 PE=1 SV=116552 3 3 4 0 0 0 0 4 Molecular function unclassifiedLipid and fatty acid transport;Transport0 High Quality
RS7_HUMAN P62081 RPS7 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=122109.5 2 2 2 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 High Quality
EIF3G_HUMAN O75821 EIF3G (EIF3S4)Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=235593.9 2 3 5 3 4 0 0 0 0 7 Translation initiation factorProtein biosynthesis 0 High Quality
EF1A1_HUMAN P68104 EEF1A1 (EEF1A) (EF1A) (LENG7)Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150123.2 5 5 27 0 0 0 0 27 Translation elongation factorTranslational regulation0 High Quality
D2HDH_HUMANQ8N465 D2HGDH (D2HGD)D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=D2HGDH PE=1 SV=356398.4 3 3 6 5 4 0 0 0 0 9 Dehydrogenase Other carbohydrate metabolism0 High Quality
PSB9_HUMAN P28065 PSMB9 (LMP2) (RING12)Proteasome subunit beta type-9 OS=Homo sapiens GN=PSMB9 PE=1 SV=223246.4 1 1 2 1 2 0 0 0 0 3 Other proteases Proteolysis 0 Matchup
SEP10_HUMAN Q9P0V9 SEP10 Septin-10 OS=Homo sapiens GN=SEPT10 PE=1 SV=2 52575.5 5 5 11 0 0 0 0 11 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense0 High Quality
CTBP1_HUMAN Q13363 CTBP1 (CTBP) C-terminal-binding protein 1 OS=Homo sapiens GN=CTBP1 PE=1 SV=247517.4 5 1 6 5 1 0 0 0 0 6 Transcription cofactor;DehydrogenaseAmino acid biosynthesisWnt signaling pathway->C-terminal Binding Protein;;High Quality
PDC10_HUMAN Q9BUL8 PDCD10 (CCM3) (TFAR15)Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=124684.5 1 1 3 5 1 1 3 0 0 0 0 5 Molecular function unclassifiedApoptosis 0 High Quality
SYEM_HUMAN Q5JPH6 EARS2 (KIAA1970)Probable glutamyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=EARS2 PE=2 SV=258671.5 5 2 7 7 2 0 0 0 0 9 Aminoacyl-tRNA synthetaseAmino acid activationHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
RCC1_HUMAN P18754 RCC1 (CHC1) Regulator of chromosome condensation OS=Homo sapiens GN=RCC1 PE=1 SV=144949.8 1 2 3 1 3 0 0 0 0 4 Chromatin/chromatin-binding protein;Other G-protein modulatorNucleoside, nucleotide and nucleic acid transport;Transport;Mitosis0 High Quality
GSH1_HUMAN P48506 GCLC (GLCL) (GLCLC)Glutamate--cysteine ligase catalytic subunit OS=Homo sapiens GN=GCLC PE=1 SV=272749.8 3 3 6 6 4 0 0 0 0 10 Other ligase Sulfur redox metabolism0 High Quality
VDAC3_HUMANQ9Y277 VDAC3 Voltage-dependent anion-selective channel protein 3 OS=Homo sapiens GN=VDAC3 PE=1 SV=130641.9 3 1 4 4 1 0 0 0 0 5 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
CNN2_HUMAN Q99439 CNN2 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 33679.6 2 2 5 0 0 0 0 5 Non-motor actin binding proteinMuscle contraction 0 High Quality
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LV301_HUMAN P01714 n.o Ig lambda chain V-III region SH OS=Homo sapiens PE=1 SV=111374.6 2 2 2 0 0 0 0 2 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
TPRG1_HUMAN Q6ZUI0 TPRG1 (FAM79B)Tumor protein p63-regulated gene 1 protein OS=Homo sapiens GN=TPRG1 PE=2 SV=131213 1 1 0 6 0 0 6 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RL34_HUMAN P49207 RPL34 60S ribosomal protein L34 OS=Homo sapiens GN=RPL34 PE=1 SV=313275.1 1 1 0 0 1 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
HMGN3_HUMANQ15651 HMGN3 (TRIP7) (PNAS-24)High mobility group nucleosome-binding domain-containing protein 3 OS=Homo sapiens GN=HMGN3 PE=1 SV=210648 1 1 2 1 1 0 0 0 0 2 DNA replication;mRNA transcription;DNA replicationDNA replication;mRNA transcription;DNA replication0 Failed Matchup
EI2BA_HUMAN Q14232 EIF2B1 (EIF2BA)Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=133695.2 3 3 6 0 0 0 0 6 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
EIF3C_HUMAN Q99613 EIF3C (EIF3S8); EIF3CLEukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1105329.2 6 1 2 9 8 1 2 0 0 0 0 11 Translation initiation factorProtein biosynthesis;Translational regulation;Nuclear transport0 High Quality
VPS36_HUMAN Q86VN1 VPS36 (C13orf9) (EAP45) (CGI-145)Vacuolar protein-sorting-associated protein 36 OS=Homo sapiens GN=VPS36 PE=1 SV=143800.1 3 1 4 3 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
EPM2A_HUMANO95278 EPM2A Laforin OS=Homo sapiens GN=EPM2A PE=1 SV=2 37139 1 2 3 1 4 0 0 0 0 5 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation0 High Quality
RT14_HUMAN O60783 MRPS14 28S ribosomal protein S14, mitochondrial OS=Homo sapiens GN=MRPS14 PE=1 SV=115121.1 3 3 3 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
RM11_HUMAN Q9Y3B7 MRPL11 (CGI-113)39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=2 SV=120665.9 1 1 2 1 1 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 Matchup
IF4B_HUMAN P23588 EIF4B Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=269135.9 2 2 6 0 0 0 0 6 Translation initiation factorProtein biosynthesis 0 High Quality
S10AC_HUMAN P80511 S100A12 Protein S100-A12 OS=Homo sapiens GN=S100A12 PE=1 SV=210557.4 1 1 0 1 0 0 1 Macrophage-mediated immunity;Other immune and defense;Cytokine/chemokine mediated immunityMacrophage-mediated immunity;Other immune and defense;Cytokine/chemokine mediated immunity0 One Hit Wonders
PEPL1_HUMAN Q8NDH3 NPEPL1 (KIAA1974)Probable aminopeptidase NPEPL1 OS=Homo sapiens GN=NPEPL1 PE=1 SV=355842.9 3 4 7 3 5 0 0 0 0 8 Metalloprotease Proteolysis 0 High Quality
CH038_HUMAN Q330K2 C8orf38 UPF0551 protein C8orf38 OS=Homo sapiens GN=C8orf38 PE=2 SV=238159.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SCTM1_HUMANQ8WVN6 SECTM1 Secreted and transmembrane protein 1 OS=Homo sapiens GN=SECTM1 PE=1 SV=227020.5 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RL4_HUMAN P36578 RPL4 (RPL1) 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=547681.1 2 2 4 4 4 0 0 0 0 8 Miscellaneous function Protein biosynthesis 0 High Quality
MCA2_HUMAN Q13155 AIMP2 Multisynthetase complex auxiliary component p38 OS=Homo sapiens GN=JTV1 PE=1 SV=235331.3 2 1 3 3 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
SCRN1_HUMAN Q12765 SCRN1 (KIAA0193)Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=2 46364.1 1 1 1 3 2 1 1 0 0 0 0 4 Other miscellaneous function proteinProteolysis 0 Matchup
AASD1_HUMANQ9BTE6 AARSD1 Alanyl-tRNA synthetase domain-containing protein 1 OS=Homo sapiens GN=AARSD1 PE=2 SV=245461.5 3 1 4 4 1 0 0 0 0 5 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
FA47E_HUMAN Q6ZV65 FAM47E Protein FAM47E OS=Homo sapiens GN=FAM47E PE=2 SV=240766.5 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
PGCP_HUMAN Q9Y646 PGCP Plasma glutamate carboxypeptidase OS=Homo sapiens GN=PGCP PE=1 SV=151870.1 1 2 3 1 3 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
KV106_HUMAN P01598 n.o Ig kappa chain V-I region EU OS=Homo sapiens PE=1 SV=111770.5 1 1 12 0 0 0 0 12 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
TENX_HUMAN P22105 TNXB (HXBL) (TNX) (TNXB1) (TNXB2) (XB)Tenascin-X OS=Homo sapiens GN=TNXB PE=1 SV=2 464420.2 14 4 1 19 30 7 1 0 0 0 0 38 Cell adhesion molecule;Extracellular matrix glycoproteinExtracellular matrix protein-mediated signaling;Neurogenesis0 High Quality
XPP3_HUMAN Q9NQH7 XPNPEP3 Probable Xaa-Pro aminopeptidase 3 OS=Homo sapiens GN=XPNPEP3 PE=2 SV=157016.8 2 3 5 3 3 0 0 0 0 6 Metalloprotease Proteolysis 0 High Quality
G3BP1_HUMAN Q13283 G3BP1 (G3BP)Ras GTPase-activating protein-binding protein 1 OS=Homo sapiens GN=G3BP1 PE=1 SV=152144.8 1 1 1 0 0 0 0 1 Transport Transport 0 One Hit Wonders
H2B1D_HUMANP58876 HIST1H2BD (H2BFB) (HIRIP2)Histone H2B type 1-D OS=Homo sapiens GN=HIST1H2BD PE=1 SV=213918.6 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HNRPQ_HUMANO60506 SYNCRIP (HNRPQ) (NSAP1)Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=269585.5 1 8 9 1 8 0 0 0 0 9 mRNA processing factor;Ribosomal proteinmRNA splicing 0 High Quality
CN124_HUMAN Q9NRG7 SDR39U1 UPF0105 protein C14orf124 OS=Homo sapiens GN=C14orf124 PE=2 SV=134730.2 4 4 7 0 0 0 0 7 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
SAA4_HUMAN P35542 SAA4 (CSAA) Serum amyloid A-4 protein OS=Homo sapiens GN=SAA4 PE=1 SV=114789.3 1 1 1 0 0 0 0 1 Immunity and defense Immunity and defense0 One Hit Wonders
STAT1_HUMAN P42224 STAT1 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=287318.9 5 5 10 9 9 0 0 0 0 18 Other transcription factor;Nucleic acid bindingmRNA transcriptionEGF receptor signaling pathway->signal transducer and activator of transcription;;Oxidative stress response->v-myc myelocytomatosis viral oncogene homolog;;p53 pathway feedback loops 2->Myc;;Angiogenesis->Signal Transducer and Activator of Transcription 1High Quality
RET4_HUMAN P02753 RBP4 (PRO2222)Retinol-binding protein 4 OS=Homo sapiens GN=RBP4 PE=1 SV=322992.3 1 3 4 2 4 0 0 0 0 6 Other transfer/carrier proteinVitamin/cofactor transport;Transport0 High Quality
SPRC_HUMAN P09486 SPARC (ON) SPARC OS=Homo sapiens GN=SPARC PE=1 SV=1 34613.9 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
KV301_HUMAN P01619 n.o Ig kappa chain V-III region B6 OS=Homo sapiens PE=1 SV=111615.5 1 1 3 0 0 0 0 3 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
SERPH_HUMAN P50454 SERPINH1 (CBP1) (CBP2) (HSP47) (SERPINH2) (PIG14)Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=246424 3 1 4 3 1 0 0 0 0 4 Serine protease inhibitorProteolysis 0 High Quality
S10AE_HUMAN Q9HCY8 S100A14 (S100A15)Protein S100-A14 OS=Homo sapiens GN=S100A14 PE=1 SV=111644.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CRADD_HUMANP78560 CRADD (RAIDD)Death domain-containing protein CRADD OS=Homo sapiens GN=CRADD PE=1 SV=122727.7 1 1 1 0 0 0 0 1 Proteolysis;Apoptosis Proteolysis;Apoptosis0 One Hit Wonders
HNRPU_HUMANQ00839 HNRNPU (HNRPU) (SAFA) (U21.1)Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=590496.1 4 1 2 7 5 1 3 0 0 0 0 9 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism0 High Quality
KBTBA_HUMAN O60662 KBTBD10 (KRP1)Kelch repeat and BTB domain-containing protein 10 OS=Homo sapiens GN=KBTBD10 PE=1 SV=268021.8 3 4 7 6 6 0 0 0 0 12 Molecular function unclassifiedBiological process unclassified0 High Quality
MSS4_HUMAN P47224 RABIF (MSS4) (RASGRF3)Guanine nucleotide exchange factor MSS4 OS=Homo sapiens GN=RABIF PE=1 SV=213820.8 1 1 1 0 0 0 0 1 Intracellular protein traffic;TransportIntracellular protein traffic;Transport0 One Hit Wonders
EFHD2_HUMAN Q96C19 EFHD2 (SWS1)EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=126680.4 4 4 4 0 0 0 0 4 Other select calcium binding proteinsMuscle development 0 High Quality
DCTN6_HUMANO00399 DCTN6 (WS3) Dynactin subunit 6 OS=Homo sapiens GN=DCTN6 PE=2 SV=120729.1 1 1 2 1 2 0 0 0 0 3 Microtubule binding motor proteinLipid metabolism;Other metabolism0 Matchup
CPIN1_HUMAN Q6FI81 CIAPIN1 (CUA001) (PRO0915)Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=2 33565 1 2 3 2 2 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
DUS23_HUMAN Q9BVJ7 DUSP23 (LDP3) (VHZ)Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=116570.4 2 2 2 0 0 0 0 2 Protein phosphatase Protein phosphorylation0 High Quality
CASP7_HUMAN P55210 CASP7 (MCH3)Caspase-7 OS=Homo sapiens GN=CASP7 PE=1 SV=1 34259.5 1 1 2 0 0 0 2 Proteolysis;Apoptosis Proteolysis;ApoptosisFAS signaling pathway->Caspase 7;;Apoptosis signaling pathway->Caspase 7;;FAS signaling pathway->Pro-Caspase7;;;;One Hit Wonders
CSK2B_HUMAN P67870 CSNK2B (CK2N) (G5A)Casein kinase II subunit beta OS=Homo sapiens GN=CSNK2B PE=1 SV=124924.9 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Signal transduction;Stress response;Cell cycle;Cell proliferation and differentiation;Homeostasis;Cell structureNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Signal transduction;Stress response;Cell cycle;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;One Hit Wonders
1433S_HUMAN P31947 SFN (HME1) 14-3-3 protein sigma OS=Homo sapiens GN=SFN PE=1 SV=127756.8 1 2 3 2 2 0 0 0 0 4 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
SCFD1_HUMAN Q8WVM8 SCFD1 (C14orf163) (KIAA0917) (STXBP1L2) (FKSG23)Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=472364.3 2 2 4 4 2 0 0 0 0 6 Membrane traffic regulatory proteinExocytosis 0 High Quality
CLCA_HUMAN P09496 CLTA Clathrin light chain A OS=Homo sapiens GN=CLTA PE=1 SV=127058.7 1 1 1 0 0 0 0 1 Receptor mediated endocytosisReceptor mediated endocytosisHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Clathrin;;Huntington disease->Clathrin;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Clathrin;;;;One Hit Wonders
TCEA1_HUMAN P23193 TCEA1 (GTF2S) (TFIIS)Transcription elongation factor A protein 1 OS=Homo sapiens GN=TCEA1 PE=1 SV=233952.6 1 1 0 0 0 1 1 mRNA transcription elongationmRNA transcription elongation0 One Hit Wonders
PGM2_HUMAN Q96G03 PGM2 (MSTP006)Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=468267.7 3 3 6 4 5 0 0 0 0 9 Mutase Monosaccharide metabolismXanthine and guanine salvage pathway->Guanine phosphoribosyltransferase;;N-acetylglucosamine metabolism->Phosphoglucosamine mutase;;Adenine and hypoxanthine salvage pathway->Hypoxanthine phosphoribosyl transferase;;Xanthine and guanine salvage pathway->XaHigh Quality
HMGA1_HUMANP17096 HMGA1 (HMGIY)High mobility group protein HMG-I/HMG-Y OS=Homo sapiens GN=HMGA1 PE=1 SV=311658.2 1 1 1 0 0 0 0 1 mRNA transcription regulation;Chromosome segregationmRNA transcription regulation;Chromosome segregation0 One Hit Wonders
CD34_HUMAN P28906 CD34 Hematopoietic progenitor cell antigen CD34 OS=Homo sapiens GN=CD34 PE=1 SV=240698.5 2 1 3 4 1 0 0 0 0 5 Cell adhesion molecule;Miscellaneous functionCell adhesion;Hematopoiesis0 High Quality
TB182_HUMAN Q9C0C2 TNKS1BP1 (KIAA1741) (TAB182)182 kDa tankyrase 1-binding protein OS=Homo sapiens GN=TNKS1BP1 PE=1 SV=3181763 7 2 5 14 7 3 6 0 0 0 0 16 Molecular function unclassifiedChromosome segregation0 High Quality
CL023_HUMAN Q8WUH6 C12orf23 UPF0444 transmembrane protein C12orf23 OS=Homo sapiens GN=C12orf23 PE=1 SV=111730 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CC050_HUMAN Q0D2K5 C3orf50 EGF-like domain-containing protein C3orf50 OS=Homo sapiens GN=C3orf50 PE=2 SV=121613.1 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
GREM1_HUMANO60565 GREM1 (CKTSF1B1) (DAND2) (DRM) (PIG2)Gremlin-1 OS=Homo sapiens GN=GREM1 PE=1 SV=120678.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RRAGA_HUMANQ7L523 RRAGA Ras-related GTP-binding protein A OS=Homo sapiens GN=RRAGA PE=1 SV=143233.8 4 1 5 6 1 0 0 0 0 7 Small GTPase Biological process unclassified0 High Quality
SYMC_HUMAN P56192 MARS Methionyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2101099.5 7 1 8 12 1 0 0 0 0 13 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
ARMET_HUMANP55145 ARMET (ARP) Protein ARMET OS=Homo sapiens GN=ARMET PE=1 SV=220239.7 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
TTC6_HUMAN Q86TZ1 TTC6 Tetratricopeptide repeat protein 6 OS=Homo sapiens GN=TTC6 PE=2 SV=159363.8 1 1 0 0 1 0 1 Protein glycosylation;Cell communicationProtein glycosylation;Cell communication0 One Hit Wonders
COMD9_HUMANQ9P000 COMMD9 (HSPC166)COMM domain-containing protein 9 OS=Homo sapiens GN=COMMD9 PE=1 SV=221801.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HRG_HUMAN P04196 HRG Histidine-rich glycoprotein OS=Homo sapiens GN=HRG PE=1 SV=159558.6 1 3 4 1 3 0 0 0 0 4 Other miscellaneous function proteinBlood clotting 0 High Quality
PPP6_HUMAN O00743 PPP6C (PPP6) Serine/threonine-protein phosphatase 6 OS=Homo sapiens GN=PPP6C PE=1 SV=135126.8 3 3 3 0 0 0 0 3 Protein phosphatase Biological process unclassifiedFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
SNAG_HUMAN Q99747 NAPG (SNAPG)Gamma-soluble NSF attachment protein OS=Homo sapiens GN=NAPG PE=1 SV=134728.9 1 3 4 1 3 0 0 0 0 4 Other membrane traffic proteinExocytosis 0 High Quality
MCA3_HUMAN O43324 EEF1E1 (AIMP3) (P18)Eukaryotic translation elongation factor 1 epsilon-1 OS=Homo sapiens GN=EEF1E1 PE=1 SV=119793.1 1 1 2 2 1 0 0 0 0 3 Protein biosynthesis Protein biosynthesisHeme biosynthesis->Glutamyl-tRNA-synthetase;;Failed Matchup
CQ10A_HUMANQ96MF6 COQ10A (UNQ6192/PRO20219)Protein COQ10 A, mitochondrial OS=Homo sapiens GN=COQ10A PE=2 SV=227668.2 2 1 3 6 3 0 0 0 0 9 Other synthase/synthetaseOther immune and defense0 High Quality
CY1_HUMAN P08574 CYC1 Cytochrome c1, heme protein, mitochondrial OS=Homo sapiens GN=CYC1 PE=2 SV=235372.7 1 1 2 1 1 0 0 2 Oxidative phosphorylationOxidative phosphorylationFAS signaling pathway->CytochromeC;;ATP synthesis->Cytochrome bc1;;Huntington disease->Cytochrome c;;;;Failed Matchup
CT007_HUMAN Q5TEU4 C20orf7 Probable methyltransferase C20orf7 OS=Homo sapiens GN=C20orf7 PE=2 SV=138901.4 1 2 3 2 2 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
TADBP_HUMANQ13148 TARDBP (TDP43)TAR DNA-binding protein 43 OS=Homo sapiens GN=TARDBP PE=1 SV=144721.7 1 1 1 0 0 0 0 1 mRNA transcription regulation;mRNA splicingmRNA transcription regulation;mRNA splicing0 One Hit Wonders
ACBD4_HUMANQ8NC06 ACBD4 (HMFT0700)Acyl-CoA-binding domain-containing protein 4 OS=Homo sapiens GN=ACBD4 PE=2 SV=230289.2 1 1 0 0 1 0 1 Lipid and fatty acid transport;TransportLipid and fatty acid transport;Transport0 One Hit Wonders
PAIP1_HUMAN Q9H074 PAIP1 Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens GN=PAIP1 PE=1 SV=153507.6 2 2 2 0 0 0 0 2 Other RNA-binding proteinProtein biosynthesis 0 High Quality
NDUA9_HUMANQ16795 NDUFA9 (NDUFS2L)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial OS=Homo sapiens GN=NDUFA9 PE=1 SV=242492.1 4 1 5 4 2 0 0 0 0 6 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
CYBR1_HUMAN Q53TN4 CYBRD1 (DCYTB) (FRRS3)Cytochrome b reductase 1 OS=Homo sapiens GN=CYBRD1 PE=1 SV=131624.4 1 1 2 1 1 0 0 0 0 2 Other pathways of electron transportOther pathways of electron transport0 Failed Matchup
APOL2_HUMAN Q9BQE5 APOL2 Apolipoprotein-L2 OS=Homo sapiens GN=APOL2 PE=2 SV=137074.8 4 1 5 4 1 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
DNLZ_HUMAN Q5SXM8 DNLZ (C9orf151)DNL-type zinc finger protein OS=Homo sapiens GN=DNLZ PE=2 SV=119185.6 1 1 2 2 4 0 0 0 0 6 Chaperone Biological process unclassified0 Matchup
CASP3_HUMAN P42574 CASP3 (CPP32)Caspase-3 OS=Homo sapiens GN=CASP3 PE=1 SV=2 31591 1 1 1 0 0 0 0 1 Proteolysis;Apoptosis Proteolysis;ApoptosisHuntington disease->Caspase 3;;FAS signaling pathway->Caspase 3;;Apoptosis signaling pathway->Caspase 3;;FAS signaling pathway->Pro-Caspase3;;;;;One Hit Wonders
NDRG3_HUMANQ9UGV2 NDRG3 Protein NDRG3 OS=Homo sapiens GN=NDRG3 PE=2 SV=241390.9 1 1 1 0 0 0 0 1 Cell proliferation and differentiationCell proliferation and differentiation0 One Hit Wonders
RM23_HUMAN Q16540 MRPL23 (L23MRP) (RPL23L)39S ribosomal protein L23, mitochondrial OS=Homo sapiens GN=MRPL23 PE=2 SV=117763.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
THIC_HUMAN Q9BWD1 ACAT2 (ACTL) Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=241332.4 3 3 5 0 0 0 0 5 Acetyltransferase Protein acetylation 0 High Quality
PEX19_HUMAN P40855 PEX19 (HK33) (PXF) (OK/SW-cl.22)Peroxisomal biogenesis factor 19 OS=Homo sapiens GN=PEX19 PE=1 SV=132789.2 2 1 3 2 2 0 0 0 0 4 Storage protein Lipid and fatty acid binding0 High Quality
PALM_HUMAN O75781 PALM (KIAA0270)Paralemmin OS=Homo sapiens GN=PALM PE=1 SV=242057.4 1 1 1 0 0 0 0 1 Signal transduction Signal transduction 0 One Hit Wonders
NUDT8_HUMANQ8WV74 NUDT8 Nucleoside diphosphate-linked moiety X motif 8, mitochondrial OS=Homo sapiens GN=NUDT8 PE=2 SV=225352.1 1 1 1 0 0 0 0 1 Phosphate metabolism Phosphate metabolism0 One Hit Wonders
ROCK2_HUMANO75116 ROCK2 (KIAA0619)Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=3160900.8 8 1 1 10 9 1 1 0 0 0 0 11 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;High Quality
RS6_HUMAN P62753 RPS6 (OK/SW-cl.2)40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=128663.7 3 1 4 5 1 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
SNRPA_HUMANP09012 SNRPA U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=331262.4 3 3 3 0 0 0 0 3 mRNA splicing factor mRNA splicingmRNA splicing->U1;;mRNA splicing->U2;;;High Quality
INSL4_HUMAN Q14641 INSL4 Early placenta insulin-like peptide OS=Homo sapiens GN=INSL4 PE=1 SV=115427.9 1 1 0 0 1 0 1 Ligand-mediated signaling;Developmental processes;Cell proliferation and differentiationLigand-mediated signaling;Developmental processes;Cell proliferation and differentiation0 One Hit Wonders
SRP19_HUMAN P09132 SRP19 Signal recognition particle 19 kDa protein OS=Homo sapiens GN=SRP19 PE=1 SV=316138 1 1 2 1 1 0 0 0 0 2 Protein biosynthesis;Protein complex assembly;Protein targetingProtein biosynthesis;Protein complex assembly;Protein targeting0 Failed Matchup
GCP60_HUMAN Q9H3P7 ACBD3 (GCP60) (GOCAP1) (GOLPH1)Golgi resident protein GCP60 OS=Homo sapiens GN=ACBD3 PE=1 SV=460574.7 1 1 1 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LYPA2_HUMAN O95372 LYPLA2 Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=2 SV=124719.2 2 1 3 3 1 0 0 0 0 4 Phospholipase Lipid metabolism;Protein-lipid modification;G-protein mediated signaling;Cell proliferation and differentiation0 High Quality
DUS19_HUMAN Q8WTR2 DUSP19 (DUSP17) (SKRP1)Dual specificity protein phosphatase 19 OS=Homo sapiens GN=DUSP19 PE=2 SV=124176.8 1 1 1 0 0 0 0 1 Protein phosphorylation;JNK cascadeProtein phosphorylation;JNK cascadeOxidative stress response->MAP Kinase Phosphatases;;One Hit Wonders
MST4_HUMAN Q9P289 MST4 (MASK) Serine/threonine-protein kinase MST4 OS=Homo sapiens GN=MST4 PE=1 SV=246512.4 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DFFA_HUMAN O00273 DFFA (DFF1) (DFF45) (H13)DNA fragmentation factor subunit alpha OS=Homo sapiens GN=DFFA PE=1 SV=136504.5 1 1 1 0 0 0 1 Induction of apoptosis Induction of apoptosis0 One Hit Wonders
CHID1_HUMAN Q9BWS9 CHID1 (GL008) (PSEC0104) (SB139)Chitinase domain-containing protein 1 OS=Homo sapiens GN=CHID1 PE=1 SV=144922.9 2 1 3 2 1 0 0 0 0 3 Glycosidase Other polysaccharide metabolism0 High Quality
ERAP2_HUMAN Q6P179 ERAP2 (LRAP) Endoplasmic reticulum aminopeptidase 2 OS=Homo sapiens GN=ERAP2 PE=1 SV=2110448.6 1 1 0 2 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RM46_HUMAN Q9H2W6 MRPL46 (C15orf4) (LIECG2)39S ribosomal protein L46, mitochondrial OS=Homo sapiens GN=MRPL46 PE=2 SV=131688.3 1 1 2 1 2 0 0 0 0 3 Ribosomal protein Biological process unclassified0 Matchup
C2D1A_HUMANQ6P1N0 CC2D1A Coiled-coil and C2 domain-containing protein 1A OS=Homo sapiens GN=CC2D1A PE=1 SV=1104046.9 3 2 5 4 2 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
KRT36_HUMAN O76013 KRT36 (HHA6) (HKA6) (KRTHA6)Keratin, type I cuticular Ha6 OS=Homo sapiens GN=KRT36 PE=1 SV=152229 4 4 4 0 0 0 0 4 Intermediate filament;Structural proteinCell structure 0 High Quality
CO6A1_HUMANP12109 COL6A1 Collagen alpha-1(VI) chain OS=Homo sapiens GN=COL6A1 PE=1 SV=3108512.9 3 1 5 9 7 1 7 0 0 0 0 15 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
CCD29_HUMAN Q4UJ79 CCDC29 Coiled-coil domain-containing protein 29 OS=Homo sapiens GN=CCDC29 PE=2 SV=231664.9 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ERF1_HUMAN P62495 ETF1 (ERF1) (RF1) (SUP45L1)Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=349014.6 3 2 5 6 2 0 0 0 0 8 Translation release factorProtein biosynthesis 0 High Quality
ABCE1_HUMAN P61221 ABCE1 (RLI) (RNASEL1) (RNASELI) (RNS4I) (OK/SW-cl.40)ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=167298.4 4 2 6 4 2 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
BAP31_HUMAN P51572 BCAP31 (BAP31) (DXS1357E)B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=327974.6 3 3 5 0 0 0 0 5 Transporter;Membrane traffic proteinIntracellular protein traffic;Apoptosis0 High Quality
SYNE1_HUMAN Q8NF91 SYNE1 (KIAA0796) (KIAA1262) (KIAA1756) (MYNE1)Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=2 1011039 1 1 2 1 0 0 0 1 2 Molecular function unclassifiedBiological process unclassified0 Matchup
CI064_HUMAN Q5T6V5 C9orf64 UPF0553 protein C9orf64 OS=Homo sapiens GN=C9orf64 PE=1 SV=139011.7 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CATH_HUMAN P09668 CTSH (CPSB) Cathepsin H OS=Homo sapiens GN=CTSH PE=1 SV=3 37359.8 1 1 2 0 0 0 0 2 Proteolysis Proteolysis 0 One Hit Wonders
NB5R1_HUMANQ9UHQ9 CYB5R1 (NQO3A2) (UNQ3049/PRO9865)NADH-cytochrome b5 reductase 1 OS=Homo sapiens GN=CYB5R1 PE=1 SV=134078.1 5 5 5 0 0 0 0 5 Reductase Fatty acid desaturation;Cholesterol metabolism;Other pathways of electron transport0 High Quality
HNRPG_HUMANP38159 RBMX (HNRPG) (RBMXP1)Heterogeneous nuclear ribonucleoprotein G OS=Homo sapiens GN=RBMX PE=1 SV=342315.7 1 1 1 0 0 0 0 1 mRNA splicing;Spermatogenesis and motilitymRNA splicing;Spermatogenesis and motility0 One Hit Wonders
ODBB_HUMAN P21953 BCKDHB 2-oxoisovalerate dehydrogenase subunit beta, mitochondrial OS=Homo sapiens GN=BCKDHB PE=1 SV=243104.9 5 5 9 0 0 0 0 9 Dehydrogenase Amino acid catabolism0 High Quality
UBL4A_HUMAN P11441 UBL4A (DXS254E) (GDX) (UBL4)Ubiquitin-like protein 4A OS=Homo sapiens GN=UBL4A PE=1 SV=117758.9 3 3 3 0 0 0 0 3 Ribosomal protein Proteolysis 0 High Quality
SNAPN_HUMANO95295 SNAPIN (SNAP25BP) (SNAPAP)SNARE-associated protein Snapin OS=Homo sapiens GN=SNAPIN PE=1 SV=114856 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
FTHFD_HUMAN O75891 ALDH1L1 (FTHFD)10-formyltetrahydrofolate dehydrogenase OS=Homo sapiens GN=ALDH1L1 PE=1 SV=298812.2 5 1 6 10 1 0 0 0 0 11 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
SELB_HUMAN P57772 EEFSEC (SELB)Selenocysteine-specific elongation factor OS=Homo sapiens GN=EEFSEC PE=2 SV=365322.1 3 3 7 0 0 0 0 7 Translation elongation factorProtein biosynthesis 0 High Quality
RAB14_HUMAN P61106 RAB14 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=423879.6 4 4 4 0 0 0 0 4 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
HV207_HUMAN P01825 n.o Ig heavy chain V-II region NEWM OS=Homo sapiens PE=1 SV=116210.6 1 1 2 0 0 0 0 2 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
SHLB2_HUMAN Q9NR46 SH3GLB2 (KIAA1848) (PP578)Endophilin-B2 OS=Homo sapiens GN=SH3GLB2 PE=1 SV=143957.2 1 1 2 1 4 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
SYAP1_HUMAN Q96A49 SYAP1 (PRO3113)Synapse-associated protein 1 OS=Homo sapiens GN=SYAP1 PE=1 SV=139915.4 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedSynaptic transmission0 High Quality
UBE2A_HUMANP49459 UBE2A (RAD6A)Ubiquitin-conjugating enzyme E2 A OS=Homo sapiens GN=UBE2A PE=2 SV=217297.7 1 1 1 0 0 0 0 1 Protein modification;Cell cycle control;Mitosis;Cell proliferation and differentiationProtein modification;Cell cycle control;Mitosis;Cell proliferation and differentiationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;One Hit Wonders
SHIP2_HUMAN O15357 INPPL1 (SHIP2)Phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase 2 OS=Homo sapiens GN=INPPL1 PE=1 SV=1138570.3 2 2 1 5 2 2 2 0 0 0 0 6 Other phosphatase Phospholipid metabolism;Cytokine and chemokine mediated signaling pathway;Receptor protein tyrosine kinase signaling pathwayInflammation mediated by chemokine and cytokine signaling pathway->SH2 domain-containing inositol 5-phosphatase;;PI3 kinase pathway->SHIP;;Insulin/IGF pathway-protein kinase B signaling cascade->SH2 domain-containing inositol 5-phosphatase 2;;;;High Quality
MYO1C_HUMANO00159 MYO1C Myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=2117934.8 6 1 5 12 9 1 5 0 0 0 0 15 Actin binding motor proteinGeneral vesicle transportNicotinic acetylcholine receptor signaling pathway->Myosin;;High Quality
BPHL_HUMAN Q86WA6 BPHL (MCNAA)Valacyclovir hydrolase OS=Homo sapiens GN=BPHL PE=1 SV=132525.4 3 1 4 3 1 0 0 0 0 4 Hydrolase Detoxification;Other metabolism0 High Quality
SF3B4_HUMAN Q15427 SF3B4 (SAP49)Splicing factor 3B subunit 4 OS=Homo sapiens GN=SF3B4 PE=1 SV=144368.5 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
RS16_HUMAN P62249 RPS16 40S ribosomal protein S16 OS=Homo sapiens GN=RPS16 PE=1 SV=216427.9 1 1 5 0 0 0 0 5 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
PI16_HUMAN Q6UXB8 PI16 (CRISP9) (PSPBP) (PSEC0164) (UNQ289/PRO328)Peptidase inhibitor 16 OS=Homo sapiens GN=PI16 PE=1 SV=149453 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
AHSA1_HUMANO95433 AHSA1 (C14orf3) (HSPC322)Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=138256.4 2 2 4 2 2 0 0 0 0 4 Other chaperones;Other enzyme activatorProtein folding;Stress response;Other metabolism0 High Quality
K1H1_HUMAN Q15323 KRT31 (HHA1) (HKA1) (KRTHA1)Keratin, type I cuticular Ha1 OS=Homo sapiens GN=KRT31 PE=1 SV=247213.6 7 7 8 0 0 0 0 8 Intermediate filament;Structural proteinCell structure 0 High Quality
COMT_HUMAN P21964 COMT Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=230019.6 1 2 3 1 2 0 0 0 0 3 Methyltransferase Neuronal activities;Other metabolismDopamine receptor mediated signaling pathway->Catechol-O-Methyl Transferase;;Adrenaline and noradrenaline biosynthesis->Catechol-O-Methyl Transferase;;;High Quality
CA128_HUMAN Q9GZP4 C1orf128 (AD039) (HT014) (PP603)UPF0424 protein C1orf128 OS=Homo sapiens GN=C1orf128 PE=1 SV=124160.3 2 1 3 3 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
IBP7_HUMAN Q16270 IGFBP7 (MAC25) (PSF)Insulin-like growth factor-binding protein 7 OS=Homo sapiens GN=IGFBP7 PE=1 SV=129111.8 1 1 2 0 0 0 0 2 Cell proliferation and differentiationCell proliferation and differentiation0 One Hit Wonders
FINC_HUMAN P02751 FN1 (FN) Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=3 262581 6 1 6 13 8 1 7 0 0 0 0 16 Cell adhesion molecule;Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion;Phagocytosis;Cell structureIntegrin signalling pathway->Fibronectin;;High Quality
SMYD2_HUMANQ9NRG4 SMYD2 (KMT3C)SET and MYND domain-containing protein 2 OS=Homo sapiens GN=SMYD2 PE=1 SV=249670.8 2 1 3 2 1 0 0 0 0 3 Transcription cofactor mRNA transcription regulation0 High Quality
CJ032_HUMAN Q96B45 C10orf32 Uncharacterized protein C10orf32 OS=Homo sapiens GN=C10orf32 PE=2 SV=111546.2 1 1 2 1 1 0 0 0 0 2 Nuclease;Translation initiation factorProtein biosynthesis;Translational regulation;Other protein metabolism0 Matchup
AGM1_HUMAN O95394 PGM3 (AGM1)Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=159834.4 1 2 3 1 3 0 0 0 0 4 Mutase Monosaccharide metabolism0 High Quality
NUBP1_HUMANP53384 NUBP1 (NBP) (NBP1)Nucleotide-binding protein 1 OS=Homo sapiens GN=NUBP1 PE=2 SV=134570.9 3 3 4 0 0 0 0 4 Other hydrolase Protein metabolism and modification0 High Quality
ACTY_HUMAN P42025 ACTR1B (CTRN2)Beta-centractin OS=Homo sapiens GN=ACTR1B PE=1 SV=142597.2 2 2 3 0 0 0 0 3 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureCytoskeletal regulation by Rho GTPase->Actin;;Nicotinic acetylcholine receptor signaling pathway->Actin;;Alzheimer disease-presenilin pathway->actin;;Wnt signaling pathway->NFAT Target Genes;;Cadherin signaling pathway->Filamentous F-actin;;Integrin signaHigh Quality
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SEPT6_HUMAN Q14141 SEPT6 (KIAA0128) (SEP2)Septin-6 OS=Homo sapiens GN=SEPT6 PE=1 SV=4 49699.6 1 2 1 4 1 2 1 0 0 0 0 4 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
DYLT1_HUMAN P63172 DYNLT1 (TCTEL1) (TCTEX-1) (TCTEX1)Dynein light chain Tctex-type 1 OS=Homo sapiens GN=DYNLT1 PE=1 SV=112433.6 1 1 1 0 0 0 0 1 RNA localization;General vesicle transport;Cell cycle;Cell structureRNA localization;General vesicle transport;Cell cycle;Cell structure0 One Hit Wonders
ALKB7_HUMAN Q9BT30 ALKBH7 (SPATA11) (UNQ6002/PRO34564)Alkylated DNA repair protein alkB homolog 7 OS=Homo sapiens GN=ALKBH7 PE=2 SV=124498.5 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
UGGG1_HUMANQ9NYU2 UGCGL1 (GT) (UGGT) (UGT1) (UGTR)UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGCGL1 PE=1 SV=2174964.5 3 1 7 11 3 1 9 0 0 0 0 13 Glycosyltransferase Protein glycosylation 0 High Quality
MYPN_HUMAN Q86TC9 MYPN (MYOP)Myopalladin OS=Homo sapiens GN=MYPN PE=1 SV=2145239.7 3 1 4 8 3 1 4 0 0 0 0 8 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
CRTC3_HUMAN Q6UUV7 CRTC3 (TORC3)CREB-regulated transcription coactivator 3 OS=Homo sapiens GN=CRTC3 PE=1 SV=266942.4 1 1 2 0 0 1 1 2 Regulation of nucleoside, nucleotide metabolismRegulation of nucleoside, nucleotide metabolism0 Failed Matchup
UB2R2_HUMANQ712K3 UBE2R2 (CDC34B) (UBC3B)Ubiquitin-conjugating enzyme E2 R2 OS=Homo sapiens GN=UBE2R2 PE=1 SV=127148.7 2 2 7 0 0 0 0 7 Other ligase Protein modification;Cell proliferation and differentiation0 High Quality
BSN_HUMAN Q9UPA5 BSN (KIAA0434) (ZNF231)Protein bassoon OS=Homo sapiens GN=BSN PE=1 SV=3416480.1 1 1 1 0 0 0 0 1 Neurotransmitter release;Cell structureNeurotransmitter release;Cell structure0 One Hit Wonders
SYAM_HUMAN Q5JTZ9 AARS2 (AARSL) (KIAA1270)Probable alanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=AARS2 PE=1 SV=1107321.9 4 1 5 4 1 0 0 0 0 5 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
MMAA_HUMANQ8IVH4 MMAA Methylmalonic aciduria type A protein, mitochondrial OS=Homo sapiens GN=MMAA PE=1 SV=146521.8 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
PI42A_HUMAN P48426 PIP4K2A (PIP5K2) (PIP5K2A)Phosphatidylinositol-5-phosphate 4-kinase type-2 alpha OS=Homo sapiens GN=PIP4K2A PE=1 SV=246207.8 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DP13B_HUMAN Q8NEU8 APPL2 (DIP13B)DCC-interacting protein 13-beta OS=Homo sapiens GN=APPL2 PE=1 SV=374476.8 3 3 3 0 0 0 0 3 Molecular function unclassifiedOther developmental process0 High Quality
ESCO2_HUMAN Q56NI9 ESCO2 N-acetyltransferase ESCO2 OS=Homo sapiens GN=ESCO2 PE=1 SV=168290 1 1 0 0 1 0 1 Chromosome segregationChromosome segregation0 One Hit Wonders
GEPH_HUMAN Q9NQX3 GPHN (GPH) (KIAA1385)Gephyrin OS=Homo sapiens GN=GPHN PE=1 SV=1 79731.6 2 2 4 2 5 0 0 0 0 7 Other miscellaneous function proteinProtein metabolism and modification;Coenzyme and prosthetic group metabolism0 High Quality
STX6_HUMAN O43752 STX6 Syntaxin-6 OS=Homo sapiens GN=STX6 PE=1 SV=1 29158.1 1 1 1 0 0 0 0 1 Exocytosis Exocytosis Alpha adrenergic receptor signaling pathway->N-ethylmaleimide-sensitive factor attachment protein receptor;;One Hit Wonders
UCRP_HUMAN P05161 ISG15 (G1P2) (UCRP)Interferon-induced 17 kDa protein OS=Homo sapiens GN=ISG15 PE=1 SV=517869.4 1 1 0 2 0 0 2 Proteolysis Proteolysis 0 One Hit Wonders
PACN1_HUMANQ9BY11 PACSIN1 (KIAA1379)Protein kinase C and casein kinase substrate in neurons protein 1 OS=Homo sapiens GN=PACSIN1 PE=1 SV=150947.9 5 5 5 0 0 0 0 5 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
RM44_HUMAN Q9H9J2 MRPL44 39S ribosomal protein L44, mitochondrial OS=Homo sapiens GN=MRPL44 PE=1 SV=137518.1 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
UBE3A_HUMANQ05086 UBE3A (E6AP) (EPVE6AP) (HPVE6A)Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=3100632 6 2 8 7 2 0 0 0 0 9 Ubiquitin-protein ligaseProteolysis Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;High Quality
PLP2_HUMAN Q04941 PLP2 (A4) Proteolipid protein 2 OS=Homo sapiens GN=PLP2 PE=1 SV=116673.4 1 1 1 0 0 0 0 1 Cell communication;Neuronal activitiesCell communication;Neuronal activities0 One Hit Wonders
BGAL_HUMAN P16278 GLB1 (ELNR1) Beta-galactosidase OS=Homo sapiens GN=GLB1 PE=1 SV=176075.8 1 1 1 0 0 0 0 1 Disaccharide metabolismDisaccharide metabolism0 One Hit Wonders
ABCF1_HUMAN Q8NE71 ABCF1 (ABC50)ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=295910.2 5 5 5 0 0 0 0 5 ATP-binding cassette (ABC) transporterTransport 0 High Quality
TACC2_HUMAN O95359 TACC2 Transforming acidic coiled-coil-containing protein 2 OS=Homo sapiens GN=TACC2 PE=1 SV=3309405.1 4 2 8 14 11 5 10 0 0 0 0 26 Other miscellaneous function proteinOncogenesis 0 High Quality
FOXF2_HUMAN Q12947 FOXF2 (FKHL6) (FREAC2)Forkhead box protein F2 OS=Homo sapiens GN=FOXF2 PE=1 SV=245975.5 1 1 0 0 0 1 1 Carbohydrate metabolism;mRNA transcription regulation;Other receptor mediated signaling pathway;Cell communication;Vision;Embryogenesis;Anterior/posterior patterning;Segment specification;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferaCarbohydrate metabolism;mRNA transcription regulation;Other receptor mediated signaling pathway;Cell communication;Vision;Embryogenesis;Anterior/posterior patterning;Segment specification;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferaInsulin/IGF pathway-protein kinase B signaling cascade->Forkhead transcription factor;;PI3 kinase pathway->FOXO;;Interleukin signaling pathway->Forkhead in Rhabdomyosarcoma-like 1;;TGF-beta signaling pathway->Co-activators or corepressors;;;;;One Hit Wonders
SAMH1_HUMANQ9Y3Z3 SAMHD1 (MOP5)SAM domain and HD domain-containing protein 1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=272184.7 2 4 6 3 4 0 0 0 0 7 Hydrolase;Defense/immunity proteinImmunity and defense0 High Quality
HNRH3_HUMANP31942 HNRNPH3 (HNRPH3)Heterogeneous nuclear ribonucleoprotein H3 OS=Homo sapiens GN=HNRNPH3 PE=1 SV=236909.6 1 1 3 0 0 0 0 3 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CAPSL_HUMAN Q8WWF8 CAPSL Calcyphosin-like protein OS=Homo sapiens GN=CAPSL PE=2 SV=223085.5 1 1 0 0 1 0 1 Signal transduction;Cation transport;Developmental processes;Cell cycle;Cell proliferation and differentiation;Cell structure and motilitySignal transduction;Cation transport;Developmental processes;Cell cycle;Cell proliferation and differentiation;Cell structure and motility0 One Hit Wonders
HIF1A_HUMAN Q16665 HIF1A (MOP1)Hypoxia-inducible factor 1 alpha OS=Homo sapiens GN=HIF1A PE=1 SV=192654.5 1 1 0 0 0 1 1 mRNA transcription regulation;NeurogenesismRNA transcription regulation;NeurogenesisHypoxia response via HIF activation->Hypoxia inducible factor-1 alpha subunit;;VEGF signaling pathway->Hypoxia-Inducible Factor 1;;Angiogenesis->Hypoxia Inducible Factor-1;;;;One Hit Wonders
RB6I2_HUMAN Q8IUD2 ERC1 (ELKS) (KIAA1081) (RAB6IP2)ELKS/RAB6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1128072.6 3 3 2 8 8 3 2 0 0 0 0 13 G-protein modulator;Membrane traffic proteinGeneral vesicle transport0 High Quality
CO2_HUMAN P06681 C2 Complement C2 OS=Homo sapiens GN=C2 PE=1 SV=283250.8 3 1 4 8 1 0 0 0 0 9 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
ADAL_HUMAN Q6DHV7 ADAL Adenosine deaminase-like protein OS=Homo sapiens GN=ADAL PE=2 SV=240247.1 1 2 3 1 2 0 0 0 0 3 Deaminase Purine metabolismAdenine and hypoxanthine salvage pathway->Adenosine deaminase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine deaminase;;;High Quality
JADE3_HUMAN Q92613 PHF16 (JADE3) (KIAA0215)Protein Jade-3 OS=Homo sapiens GN=PHF16 PE=1 SV=193790.8 1 1 0 0 0 1 1 mRNA transcription initiation;OncogenesismRNA transcription initiation;Oncogenesis0 One Hit Wonders
COMD8_HUMANQ9NX08 COMMD8 (MDS022)COMM domain-containing protein 8 OS=Homo sapiens GN=COMMD8 PE=1 SV=121072.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ZER1_HUMAN Q7Z7L7 ZER1 (C9orf60) (ZYG) (ZYG11BL)Protein zer-1 homolog OS=Homo sapiens GN=ZER1 PE=1 SV=188154.4 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ADRO_HUMAN P22570 FDXR (ADXR) NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Homo sapiens GN=FDXR PE=1 SV=353818.5 3 1 4 3 1 0 0 0 0 4 Reductase Ferredoxin metabolismVitamin D metabolism and pathway->Ferredoxin Reductase;;High Quality
GORS2_HUMANQ9H8Y8 GORASP2 Golgi reassembly-stacking protein 2 OS=Homo sapiens GN=GORASP2 PE=1 SV=347128.1 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
T6441_HUMAN Q86W54 n.o Testis protein T6441 homolog OS=Homo sapiens PE=2 SV=223569 1 1 0 0 1 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
WD42A_HUMANQ5TAQ9 WDR42A (H326)WD repeat-containing protein 42A OS=Homo sapiens GN=WDR42A PE=1 SV=166833.4 1 2 3 2 3 0 0 0 0 5 G-protein;Other miscellaneous function proteinRegulation of nucleoside, nucleotide metabolism;Signal transduction;Apoptosis0 High Quality
CELF1_HUMAN Q92879 CUGBP1 (BRUNOL2) (CELF1) (CUGBP) (NAB50)CUG-BP- and ETR-3-like factor 1 OS=Homo sapiens GN=CUGBP1 PE=1 SV=252046 3 3 3 0 0 0 0 3 Other RNA-binding proteinmRNA splicing 0 High Quality
CDK5_HUMAN Q00535 CDK5 Cell division protein kinase 5 OS=Homo sapiens GN=CDK5 PE=1 SV=333287.8 2 2 2 0 0 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell cycle control;MitosisAxon guidance mediated by semaphorins->Cyclin-dependent kinase 5;;Dopamine receptor mediated signaling pathway->cyclin-dependent kinase 5;;;High Quality
LU_HUMAN P50895 BCAM (LU) (MSK19)Lutheran blood group glycoprotein OS=Homo sapiens GN=BCAM PE=1 SV=267385.9 1 3 4 3 5 0 0 0 0 8 Receptor;CAM family adhesion moleculeCell adhesion 0 High Quality
KBP_HUMAN Q96EK5 KIAA1279 (KBP)KIF1-binding protein OS=Homo sapiens GN=KIAA1279 PE=1 SV=171797.7 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
LMNB2_HUMANQ03252 LMNB2 (LMN2)Lamin-B2 OS=Homo sapiens GN=LMNB2 PE=1 SV=3 67671.7 1 1 1 0 0 0 0 1 Cell structure Cell structureFAS signaling pathway->Nuclear Lamin;;One Hit Wonders
RT29_HUMAN P51398 DAP3 (MRPS29)28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=145549.7 2 1 3 2 1 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
KV113_HUMAN P01605 n.o Ig kappa chain V-I region Lay OS=Homo sapiens PE=1 SV=112739.9 1 1 1 0 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
CLPB_HUMAN Q9H078 CLPB (HSP78) (SKD3)Caseinolytic peptidase B protein homolog OS=Homo sapiens GN=CLPB PE=2 SV=178713.2 4 3 7 4 3 0 0 0 0 7 Hydrolase Intracellular protein traffic0 High Quality
IL1F9_HUMAN Q9NZH8 IL1F9 (IL1E) (IL1H1) (IL1RP2) (UNQ2456/PRO5737)Interleukin-1 family member 9 OS=Homo sapiens GN=IL1F9 PE=1 SV=118703.6 1 1 0 1 0 0 1 Cytokine and chemokine mediated signaling pathway;Ligand-mediated signaling;MHCII-mediated immunity;B-cell- and antibody-mediated immunityCytokine and chemokine mediated signaling pathway;Ligand-mediated signaling;MHCII-mediated immunity;B-cell- and antibody-mediated immunity0 One Hit Wonders
OXND1_HUMANQ96HP4 OXNAD1 Oxidoreductase NAD-binding domain-containing protein 1 OS=Homo sapiens GN=OXNAD1 PE=2 SV=134837.2 1 1 1 0 0 0 0 1 Fatty acid desaturation;Cholesterol metabolism;Other pathways of electron transportFatty acid desaturation;Cholesterol metabolism;Other pathways of electron transport0 One Hit Wonders
SRP72_HUMAN O76094 SRP72 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=374590.3 2 2 4 3 4 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
LRSM1_HUMANQ6UWE0 LRSAM1 (TAL) (UNQ6496/PRO21356)E3 ubiquitin-protein ligase LRSAM1 OS=Homo sapiens GN=LRSAM1 PE=1 SV=183577.8 3 1 4 3 5 0 0 0 0 8 Other miscellaneous function proteinOther immune and defense;Miscellaneous0 High Quality
RABE1_HUMAN Q15276 RABEP1 (RABPT5) (RABPT5A)Rab GTPase-binding effector protein 1 OS=Homo sapiens GN=RABEP1 PE=1 SV=299273.9 1 1 4 6 1 1 4 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
MAOX_HUMAN P48163 ME1 NADP-dependent malic enzyme OS=Homo sapiens GN=ME1 PE=1 SV=164133.4 1 2 3 1 4 0 0 0 0 5 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
ZN597_HUMAN Q96LX8 ZNF597 Zinc finger protein 597 OS=Homo sapiens GN=ZNF597 PE=2 SV=148058.6 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
AB1IP_HUMAN Q7Z5R6 APBB1IP (PREL1) (RARP1) (RIAM)Amyloid beta A4 precursor protein-binding family B member 1-interacting protein OS=Homo sapiens GN=APBB1IP PE=1 SV=173166.5 1 1 0 0 1 0 1 Signal transduction Signal transduction 0 One Hit Wonders
NDUB8_HUMANO95169 NDUFB8 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 8, mitochondrial OS=Homo sapiens GN=NDUFB8 PE=2 SV=121747.6 1 1 1 0 0 0 0 1 Oxidative phosphorylationOxidative phosphorylation0 One Hit Wonders
PDDC1_HUMANQ8NB37 PDDC1 Parkinson disease 7 domain-containing protein 1 OS=Homo sapiens GN=PDDC1 PE=2 SV=123279.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SUV3_HUMAN Q8IYB8 SUPV3L1 (SUV3)ATP-dependent RNA helicase SUPV3L1, mitochondrial OS=Homo sapiens GN=SUPV3L1 PE=1 SV=187976.8 3 1 4 5 1 0 0 0 0 6 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
DCUP_HUMAN P06132 UROD Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=240769.2 2 2 2 0 0 0 0 2 Decarboxylase Porphyrin metabolismHeme biosynthesis->Uroporphyrinogen decarboxylase;;High Quality
LIMS2_HUMAN Q7Z4I7 LIMS2 (PINCH2)LIM and senescent cell antigen-like-containing domain protein 2 OS=Homo sapiens GN=LIMS2 PE=1 SV=138897.4 2 2 5 0 0 0 0 5 Actin binding cytoskeletal protein;Structural proteinOther receptor mediated signaling pathway;Cell motilityIntegrin signalling pathway->PINCH;;High Quality
MAAI_HUMAN O43708 GSTZ1 (MAAI)Maleylacetoacetate isomerase OS=Homo sapiens GN=GSTZ1 PE=1 SV=224164.9 1 1 0 0 2 0 2 Detoxification;Antioxidation and free radical removalDetoxification;Antioxidation and free radical removal0 One Hit Wonders
TLR4_HUMAN O00206 TLR4 Toll-like receptor 4 OS=Homo sapiens GN=TLR4 PE=1 SV=295665.9 1 1 0 1 0 0 1 Cytokine and chemokine mediated signaling pathway;Developmental processesCytokine and chemokine mediated signaling pathway;Developmental processesToll receptor signaling pathway->Toll-like receptor 1, 2, 3, 4, 5, 6, 7, 8, 9, 10, 11, 12;;Toll receptor signaling pathway->Toll-like receptor 2, 4, 7;;Toll receptor signaling pathway->Toll-like receptor 4;;;;One Hit Wonders
UB2R1_HUMANP49427 CDC34 (UBE2R1)Ubiquitin-conjugating enzyme E2 R1 OS=Homo sapiens GN=CDC34 PE=1 SV=226719.3 1 1 1 0 0 0 0 1 Protein modification;Cell proliferation and differentiationProtein modification;Cell proliferation and differentiation0 One Hit Wonders
VPS4B_HUMAN O75351 VPS4B (SKD1) (VPS42)Vacuolar protein sorting-associating protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=249285.7 1 2 3 2 2 0 0 0 0 4 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
SAT2_HUMAN Q96F10 SAT2 (SSAT2) Diamine acetyltransferase 2 OS=Homo sapiens GN=SAT2 PE=1 SV=119137.9 1 1 0 1 0 0 1 Other metabolism Other metabolism 0 One Hit Wonders
TIM16_HUMAN Q9Y3D7 TIMM16 (MAGMAS) (TIM16) (CGI-136)Mitochondrial import inner membrane translocase subunit Tim16 OS=Homo sapiens GN=TIMM16 PE=1 SV=213806.7 1 1 2 1 2 0 0 0 0 3 Not in Panther Not in PantherNot in PantherFailed Matchup
GOGA2_HUMANQ08379 GOLGA2 Golgin subfamily A member 2 OS=Homo sapiens GN=GOLGA2 PE=1 SV=2111640.3 1 1 1 0 0 0 0 1 Protein targeting and localizationProtein targeting and localization0 One Hit Wonders
KPRA_HUMAN Q14558 PRPSAP1 Phosphoribosyl pyrophosphate synthetase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=239376.5 1 2 3 2 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
RABE2_HUMAN Q9H5N1 RABEP2 (RABPT5B)Rab GTPase-binding effector protein 2 OS=Homo sapiens GN=RABEP2 PE=1 SV=263524.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
UBN1_HUMAN Q9NPG3 UBN1 Ubinuclein OS=Homo sapiens GN=UBN1 PE=1 SV=2121505.4 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
EIF3M_HUMAN Q7L2H7 EIF3M (HFLB5) (PCID1) (GA17) (PNAS-125)Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=142485.8 2 2 2 0 0 0 0 2 Other miscellaneous function proteinMiscellaneous;Cell proliferation and differentiation0 High Quality
RL18_HUMAN Q07020 RPL18 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=221617.2 2 2 3 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
TTC5_HUMAN Q8N0Z6 TTC5 Tetratricopeptide repeat protein 5 OS=Homo sapiens GN=TTC5 PE=2 SV=148937.1 2 2 4 0 0 0 0 4 Molecular function unclassifiedRNA catabolism;Other metabolism0 High Quality
GCYB1_HUMANQ02153 GUCY1B3 (GUC1B3) (GUCSB3) (GUCY1B1)Guanylate cyclase soluble subunit beta-1 OS=Homo sapiens GN=GUCY1B3 PE=1 SV=170498.2 1 1 1 0 0 0 0 1 Metabolism of cyclic nucleotidesMetabolism of cyclic nucleotides0 One Hit Wonders
BTBDA_HUMANQ9BSF8 BTBD10 BTB/POZ domain-containing protein 10 OS=Homo sapiens GN=BTBD10 PE=1 SV=253761.9 1 1 2 16 5 0 0 0 0 21 Protein folding Protein folding 0 Failed Matchup
TSSC4_HUMAN Q9Y5U2 TSSC4 Protein TSSC4 OS=Homo sapiens GN=TSSC4 PE=1 SV=234266.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
F90A2_HUMAN Q658T7 FAM90A2P Putative protein FAM90A2 OS=Homo sapiens GN=FAM90A2P PE=5 SV=250066.2 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
HEM3_HUMAN P08397 HMBS (PBGD) (UPS)Porphobilinogen deaminase OS=Homo sapiens GN=HMBS PE=1 SV=239312.5 2 2 4 0 0 0 0 4 Deaminase Porphyrin metabolismHeme biosynthesis->Hydroxymethylbilane synthase;;High Quality
VIGLN_HUMAN Q00341 HDLBP (HBP) (VGL)Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=1 141424.1 2 5 7 3 10 0 0 0 0 13 Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
MOG1_HUMAN Q9HD47 RANGRF (MOG1) (RANGNRF) (HSPC165) (HSPC236) (MDS5)Ran guanine nucleotide release factor OS=Homo sapiens GN=RANGRF PE=1 SV=120429.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
C1QR1_HUMANQ9NPY3 CD93 (C1QR1) (MXRA4)Complement component C1q receptor OS=Homo sapiens GN=CD93 PE=1 SV=368541.2 1 1 2 1 2 0 0 0 0 3 Other receptor Cell adhesion-mediated signaling;Immunity and defense0 Matchup
MAMD1_HUMANQ13495 MAMLD1 (CG1) (CXorf6)Mastermind-like domain-containing protein 1 OS=Homo sapiens GN=MAMLD1 PE=2 SV=174457 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DD19B_HUMANQ9UMR2 DDX19B (DBP5) (DDX19)ATP-dependent RNA helicase DDX19B OS=Homo sapiens GN=DDX19B PE=1 SV=153909.7 1 3 4 1 6 0 0 0 0 7 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
BTBDG_HUMANQ32M84 BTBD16 (C10orf87)BTB/POZ domain-containing protein 16 OS=Homo sapiens GN=BTBD16 PE=2 SV=258465.9 1 1 0 23 0 0 23 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KTHY_HUMAN P23919 DTYMK (CDC8) (TMPK) (TYMK)Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=423801.8 2 2 2 0 0 0 0 2 Nucleotide kinase DNA metabolismDe novo pyrimidine deoxyribonucleotide biosynthesis->dTMP kinase;;High Quality
K1C27_HUMAN Q7Z3Y8 KRT27 (KRT25C)Keratin, type I cytoskeletal 27 OS=Homo sapiens GN=KRT27 PE=1 SV=149805.9 1 1 0 0 0 1 1 Cell structure Cell structure 0 One Hit Wonders
PPM1B_HUMANO75688 PPM1B (PP2CB)Protein phosphatase 1B OS=Homo sapiens GN=PPM1B PE=1 SV=152624.4 2 2 3 0 0 0 0 3 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
IMMT_HUMAN Q16891 IMMT (HMP) (PIG4)Mitochondrial inner membrane protein OS=Homo sapiens GN=IMMT PE=1 SV=183661 1 4 5 1 5 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
CHCH3_HUMANQ9NX63 CHCHD3 Coiled-coil-helix-coiled-coil-helix domain-containing protein 3, mitochondrial OS=Homo sapiens GN=CHCHD3 PE=1 SV=126134.5 2 1 3 3 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
ZN706_HUMAN Q9Y5V0 ZNF706 (HSPC038) (PNAS-113)Zinc finger protein 706 OS=Homo sapiens GN=ZNF706 PE=2 SV=18479.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CT019_HUMAN Q2M2Z5 NCRNA00153 (C20orf19) (HT013)Uncharacterized protein C20orf19 OS=Homo sapiens GN=C20orf19 PE=1 SV=175054.8 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CCDC6_HUMANQ16204 CCDC6 (D10S170) (TST1)Coiled-coil domain-containing protein 6 OS=Homo sapiens GN=CCDC6 PE=1 SV=165900.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RM45_HUMAN Q9BRJ2 MRPL45 39S ribosomal protein L45, mitochondrial OS=Homo sapiens GN=MRPL45 PE=2 SV=235333.3 1 1 2 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 Matchup
RM27_HUMAN Q9P0M9 MRPL27 (HSPC250)39S ribosomal protein L27, mitochondrial OS=Homo sapiens GN=MRPL27 PE=2 SV=116054.7 1 1 2 0 0 0 0 2 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
SYYM_HUMAN Q9Y2Z4 YARS2 (CGI-04)Tyrosyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=YARS2 PE=1 SV=253183 1 2 3 1 3 0 0 0 0 4 Nucleic acid binding;Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
DD19A_HUMANQ9NUU7 DDX19A (DDX19L)ATP-dependent RNA helicase DDX19A OS=Homo sapiens GN=DDX19A PE=1 SV=153957.9 5 5 6 0 0 0 0 6 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
AT1A3_HUMAN P13637 ATP1A3 Sodium/potassium-transporting ATPase subunit alpha-3 OS=Homo sapiens GN=ATP1A3 PE=1 SV=3111733.5 4 1 5 10 2 0 0 0 0 12 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
TBCD4_HUMAN O60343 TBC1D4 (AS160) (KIAA0603)TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2146549.1 2 2 4 4 3 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
TES_HUMAN Q9UGI8 TES Testin OS=Homo sapiens GN=TES PE=1 SV=1 47977.6 3 1 4 5 1 0 0 0 0 6 Actin binding cytoskeletal protein;Structural proteinGametogenesis;Tumor suppressor;Cell structure;Cell motility0 High Quality
MACOI_HUMANQ8N5G2 TMEM57 Macoilin OS=Homo sapiens GN=TMEM57 PE=2 SV=1 76162 1 1 0 0 2 0 2 Neurogenesis;Chromosome segregationNeurogenesis;Chromosome segregation0 One Hit Wonders
HS74L_HUMAN O95757 HSPA4L (APG1) (OSP94)Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=294470.4 4 1 5 4 2 0 0 0 0 6 Hsp 70 family chaperoneProtein folding 0 High Quality
DSC3_HUMAN Q14574 DSC3 (CDHF3) (DSC4)Desmocollin-3 OS=Homo sapiens GN=DSC3 PE=1 SV=399952.6 1 1 1 0 0 0 1 Cell adhesion-mediated signaling;Cell adhesionCell adhesion-mediated signaling;Cell adhesion0 One Hit Wonders
RM18_HUMAN Q9H0U6 MRPL18 (HSPC071)39S ribosomal protein L18, mitochondrial OS=Homo sapiens GN=MRPL18 PE=2 SV=120557.9 2 2 4 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
CC060_HUMAN Q9BU61 C3orf60 Uncharacterized protein C3orf60 OS=Homo sapiens GN=C3orf60 PE=2 SV=120332.3 1 1 2 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 Matchup
RBM4B_HUMANQ9BQ04 RBM4B (RBM30)RNA-binding protein 4B OS=Homo sapiens GN=RBM4B PE=1 SV=140296.2 1 1 2 0 0 0 0 2 Nucleoside, nucleotide and nucleic acid metabolismNucleoside, nucleotide and nucleic acid metabolism0 One Hit Wonders
HNRPC_HUMANP07910 HNRNPC (HNRPC)Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=433652.5 1 1 1 3 1 1 2 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 Matchup
XPO1_HUMAN O14980 XPO1 (CRM1) Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 123370.9 5 1 6 5 2 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
KS6A3_HUMAN P51812 RPS6KA3 (ISPK1) (RSK2)Ribosomal protein S6 kinase alpha-3 OS=Homo sapiens GN=RPS6KA3 PE=1 SV=183720.5 2 1 2 5 2 1 2 0 0 0 0 5 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascade;Neurogenesis;Skeletal development;Cell cycle controlInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->90 kDa ribosomal protein S6 kinase;;PDGF signaling pathway->p90RSK;;Interleukin signaling pathway->Ribosomal protein S6 kinase, 90kD;;Ras Pathway->p90 ribosomal S6 kinase;;;;;High Quality
PLAP_HUMAN Q9Y263 PLAA (PLAP) Phospholipase A-2-activating protein OS=Homo sapiens GN=PLAA PE=1 SV=287141.3 1 1 0 0 1 0 1 Lipid, fatty acid and steroid metabolism;Immunity and defense;Other metabolismLipid, fatty acid and steroid metabolism;Immunity and defense;Other metabolism0 One Hit Wonders
UBL7_HUMAN Q96S82 UBL7 (BMSCUBP) (SB132)Ubiquitin-like protein 7 OS=Homo sapiens GN=UBL7 PE=1 SV=240493.7 1 1 2 0 0 0 0 2 Proteolysis Proteolysis 0 One Hit Wonders
APOA4_HUMANP06727 APOA4 Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=345381.3 1 1 2 1 1 0 0 0 0 2 Transporter;ApolipoproteinLipid and fatty acid transport;Transport;Blood circulation and gas exchange0 Matchup
IMPCT_HUMAN Q9P2X3 IMPACT Protein IMPACT OS=Homo sapiens GN=IMPACT PE=2 SV=136445.1 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedAmino acid metabolism regulation;Other metabolism0 Matchup
SSA27_HUMAN O60232 SSSCA1 Sjoegren syndrome/scleroderma autoantigen 1 OS=Homo sapiens GN=SSSCA1 PE=1 SV=121456.5 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
MRP_HUMAN P49006 MARCKSL1 (MLP) (MRP)MARCKS-related protein OS=Homo sapiens GN=MARCKSL1 PE=1 SV=219510.6 1 1 3 0 0 0 0 3 Calcium mediated signalingCalcium mediated signaling0 One Hit Wonders
PP1G_HUMAN P36873 PPP1CC Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=136967.6 2 2 3 0 0 0 0 3 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
GPC1_HUMAN P35052 GPC1 Glypican-1 OS=Homo sapiens GN=GPC1 PE=1 SV=1 61633.3 2 2 4 0 0 0 0 4 Cell adhesion molecule;Extracellular matrix glycoproteinCell adhesion 0 High Quality
CREB1_HUMAN P16220 CREB1 cAMP response element-binding protein OS=Homo sapiens GN=CREB1 PE=1 SV=236669 1 1 3 0 0 0 0 3 mRNA transcription regulation;Signal transduction;Neuronal activities;NeurogenesismRNA transcription regulation;Signal transduction;Neuronal activities;NeurogenesisTranscription regulation by bZIP transcription factor->CREB;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->CREB binding protein;;p38 MAPK pathway->cAMP response element binding protein;;Enkephalin release->cAMP responsOne Hit Wonders
PAXI_HUMAN P49023 PXN Paxillin OS=Homo sapiens GN=PXN PE=1 SV=2 64515 1 1 2 2 1 0 0 0 0 3 Actin binding cytoskeletal proteinCell motility Integrin signalling pathway->Paxillin;;Angiogenesis->Paxillin;;VEGF signaling pathway->Paxillin;;;;Matchup
SMAD1_HUMANQ15797 SMAD1 (BSP1) (MADH1) (MADR1)Mothers against decapentaplegic homolog 1 OS=Homo sapiens GN=SMAD1 PE=1 SV=152239.9 1 1 0 0 1 0 1 mRNA transcription regulation;Receptor protein serine/threonine kinase signaling pathway;Other intracellular signaling cascade;Ligand-mediated signaling;Developmental processes;OncogenesismRNA transcription regulation;Receptor protein serine/threonine kinase signaling pathway;Other intracellular signaling cascade;Ligand-mediated signaling;Developmental processes;OncogenesisWnt signaling pathway->Mothers against decapentaplegic homolog 4;;TGF-beta signaling pathway->RSmads;;;One Hit Wonders
SPC25_HUMAN Q9HBM1 SPC25 (SPBC25) (AD024)Kinetochore protein Spc25 OS=Homo sapiens GN=SPC25 PE=1 SV=126136.2 1 1 0 0 0 1 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
IQCD_HUMAN Q96DY2 IQCD IQ domain-containing protein D OS=Homo sapiens GN=IQCD PE=2 SV=252343.2 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CQ049_HUMAN Q8IXM2 C17orf49 Uncharacterized potential DNA-binding protein C17orf49 OS=Homo sapiens GN=C17orf49 PE=1 SV=117882.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PCYOX_HUMAN Q9UHG3 PCYOX1 (KIAA0908) (PCL1) (UNQ597/PRO1183)Prenylcysteine oxidase 1 OS=Homo sapiens GN=PCYOX1 PE=1 SV=356624.2 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CX026_HUMAN Q9BVG4 CXorf26 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=126039.5 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
ZN330_HUMAN Q9Y3S2 ZNF330 (NOA36)Zinc finger protein 330 OS=Homo sapiens GN=ZNF330 PE=1 SV=136182.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
EXOS3_HUMAN Q9NQT5 EXOSC3 (RRP40) (CGI-102)Exosome complex exonuclease RRP40 OS=Homo sapiens GN=EXOSC3 PE=1 SV=329554 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolism;Other metabolismNucleoside, nucleotide and nucleic acid metabolism;Other metabolism0 One Hit Wonders
RAB3I_HUMAN Q96QF0 RAB3IP RAB3A-interacting protein OS=Homo sapiens GN=RAB3IP PE=1 SV=153004.4 1 1 0 0 1 0 1 Signal transduction;Synaptic transmissionSignal transduction;Synaptic transmission0 One Hit Wonders
HYAL4_HUMAN Q2M3T9 HYAL4 Hyaluronidase-4 OS=Homo sapiens GN=HYAL4 PE=2 SV=254233.1 1 1 0 0 1 0 1 Other polysaccharide metabolism;Cell adhesionOther polysaccharide metabolism;Cell adhesion0 One Hit Wonders
COPZ2_HUMAN Q9P299 COPZ2 Coatomer subunit zeta-2 OS=Homo sapiens GN=COPZ2 PE=2 SV=123530.5 1 1 1 0 0 0 0 1 General vesicle transportGeneral vesicle transport0 One Hit Wonders
CWC15_HUMANQ9P013 CWC15 (C11orf5) (AD-002) (HSPC148)Protein CWC15 homolog OS=Homo sapiens GN=CWC15 PE=1 SV=226607.1 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RU2A_HUMAN P09661 SNRPA1 U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=228399.1 1 1 2 1 1 0 0 0 0 2 mRNA splicing factor mRNA splicing 0 Matchup
MT1E_HUMAN P04732 MT1E Metallothionein-1E OS=Homo sapiens GN=MT1E PE=1 SV=16023.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ARI1_HUMAN Q9Y4X5 ARIH1 (ARI) (MOP6) (UBCH7BP) (HUSSY-27)Protein ariadne-1 homolog OS=Homo sapiens GN=ARIH1 PE=1 SV=264099.2 3 3 4 0 0 0 0 4 Ubiquitin-protein ligaseProtein modification 0 High Quality
MOCS3_HUMANO95396 MOCS3 (UBA4)Molybdenum cofactor synthesis protein 3 OS=Homo sapiens GN=MOCS3 PE=1 SV=149651.5 3 3 4 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
CMA1_HUMAN P23946 CMA1 (CYH) (CYM)Chymase OS=Homo sapiens GN=CMA1 PE=1 SV=1 27307.5 2 2 2 0 0 0 0 2 Serine protease Proteolysis;Granulocyte-mediated immunity;ApoptosisApoptosis signaling pathway->Granzyme B;;High Quality
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RBG1L_HUMAN Q5R372 RABGAP1L (HHL) (KIAA0471)RAB GTPase-activating protein 1-like OS=Homo sapiens GN=RABGAP1L PE=2 SV=192496.6 4 1 5 7 1 0 0 0 0 8 Other G-protein modulatorBiological process unclassified0 High Quality
PACS1_HUMAN Q6VY07 PACS1 (KIAA1175)Phosphofurin acidic cluster sorting protein 1 OS=Homo sapiens GN=PACS1 PE=1 SV=2104881.4 1 1 2 4 1 1 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
KLC2_HUMAN Q9H0B6 KLC2 Kinesin light chain 2 OS=Homo sapiens GN=KLC2 PE=1 SV=168918.2 1 1 2 1 1 0 0 0 0 2 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;Matchup
MOT1_HUMAN P53985 SLC16A1 (MCT1)Monocarboxylate transporter 1 OS=Homo sapiens GN=SLC16A1 PE=1 SV=253942 1 1 2 0 0 1 1 2 Cation transport Cation transport 0 Failed Matchup
MYBPP_HUMANQ8TBZ2 MYCBPAP (AMAP1)MYCBP-associated protein OS=Homo sapiens GN=MYCBPAP PE=1 SV=2108137.5 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DAG1_HUMAN Q14118 DAG1 Dystroglycan OS=Homo sapiens GN=DAG1 PE=1 SV=197563.3 2 1 3 3 13 0 0 0 0 16 Other receptor Extracellular matrix protein-mediated signaling0 High Quality
KV206_HUMAN P06310 n.o Ig kappa chain V-II region RPMI 6410 OS=Homo sapiens PE=4 SV=114688.7 1 1 1 0 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
STBD1_HUMAN O95210 STBD1 (GENX-3414)Starch-binding domain-containing protein 1 OS=Homo sapiens GN=STBD1 PE=1 SV=138988.1 2 2 3 0 0 0 0 3 Other RNA-binding proteinRNA localization;Translational regulation;Developmental processes0 High Quality
PARVB_HUMANQ9HBI1 PARVB (CGI-56)Beta-parvin OS=Homo sapiens GN=PARVB PE=1 SV=141696.9 2 2 4 0 0 0 0 4 Actin and actin related proteinCell motility Integrin signalling pathway->Parvin;;High Quality
2A5A_HUMAN Q15172 PPP2R5A Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform OS=Homo sapiens GN=PPP2R5A PE=1 SV=156178.2 3 1 4 4 1 0 0 0 0 5 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
RN126_HUMAN Q9BV68 RNF126 RING finger protein 126 OS=Homo sapiens GN=RNF126 PE=1 SV=135566.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SYWM_HUMAN Q9UGM6 WARS2 Tryptophanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=WARS2 PE=1 SV=140128.9 3 3 3 0 0 0 0 3 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
AK1C1_HUMAN Q04828 AKR1C1 (DDH) (DDH1)Aldo-keto reductase family 1 member C1 OS=Homo sapiens GN=AKR1C1 PE=1 SV=136771.1 1 2 3 1 5 0 0 0 0 6 Reductase Other metabolism 0 High Quality
CFAD_HUMAN P00746 CFD (DF) (PFD)Complement factor D OS=Homo sapiens GN=CFD PE=1 SV=527014.4 1 1 2 0 0 0 0 2 Proteolysis;Complement-mediated immunityProteolysis;Complement-mediated immunity0 One Hit Wonders
KLC1_HUMAN Q07866 KLC1 (KLC) (KNS2)Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=164768.9 4 4 4 0 0 0 0 4 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
RS27A_HUMAN P62979 RPS27A (UBA80) (UBCEP1)40S ribosomal protein S27a OS=Homo sapiens GN=RPS27A PE=1 SV=19400.4 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
MESD2_HUMANQ14696 MESDC2 (KIAA0081) (UNQ1911/PRO4369)Mesoderm development candidate 2 OS=Homo sapiens GN=MESDC2 PE=1 SV=226059.9 1 1 2 1 2 0 0 0 0 3 Molecular function unclassifiedMesoderm development0 Matchup
TSN7_HUMAN P41732 TSPAN7 (A15) (DXS1692E) (MXS1) (TM4SF2)Tetraspanin-7 OS=Homo sapiens GN=TSPAN7 PE=1 SV=227556.6 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Cell adhesion;Other neuronal activityCell adhesion-mediated signaling;Cell adhesion;Other neuronal activity0 One Hit Wonders
IL18_HUMAN Q14116 IL18 (IGIF) (IL1F4)Interleukin-18 OS=Homo sapiens GN=IL18 PE=1 SV=122309.4 1 1 2 1 1 0 0 0 0 2 Interleukin Cytokine and chemokine mediated signaling pathway;MAPKKK cascade;JAK-STAT cascade;Ligand-mediated signaling;Immunity and defenseInflammation mediated by chemokine and cytokine signaling pathway->Interferon gamma;;Interleukin signaling pathway->Interleukin;;Toll receptor signaling pathway->Gene trancription;;;;Matchup
KITM_HUMAN O00142 TK2 Thymidine kinase 2, mitochondrial OS=Homo sapiens GN=TK2 PE=1 SV=331124 1 1 1 0 0 0 0 1 Pyrimidine metabolism Pyrimidine metabolism0 One Hit Wonders
BDH_HUMAN Q02338 BDH1 (BDH) D-beta-hydroxybutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=BDH1 PE=1 SV=338139.9 2 2 2 0 0 0 0 2 Dehydrogenase;ReductaseOther metabolism 0 High Quality
NUCG_HUMAN Q14249 ENDOG Endonuclease G, mitochondrial OS=Homo sapiens GN=ENDOG PE=2 SV=332628.9 1 1 2 1 2 0 0 0 0 3 Endodeoxyribonuclease;Endoribonuclease;HydrolaseDNA replication;Apoptotic processes;DNA replicationApoptosis signaling pathway->Endonuclease G;;Matchup
G6PE_HUMAN O95479 H6PD (GDH) GDH/6PGL endoplasmic bifunctional protein OS=Homo sapiens GN=H6PD PE=1 SV=288875.6 3 1 4 5 1 0 0 0 0 6 Dehydrogenase Monosaccharide metabolism0 High Quality
MYCB2_HUMANO75592 MYCBP2 (KIAA0916) (PAM)Probable E3 ubiquitin-protein ligase MYCBP2 OS=Homo sapiens GN=MYCBP2 PE=1 SV=3510062.9 1 1 0 0 1 0 1 Proteolysis;NeurogenesisProteolysis;Neurogenesis0 One Hit Wonders
DTNB_HUMAN O60941 DTNB Dystrobrevin beta OS=Homo sapiens GN=DTNB PE=1 SV=171338.1 1 1 1 0 0 0 0 1 NO mediated signal transduction;Neuromuscular synaptic transmission;Muscle contraction;Cell structure and motilityNO mediated signal transduction;Neuromuscular synaptic transmission;Muscle contraction;Cell structure and motility0 One Hit Wonders
B3GLT_HUMAN Q6Y288 B3GALTL (B3GTL)Beta-1,3-glucosyltransferase OS=Homo sapiens GN=B3GALTL PE=1 SV=256548 2 1 3 2 1 0 0 0 0 3 Glycosyltransferase Biological process unclassified0 High Quality
HMMR_HUMANO75330 HMMR (IHABP) (RHAMM)Hyaluronan mediated motility receptor OS=Homo sapiens GN=HMMR PE=1 SV=284085.5 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SAHH2_HUMANO43865 AHCYL1 (DCAL) (XPVKONA)Putative adenosylhomocysteinase 2 OS=Homo sapiens GN=AHCYL1 PE=1 SV=258933.5 1 1 1 0 0 0 0 1 Purine metabolism Purine metabolism 0 One Hit Wonders
EIF3F_HUMAN O00303 EIF3F (EIF3S5) Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=137545.5 2 2 3 0 0 0 0 3 Translation initiation factorProtein biosynthesisCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
KAD5_HUMAN Q9Y6K8 AK5 Adenylate kinase isoenzyme 5 OS=Homo sapiens GN=AK5 PE=1 SV=122070.6 1 1 1 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolismNucleoside, nucleotide and nucleic acid metabolismDe novo purine biosynthesis->Adenylate kinase;;One Hit Wonders
ITB1_HUMAN P05556 ITGB1 (FNRB) (MDF2) (MSK12)Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=188447.1 2 2 4 2 2 0 0 0 0 4 Other receptor;Cell adhesion moleculeCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion;Blood clotting;Cell motilityIntegrin signalling pathway->Integrin beta;;Inflammation mediated by chemokine and cytokine signaling pathway->Integrin;;;High Quality
HNRL2_HUMAN Q1KMD3 HNRNPUL2 (HNRPUL2)Heterogeneous nuclear ribonucleoprotein U-like protein 2 OS=Homo sapiens GN=HNRNPUL2 PE=1 SV=185087.2 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
TBB3_HUMAN Q13509 TUBB3 (TUBB4)Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=250414.7 3 3 6 5 3 0 0 0 0 8 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
BAP29_HUMAN Q9UHQ4 BCAP29 (BAP29)B-cell receptor-associated protein 29 OS=Homo sapiens GN=BCAP29 PE=2 SV=228303.6 1 1 0 0 0 1 1 Intracellular protein traffic;ApoptosisIntracellular protein traffic;Apoptosis0 One Hit Wonders
PP1A_HUMAN P62136 PPP1CA (PPP1A)Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=137495.9 2 2 2 0 0 0 0 2 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
CLPX_HUMAN O76031 CLPX ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial OS=Homo sapiens GN=CLPX PE=1 SV=269206.7 2 2 3 0 0 0 0 3 Other chaperones Protein folding;Proteolysis;Transport0 High Quality
MAPIP_HUMAN Q9Y2Q5 ROBLD3 (MAPBPIP) (HSPC003)Mitogen-activated protein-binding protein-interacting protein OS=Homo sapiens GN=MAPBPIP PE=2 SV=113489.9 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CUTC_HUMAN Q9NTM9 CUTC (CGI-32)Copper homeostasis protein cutC homolog OS=Homo sapiens GN=CUTC PE=1 SV=129323.5 3 3 4 0 0 0 0 4 Cation transporter Cation transport 0 High Quality
APOL1_HUMAN O14791 APOL1 (APOL) Apolipoprotein-L1 OS=Homo sapiens GN=APOL1 PE=1 SV=543957.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
VSIG6_HUMAN A6NJ16 VSIG6 Putative V-set and immunoglobulin domain-containing protein 6 OS=Homo sapiens GN=VSIG6 PE=5 SV=213566.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SC24C_HUMAN P53992 SEC24C (KIAA0079)Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=2118297.2 2 1 1 4 3 1 1 0 0 0 0 5 Vesicle coat protein General vesicle transport;Transport0 High Quality
HES1_HUMAN Q14469 HES1 (HL) (HRY)Transcription factor HES-1 OS=Homo sapiens GN=HES1 PE=1 SV=129523.1 1 1 2 0 0 0 0 2 mRNA transcription regulation;NeurogenesismRNA transcription regulation;NeurogenesisNotch signaling pathway->Enhancer of Split complex genes;;One Hit Wonders
GCR_HUMAN P04150 NR3C1 (GRL) Glucocorticoid receptor OS=Homo sapiens GN=NR3C1 PE=1 SV=185643.4 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SDF2_HUMAN Q99470 SDF2 Stromal cell-derived factor 2 OS=Homo sapiens GN=SDF2 PE=2 SV=223007 1 1 1 0 0 0 0 1 Protein biosynthesis;Protein glycosylation;Other metabolismProtein biosynthesis;Protein glycosylation;Other metabolism0 One Hit Wonders
3HAO_HUMAN P46952 HAAO 3-hydroxyanthranilate 3,4-dioxygenase OS=Homo sapiens GN=HAAO PE=1 SV=132524.1 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
PSMG1_HUMANO95456 PSMG1 (C21LRP) (DSCR2) (PAC1)Proteasome assembly chaperone 1 OS=Homo sapiens GN=PSMG1 PE=1 SV=132836.1 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
PIPNB_HUMAN P48739 PITPNB Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=231522.3 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
ERAP1_HUMAN Q9NZ08 ERAP1 (APPILS) (ARTS1) (KIAA0525) (UNQ584/PRO1154)Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3107219.9 3 1 4 6 1 0 0 0 0 7 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
PPME1_HUMANQ9Y570 PPME1 (PME1) (PP2593) (PRO0750)Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=342297.8 2 2 3 0 0 0 0 3 Esterase Lipid, fatty acid and steroid metabolism;Protein modification0 High Quality
CHD2_HUMAN O14647 CHD2 Chromodomain-helicase-DNA-binding protein 2 OS=Homo sapiens GN=CHD2 PE=2 SV=2211331.3 1 1 0 0 1 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
SMYD4_HUMANQ8IYR2 SMYD4 (KIAA1936)SET and MYND domain-containing protein 4 OS=Homo sapiens GN=SMYD4 PE=2 SV=289104.7 1 1 0 0 1 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
AP1M1_HUMANQ9BXS5 AP1M1 (CLTNM)AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=348569.8 4 4 4 0 0 0 0 4 Other membrane traffic proteinPinocytosis;Transport0 High Quality
AFAM_HUMAN P43652 AFM (ALB2) (ALBA)Afamin OS=Homo sapiens GN=AFM PE=1 SV=1 69052.1 1 1 2 0 0 0 0 2 Transport Transport 0 One Hit Wonders
TXIP1_HUMAN Q2TAA8 TSNAXIP1 (TXI1)Translin-associated factor X-interacting protein 1 OS=Homo sapiens GN=TSNAXIP1 PE=2 SV=176758 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RBP56_HUMAN Q92804 TAF15 (RBP56) (TAF2N)TATA-binding protein-associated factor 2N OS=Homo sapiens GN=TAF15 PE=1 SV=161813 1 1 1 0 0 0 0 1 Neuronal activities;OncogenesisNeuronal activities;Oncogenesis0 One Hit Wonders
Z518B_HUMAN Q9C0D4 ZNF518B (KIAA1729)Zinc finger protein 518B OS=Homo sapiens GN=ZNF518B PE=2 SV=2119513.7 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
OSBL1_HUMAN Q9BXW6 OSBPL1A (ORP1) (OSBP8) (OSBPL1) (OSBPL1B)Oxysterol-binding protein-related protein 1 OS=Homo sapiens GN=OSBPL1A PE=1 SV=2108454.1 3 1 4 4 1 0 0 0 0 5 Transfer/carrier protein;Other miscellaneous function proteinCholesterol metabolism0 High Quality
EPN4_HUMAN Q14677 CLINT1 (ENTH) (EPN4) (EPNR) (KIAA0171)Clathrin interactor 1 OS=Homo sapiens GN=CLINT1 PE=1 SV=168242.5 1 1 2 1 1 0 0 0 0 2 Other membrane traffic proteinIntracellular signaling cascade0 Matchup
RM53_HUMAN Q96EL3 MRPL53 39S ribosomal protein L53, mitochondrial OS=Homo sapiens GN=MRPL53 PE=1 SV=112088.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ACACB_HUMANO00763 ACACB (ACC2) (ACCB)Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB PE=1 SV=2276541 1 1 1 3 3 3 1 0 0 0 0 7 Other ligase Gluconeogenesis;Monosaccharide metabolism;Fatty acid biosynthesis;Coenzyme metabolism0 Matchup
K0774_HUMAN Q5JR59 KIAA0774 Uncharacterized protein KIAA0774 OS=Homo sapiens GN=KIAA0774 PE=2 SV=2150107 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RFA1_HUMAN P27694 RPA1 (REPA1) (RPA70)Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=268121 2 2 4 2 2 0 0 0 0 4 Single-stranded DNA-binding proteinDNA replication;DNA replication0 High Quality
RS23_HUMAN P62266 RPS23 40S ribosomal protein S23 OS=Homo sapiens GN=RPS23 PE=1 SV=315789.7 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
PRRC1_HUMAN Q96M27 PRRC1 Protein PPRC1 OS=Homo sapiens GN=PRRC1 PE=2 SV=146683 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
RHOG_HUMAN P84095 RHOG (ARHG)Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=121290.1 1 1 2 1 1 0 0 0 0 2 Small GTPase G-protein mediated signaling;Cell structure and motilityHuntington disease->Rac;;EGF receptor signaling pathway->Rac;;;Matchup
RBBP4_HUMAN Q09028 RBBP4 (RBAP48)Histone-binding protein RBBP4 OS=Homo sapiens GN=RBBP4 PE=1 SV=347637.8 1 1 1 0 0 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
NEGR1_HUMANQ7Z3B1 NEGR1 (UNQ2433/PRO4993)Neuronal growth regulator 1 OS=Homo sapiens GN=NEGR1 PE=1 SV=338701.1 1 1 1 0 0 0 0 1 Cell adhesion;NeurogenesisCell adhesion;Neurogenesis0 One Hit Wonders
COPA_HUMAN P53621 COPA Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2138331.3 3 4 7 5 4 0 0 0 0 9 Vesicle coat protein Exocytosis;Endocytosis;Transport0 High Quality
SEMG1_HUMANP04279 SEMG1 (SEMG)Semenogelin-1 OS=Homo sapiens GN=SEMG1 PE=1 SV=252111.7 1 1 1 0 0 0 0 1 Spermatogenesis and motilitySpermatogenesis and motility0 One Hit Wonders
AP2A1_HUMAN O95782 AP2A1 (ADTAA) (CLAPA1)AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=2107539.7 3 1 4 3 1 0 0 0 0 4 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosisHuntington disease->alpha-Adaptin;;High Quality
PHF1_HUMAN O43189 PHF1 (PCL1) PHD finger protein 1 OS=Homo sapiens GN=PHF1 PE=1 SV=262060.2 1 1 0 0 1 0 1 mRNA transcription regulation;Developmental processesmRNA transcription regulation;Developmental processes0 One Hit Wonders
CK068_HUMAN Q9H3H3 C11orf68 (BLES03)Uncharacterized protein C11orf68 OS=Homo sapiens GN=C11orf68 PE=1 SV=127365 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
AAPK2_HUMAN P54646 PRKAA2 (AMPK) (AMPK2)5'-AMP-activated protein kinase catalytic subunit alpha-2 OS=Homo sapiens GN=PRKAA2 PE=1 SV=262302.9 4 4 5 0 0 0 0 5 Non-receptor serine/threonine protein kinaseGluconeogenesis;Protein phosphorylation;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
PGBD1_HUMANQ96JS3 PGBD1 (hucep-4)PiggyBac transposable element-derived protein 1 OS=Homo sapiens GN=PGBD1 PE=2 SV=192497.9 1 1 0 0 1 0 1 mRNA transcription regulation;Spermatogenesis and motility;Cell proliferation and differentiationmRNA transcription regulation;Spermatogenesis and motility;Cell proliferation and differentiation0 One Hit Wonders
LRP1B_HUMAN Q9NZR2 LRP1B (LRPDIT)Low-density lipoprotein receptor-related protein 1B OS=Homo sapiens GN=LRP1B PE=1 SV=2515470.7 1 1 0 0 0 1 1 Oogenesis Oogenesis Alzheimer disease-presenilin pathway->LRP C-terminal fragment;;Alzheimer disease-presenilin pathway->LRP N-terminal fragment;;Alzheimer disease-presenilin pathway->Low-density lipoprotein receptor-related protein;;Alzheimer disease-presenilin pathway->LRPOne Hit Wonders
TRI25_HUMAN Q14258 TRIM25 (EFP) (RNF147) (ZNF147)Tripartite motif-containing protein 25 OS=Homo sapiens GN=TRIM25 PE=1 SV=170971.2 1 2 3 1 2 0 0 0 0 3 Ubiquitin-protein ligaseProteolysis 0 High Quality
RHEB_HUMAN Q15382 RHEB (RHEB2)GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=120479.9 2 2 2 0 0 0 0 2 Small GTPase Intracellular signaling cascade;Cell proliferation and differentiationTGF-beta signaling pathway->Ras-GTP;;p53 pathway by glucose deprivation->Ras homolog enriched in brain 2;;TGF-beta signaling pathway->Ras-GDP;;;;High Quality
LIPA1_HUMAN Q13136 PPFIA1 (LIP1) Liprin-alpha-1 OS=Homo sapiens GN=PPFIA1 PE=1 SV=1135764.1 1 1 1 0 0 0 0 1 Cell adhesion;Protein targeting;NeurogenesisCell adhesion;Protein targeting;Neurogenesis0 One Hit Wonders
IFNE1_HUMAN Q86WN2 IFNE Interferon epsilon-1 OS=Homo sapiens GN=IFNE1 PE=2 SV=124397.6 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CC124_HUMAN Q96CT7 CCDC124 Coiled-coil domain-containing protein 124 OS=Homo sapiens GN=CCDC124 PE=1 SV=125817.7 1 1 2 3 1 0 0 0 0 4 Biological process unclassifiedBiological process unclassified0 Failed Matchup
UBP15_HUMAN Q9Y4E8 USP15 (KIAA0529)Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3112405.3 1 3 4 1 3 0 0 0 0 4 Cysteine protease Proteolysis 0 High Quality
DOHH_HUMAN Q9BU89 DOHH (HLRC1)Deoxyhypusine hydroxylase OS=Homo sapiens GN=DOHH PE=1 SV=132886.1 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
AT1A1_HUMAN P05023 ATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1112881.5 4 4 4 0 0 0 0 4 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
VP37C_HUMAN A5D8V6 VPS37C (PML39)Vacuolar protein sorting-associated protein 37C OS=Homo sapiens GN=VPS37C PE=1 SV=138615.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
WBP11_HUMANQ9Y2W2 WBP11 (NPWBP) (SNP70)WW domain-binding protein 11 OS=Homo sapiens GN=WBP11 PE=1 SV=169981.9 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
HG3BL_HUMAN P0C6E5 n.o Putative high mobility group protein B3-like protein OS=Homo sapiens PE=5 SV=121126.1 1 1 2 0 0 0 0 2 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
HBS1L_HUMAN Q9Y450 HBS1L (HBS1) (KIAA1038)HBS1-like protein OS=Homo sapiens GN=HBS1L PE=1 SV=175455.8 4 4 4 0 0 0 0 4 Translation factor Protein biosynthesis 0 High Quality
PRIC2_HUMAN Q7Z3G6 PRICKLE2 Prickle-like protein 2 OS=Homo sapiens GN=PRICKLE2 PE=1 SV=295597.7 1 1 0 0 0 1 1 Determination of dorsal/ventral axis;Anterior/posterior patterning;Cell motilityDetermination of dorsal/ventral axis;Anterior/posterior patterning;Cell motility0 One Hit Wonders
CD81_HUMAN P60033 CD81 (TAPA1) (TSPAN28)CD81 antigen OS=Homo sapiens GN=CD81 PE=1 SV=125791.8 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Cell adhesion;B-cell- and antibody-mediated immunityCell adhesion-mediated signaling;Cell adhesion;B-cell- and antibody-mediated immunity0 One Hit Wonders
STA13_HUMAN Q9Y3M8 STARD13 (DLC2) (GT650)StAR-related lipid transfer protein 13 OS=Homo sapiens GN=STARD13 PE=1 SV=2124950.6 1 1 2 1 1 0 0 2 Signal transduction Signal transductionPDGF signaling pathway->GTPase-activating protein Rho;;Failed Matchup
NGRN_HUMAN Q9NPE2 NGRN (FI58G) (HT020)Neugrin OS=Homo sapiens GN=NGRN PE=2 SV=1 24400.9 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
IF16_HUMAN Q16666 IFI16 (IFNGIP1)Gamma-interferon-inducible protein Ifi-16 OS=Homo sapiens GN=IFI16 PE=1 SV=388240.1 5 5 7 0 0 0 0 7 Other transcription factormRNA transcription regulation;Interferon-mediated immunity;Cell proliferation and differentiation0 High Quality
CE033_HUMAN Q4G0N4 C5orf33 UPF0465 protein C5orf33 OS=Homo sapiens GN=C5orf33 PE=2 SV=249415.4 2 1 3 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
BACH_HUMAN O00154 ACOT7 (BACH)Cytosolic acyl coenzyme A thioester hydrolase OS=Homo sapiens GN=ACOT7 PE=1 SV=341777 1 1 2 0 0 0 0 2 Acyl-CoA metabolism Acyl-CoA metabolism0 One Hit Wonders
UBE2O_HUMANQ9C0C9 UBE2O (KIAA1734)Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE2O PE=1 SV=2141335.6 2 1 3 2 1 0 0 0 0 3 Other ligase Protein modification 0 High Quality
CIA30_HUMAN Q9Y375 NDUFAF1 (CIA30) (CGI-65)Complex I intermediate-associated protein 30, mitochondrial OS=Homo sapiens GN=NDUFAF1 PE=1 SV=237747.2 1 1 0 0 0 1 1 Protein folding;Other pathways of electron transportProtein folding;Other pathways of electron transport0 One Hit Wonders
IL1AP_HUMAN Q9NPH3 IL1RAP Interleukin-1 receptor accessory protein OS=Homo sapiens GN=IL1RAP PE=1 SV=265401.4 1 1 0 0 1 0 1 Cytokine and chemokine mediated signaling pathwayCytokine and chemokine mediated signaling pathway0 One Hit Wonders
SGOL1_HUMAN Q5FBB7 SGOL1 (SGO1)Shugoshin-like 1 OS=Homo sapiens GN=SGOL1 PE=1 SV=164173.9 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SYNM_HUMAN Q96I59 NARS2 Probable asparaginyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=NARS2 PE=2 SV=254059.9 2 2 2 0 0 0 0 2 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation0 High Quality
CB056_HUMAN Q7L592 C2orf56 UPF0511 protein C2orf56, mitochondrial OS=Homo sapiens GN=C2orf56 PE=2 SV=149220.7 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
MCM10_HUMANQ7L590 MCM10 (PRO2249)Protein MCM10 homolog OS=Homo sapiens GN=MCM10 PE=1 SV=298167.7 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
S35D3_HUMAN Q5M8T2 SLC35D3 (FRCL1)Solute carrier family 35 member D3 OS=Homo sapiens GN=SLC35D3 PE=2 SV=144165 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid transport;Other transportNucleoside, nucleotide and nucleic acid transport;Other transport0 One Hit Wonders
SFRS1_HUMAN Q07955 SFRS1 (ASF) (SF2) (SF2P33) (OK/SW-cl.3)Splicing factor, arginine/serine-rich 1 OS=Homo sapiens GN=SFRS1 PE=1 SV=227727.1 1 2 3 1 2 0 0 0 0 3 mRNA splicing factor mRNA splicing 0 High Quality
RAB8A_HUMANP61006 RAB8A (MEL) (RAB8)Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=123651.6 2 2 2 0 0 0 0 2 Small GTPase General vesicle transport0 High Quality
COIA1_HUMAN P39060 COL18A1 Collagen alpha-1(XVIII) chain OS=Homo sapiens GN=COL18A1 PE=1 SV=4178141.7 2 3 5 3 3 0 0 0 0 6 Extracellular matrix structural proteinAngiogenesisIntegrin signalling pathway->Collagen;;High Quality
DJB11_HUMAN Q9UBS4 DNAJB11 (EDJ) (ERJ3) (PSEC0121) (UNQ537/PRO1080)DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=140496.6 2 2 2 0 0 0 0 2 Other chaperones Protein folding 0 High Quality
RAB9A_HUMANP51151 RAB9A (RAB9)Ras-related protein Rab-9A OS=Homo sapiens GN=RAB9A PE=1 SV=122819.8 1 1 1 0 0 0 0 1 Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportIntracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 One Hit Wonders
PK2L1_HUMAN Q9P0L9 PKD2L1 (PKD2L) (PKDL)Polycystic kidney disease 2-like 1 protein OS=Homo sapiens GN=PKD2L1 PE=2 SV=191966.3 1 1 1 0 0 0 0 1 Cation transport;Endoderm development;Other homeostasis activitiesCation transport;Endoderm development;Other homeostasis activities0 One Hit Wonders
HXK2_HUMAN P52789 HK2 Hexokinase-2 OS=Homo sapiens GN=HK2 PE=1 SV=2102363.3 2 1 3 2 1 0 0 0 0 3 Carbohydrate kinase Glycolysis Pentose phosphate pathway->Hexokinase;;Glycolysis->Hexokinase;;Fructose galactose metabolism->Hexokinase;;;;High Quality
1B37_HUMAN P18463 HLA-B (HLAB) HLA class I histocompatibility antigen, B-37 alpha chain OS=Homo sapiens GN=HLA-B PE=2 SV=140437.6 1 1 1 0 0 0 0 1 MHCI-mediated immunityMHCI-mediated immunity0 One Hit Wonders
PAPOA_HUMANP51003 PAPOLA (PAP)Poly(A) polymerase alpha OS=Homo sapiens GN=PAPOLA PE=1 SV=482826.3 1 1 1 0 0 0 0 1 mRNA polyadenylation mRNA polyadenylation0 One Hit Wonders
RAI1_HUMAN Q7Z5J4 RAI1 (KIAA1820)Retinoic acid-induced protein 1 OS=Homo sapiens GN=RAI1 PE=1 SV=2203336 1 1 3 0 0 0 3 mRNA transcription mRNA transcription 0 One Hit Wonders
BOLA1_HUMAN Q9Y3E2 BOLA1 (CGI-143)BolA-like protein 1 OS=Homo sapiens GN=BOLA1 PE=1 SV=114271.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
IF2P_HUMAN O60841 EIF5B (IF2) (KIAA0741)Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=3138786.3 2 4 6 4 5 0 0 0 0 9 Translation initiation factor;HydrolaseProtein biosynthesis 0 High Quality
ITBP2_HUMAN Q9UKP3 ITGB1BP2 (MSTP015)Integrin beta-1-binding protein 2 OS=Homo sapiens GN=ITGB1BP2 PE=2 SV=138363.6 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedCell adhesion;Muscle development0 Matchup
OSBP1_HUMAN P22059 OSBP (OSBP1) Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=189404.4 2 2 4 0 0 0 0 4 Transfer/carrier proteinLipid and fatty acid transport;Cholesterol metabolism;Transport0 High Quality
PUS7_HUMAN Q96PZ0 PUS7 (KIAA1897)Pseudouridylate synthase 7 homolog OS=Homo sapiens GN=PUS7 PE=1 SV=275019.5 1 1 1 0 0 0 0 1 tRNA metabolism tRNA metabolism 0 One Hit Wonders
RUEL1_HUMAN Q5VYJ4 SNRPEL1 Putative small nuclear ribonucleoprotein polypeptide E-like protein 1 OS=Homo sapiens GN=SNRPEL1 PE=5 SV=110785.9 1 1 2 0 0 0 0 2 mRNA splicing mRNA splicing 0 One Hit Wonders
RAB13_HUMAN P51153 RAB13 (GIG4) Ras-related protein Rab-13 OS=Homo sapiens GN=RAB13 PE=2 SV=122757.6 1 1 2 2 2 0 0 0 0 4 General vesicle transportGeneral vesicle transport0 Failed Matchup
CCD25_HUMAN Q86WR0 CCDC25 Coiled-coil domain-containing protein 25 OS=Homo sapiens GN=CCDC25 PE=1 SV=224461.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GGT5_HUMAN P36269 GGT5 (GGTLA1)Gamma-glutamyltransferase 5 OS=Homo sapiens GN=GGT5 PE=2 SV=262242.8 1 1 2 1 1 0 0 0 0 2 Acyltransferase;Other proteasesAmino acid metabolism;Protein modification;Proteolysis0 Matchup
CALL3_HUMAN P27482 CALML3 Calmodulin-like protein 3 OS=Homo sapiens GN=CALML3 PE=1 SV=216872.8 1 1 1 0 0 0 0 1 Calcium mediated signaling;Cell cycle;Cell proliferation and differentiationCalcium mediated signaling;Cell cycle;Cell proliferation and differentiationT cell activation->Calmodulin;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Calmodulin;;B cell activation->Calmodulin;;;;One Hit Wonders
PLMN_HUMAN P00747 PLG Plasminogen OS=Homo sapiens GN=PLG PE=1 SV=2 90549.4 2 1 3 2 2 0 0 0 0 4 Peptide hormone;Other protease inhibitor;Other enzyme inhibitor;Serine protease;Calmodulin related protein;AnnexinLipid and fatty acid transport;Proteolysis;Transport;Blood clotting;Apoptosis;Angiogenesis;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Plasminogen;;Plasminogen activating cascade->Plasminogen;;Blood coagulation->Plasmin;;Plasminogen activating cascade->Plasmin;;;;;High Quality
CCAR1_HUMANQ8IX12 CCAR1 (CARP1) (DIS)Cell division cycle and apoptosis regulator protein 1 OS=Homo sapiens GN=CCAR1 PE=1 SV=2132805.7 1 1 0 0 1 0 1 Miscellaneous;OncogenesisMiscellaneous;Oncogenesis0 One Hit Wonders
MYT1L_HUMANQ9UL68 MYT1L (KIAA1106)Myelin transcription factor 1-like protein OS=Homo sapiens GN=MYT1L PE=2 SV=2133082.9 1 1 0 0 0 4 4 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
HBE_HUMAN P02100 HBE1 (HBE) Hemoglobin subunit epsilon OS=Homo sapiens GN=HBE1 PE=1 SV=216185 1 1 3 0 0 0 0 3 Transport;Blood circulation and gas exchangeTransport;Blood circulation and gas exchange0 One Hit Wonders
IGHA2_HUMAN P01877 IGHA2 Ig alpha-2 chain C region OS=Homo sapiens GN=IGHA2 PE=1 SV=236489.3 2 2 9 0 0 0 0 9 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
RSMB_HUMAN P14678 SNRPB (COD) (SNRPB1)Small nuclear ribonucleoprotein-associated proteins B and B' OS=Homo sapiens GN=SNRPB PE=1 SV=224592.6 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
NCDN_HUMAN Q9UBB6 NCDN (KIAA0607)Neurochondrin OS=Homo sapiens GN=NCDN PE=1 SV=178848.1 1 1 2 1 1 0 0 2 Neurogenesis;Skeletal developmentNeurogenesis;Skeletal development0 Failed Matchup
CE035_HUMAN Q8NE22 C5orf35 Uncharacterized protein C5orf35 OS=Homo sapiens GN=C5orf35 PE=2 SV=134134.8 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
AMPD2_HUMANQ01433 AMPD2 AMP deaminase 2 OS=Homo sapiens GN=AMPD2 PE=1 SV=2100672 1 1 0 0 1 0 1 Purine metabolism Purine metabolismPurine metabolism->5'-AMP Deaminase;;One Hit Wonders
SYPM_HUMAN Q7L3T8 PARS2 Probable prolyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=PARS2 PE=1 SV=153245.8 1 1 2 2 1 0 0 0 0 3 Synthetase;Other ligasetRNA metabolism;Protein metabolism and modification0 Matchup
RL3_HUMAN P39023 RPL3 (OK/SW-cl.32)60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=246091.5 2 1 3 2 1 0 0 0 0 3 Ribosomal protein Protein biosynthesisDe novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dCDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->CDP kinase;;De novo pyrimidine deoHigh Quality
CAH3_HUMAN P07451 CA3 Carbonic anhydrase 3 OS=Homo sapiens GN=CA3 PE=1 SV=329539.8 2 2 2 0 0 0 0 2 Dehydratase Other carbon metabolism0 High Quality
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PCDB1_HUMAN Q9Y5F3 PCDHB1 Protocadherin beta-1 OS=Homo sapiens GN=PCDHB1 PE=2 SV=290473.9 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Cell adhesion;NeurogenesisCell adhesion-mediated signaling;Cell adhesion;NeurogenesisWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;One Hit Wonders
OR1L8_HUMAN Q8NGR8 OR1L8 Olfactory receptor 1L8 OS=Homo sapiens GN=OR1L8 PE=2 SV=135065.9 1 1 1 0 0 0 0 1 G-protein mediated signaling;OlfactionG-protein mediated signaling;Olfaction0 One Hit Wonders
AP1S2_HUMAN P56377 AP1S2 (DC22) AP-1 complex subunit sigma-2 OS=Homo sapiens GN=AP1S2 PE=1 SV=118597.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SCYL2_HUMAN Q6P3W7 SCYL2 (CVAK104) (KIAA1360)SCY1-like protein 2 OS=Homo sapiens GN=SCYL2 PE=1 SV=1103693.6 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SC31A_HUMAN O94979 SEC31A (KIAA0905) (SEC31L1) (HSPC275) (HSPC334)Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3132998.8 2 2 4 4 2 0 0 0 0 6 Vesicle coat protein Exocytosis;General vesicle transport0 High Quality
NFIB_HUMAN O00712 NFIB Nuclear factor 1 B-type OS=Homo sapiens GN=NFIB PE=2 SV=247424.8 2 2 2 0 0 0 0 2 Transcription factor;Nucleic acid bindingmRNA transcription 0 High Quality
GRM8_HUMAN O00222 GRM8 (GPRC1H) (MGLUR8)Metabotropic glutamate receptor 8 OS=Homo sapiens GN=GRM8 PE=2 SV=2101725.4 1 1 0 0 0 1 1 G-protein mediated signaling;Neuronal activitiesG-protein mediated signaling;Neuronal activitiesHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Gi protein coupled receptor;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Go-protein coupled receptor;;Metabotropic glutamate receptorOne Hit Wonders
TRIA1_HUMAN O43715 TRIAP1 (15E1.1) (HSPC132)TP53-regulated inhibitor of apoptosis 1 OS=Homo sapiens GN=TRIAP1 PE=1 SV=18768 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PTN9_HUMAN P43378 PTPN9 Tyrosine-protein phosphatase non-receptor type 9 OS=Homo sapiens GN=PTPN9 PE=1 SV=168002.9 1 1 0 0 1 0 1 Protein phosphorylation;General vesicle transportProtein phosphorylation;General vesicle transport0 One Hit Wonders
FAF1_HUMAN Q9UNN5 FAF1 (UBXD12) (UBXN3A) (CGI-03)FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=273937.2 1 2 3 2 2 0 0 0 0 4 Other miscellaneous function proteinIntracellular signaling cascade;Induction of apoptosisFAS signaling pathway->FAF1;;High Quality
ARHG2_HUMANQ92974 ARHGEF2 (KIAA0651) (LFP40)Rho guanine nucleotide exchange factor 2 OS=Homo sapiens GN=ARHGEF2 PE=1 SV=4111527.9 1 1 1 0 0 0 0 1 Amino acid transport;Signal transduction;Cell adhesion;Phagocytosis;Transport;Apoptosis;Cell cycle;Cell structure and motilityAmino acid transport;Signal transduction;Cell adhesion;Phagocytosis;Transport;Apoptosis;Cell cycle;Cell structure and motilityAxon guidance mediated by semaphorins->Rho guanine nucleotide exchange factor;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Rho guanine nucleotide exchange factor;;Cytoskeletal regulation by Rho GTPase->Rho guanine nuOne Hit Wonders
DAF_HUMAN P08174 CD55 (CR) (DAF)Complement decay-accelerating factor OS=Homo sapiens GN=CD55 PE=1 SV=441382.1 2 2 2 0 0 0 0 2 Complement componentComplement-mediated immunity0 High Quality
YL011_HUMAN A6NFE2 C12orf70 Uncharacterized protein ENSP00000298876 OS=Homo sapiens PE=4 SV=133787 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SGCD_HUMAN Q92629 SGCD Delta-sarcoglycan OS=Homo sapiens GN=SGCD PE=1 SV=132157.1 1 1 7 0 0 0 0 7 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RT11_HUMAN P82912 MRPS11 (RPMS11) (HCC2)28S ribosomal protein S11, mitochondrial OS=Homo sapiens GN=MRPS11 PE=2 SV=220597.8 2 2 2 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 High Quality
HCFC1_HUMAN P51610 HCFC1 (HCF1) (HFC1)Host cell factor OS=Homo sapiens GN=HCFC1 PE=1 SV=2208706.5 3 3 5 0 0 0 0 5 Nucleic acid binding Nucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
HNRPL_HUMAN P14866 HNRNPL (HNRPL) (P/OKcl.14)Heterogeneous nuclear ribonucleoprotein L OS=Homo sapiens GN=HNRNPL PE=1 SV=160169.1 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CYB5B_HUMAN O43169 CYB5B (CYB5M) (OMB5)Cytochrome b5 type B OS=Homo sapiens GN=CYB5B PE=2 SV=216314.4 1 1 2 0 0 0 0 2 Steroid metabolism;Other pathways of electron transportSteroid metabolism;Other pathways of electron transport0 One Hit Wonders
ANR23_HUMANQ86SG2 ANKRD23 (DARP)Ankyrin repeat domain-containing protein 23 OS=Homo sapiens GN=ANKRD23 PE=1 SV=134279.4 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TTC9C_HUMAN Q8N5M4 TTC9C Tetratricopeptide repeat protein 9C OS=Homo sapiens GN=TTC9C PE=2 SV=119995.1 1 1 1 0 0 0 0 1 Protein folding Protein folding 0 One Hit Wonders
GPSM1_HUMANQ86YR5 GPSM1 (AGS3)G-protein-signaling modulator 1 OS=Homo sapiens GN=GPSM1 PE=1 SV=172118.9 2 2 2 0 0 0 0 2 Guanyl-nucleotide exchange factor;Other G-protein modulatorG-protein mediated signaling;CytokinesisHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Activator of G-protein signaling;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Activator of G-protein signaling;;;High Quality
CSK22_HUMAN P19784 CSNK2A2 (CK2A2)Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=141196.5 1 2 3 1 2 0 0 0 0 3 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
SPLC2_HUMAN Q96DR5 SPLUNC2 (C20orf70) (UNQ510/PRO1025)Short palate, lung and nasal epithelium carcinoma-associated protein 2 OS=Homo sapiens GN=SPLUNC2 PE=1 SV=226994.3 1 1 0 2 0 0 2 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
RT32_HUMAN Q9Y6G3 MRPL42 28S ribosomal protein S32, mitochondrial OS=Homo sapiens GN=MRPS32 PE=2 SV=116642.9 1 1 1 0 0 0 0 1 Protein biosynthesis;Other metabolismProtein biosynthesis;Other metabolism0 One Hit Wonders
IF4A3_HUMAN P38919 EIF4A3 (DDX48) (KIAA0111)Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=446854.4 1 1 2 1 1 0 0 0 0 2 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 Matchup
TEAD4_HUMAN Q15561 TEAD4 (RTEF1) (TCF13L1) (TEF3)Transcriptional enhancer factor TEF-3 OS=Homo sapiens GN=TEAD4 PE=2 SV=247681.7 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
GCP2_HUMAN Q9BSJ2 TUBGCP2 (GCP2)Gamma-tubulin complex component 2 OS=Homo sapiens GN=TUBGCP2 PE=1 SV=2102519.6 3 3 5 0 0 0 0 5 Non-motor microtubule binding proteinCell cycle;Cell structure0 High Quality
DHR11_HUMANQ6UWP2 DHRS11 (UNQ836/PRO1774)Dehydrogenase/reductase SDR family member 11 OS=Homo sapiens GN=DHRS11 PE=1 SV=128290.3 1 1 3 0 0 0 0 3 Not in Panther Not in PantherNot in PantherOne Hit Wonders
BAG2_HUMAN O95816 BAG2 BAG family molecular chaperone regulator 2 OS=Homo sapiens GN=BAG2 PE=1 SV=123754.5 1 1 2 0 0 0 0 2 Protein folding;ApoptosisProtein folding;Apoptosis0 One Hit Wonders
CO038_HUMAN Q7Z6K5 C15orf38 UPF0552 protein C15orf38 OS=Homo sapiens GN=C15orf38 PE=2 SV=124925.5 1 1 4 0 0 0 0 4 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
AP1B1_HUMAN Q10567 AP1B1 (ADTB1) (BAM22) (CLAPB2)AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=2 SV=1104591.4 1 4 5 2 4 0 0 0 0 6 Membrane traffic proteinGeneral vesicle transport0 High Quality
ST17B_HUMAN O94768 STK17B (DRAK2)Serine/threonine-protein kinase 17B OS=Homo sapiens GN=STK17B PE=1 SV=142327.4 1 1 1 0 0 0 0 1 Protein phosphorylation;Induction of apoptosisProtein phosphorylation;Induction of apoptosis0 One Hit Wonders
SYCC_HUMAN P49589 CARS Cysteinyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=385457.6 4 4 6 0 0 0 0 6 Other RNA-binding protein;Aminoacyl-tRNA synthetaseProtein metabolism and modification0 High Quality
DDX3Y_HUMAN O15523 DDX3Y (DBY) ATP-dependent RNA helicase DDX3Y OS=Homo sapiens GN=DDX3Y PE=1 SV=273137.8 5 5 5 0 0 0 0 5 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
BARH1_HUMANQ9BZE3 BARHL1 (FKSG31)BarH-like 1 homeobox protein OS=Homo sapiens GN=BARHL1 PE=1 SV=135057.9 1 1 0 0 1 0 1 mRNA transcription regulation;NeurogenesismRNA transcription regulation;Neurogenesis0 One Hit Wonders
BCCIP_HUMAN Q9P287 BCCIP (TOK1) BRCA2 and CDKN1A-interacting protein OS=Homo sapiens GN=BCCIP PE=1 SV=135962.3 1 1 1 0 0 0 0 1 Cell cycle control Cell cycle control 0 One Hit Wonders
FANCJ_HUMAN Q9BX63 BRIP1 (BACH1) (FANCJ)Fanconi anemia group J protein OS=Homo sapiens GN=BRIP1 PE=1 SV=1140863.5 1 1 0 0 0 1 1 DNA repair;Oncogene DNA repair;Oncogene0 One Hit Wonders
RL23_HUMAN P62829 RPL23 60S ribosomal protein L23 OS=Homo sapiens GN=RPL23 PE=1 SV=114847.9 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
NPL_HUMAN Q9BXD5 NPL (C1orf13) N-acetylneuraminate lyase OS=Homo sapiens GN=NPL PE=2 SV=135145.8 1 1 0 0 1 0 1 Amino acid biosynthesisAmino acid biosynthesisLysine biosynthesis->Dihydrodipicolinate synthase;;N-acetylglucosamine metabolism->N-acetylneuraminate lyase;;;One Hit Wonders
CC067_HUMAN Q6ZVT6 C3orf67 Uncharacterized protein C3orf67 OS=Homo sapiens GN=C3orf67 PE=2 SV=276254.3 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
OR1N2_HUMANQ8NGR9 OR1N2 Olfactory receptor 1N2 OS=Homo sapiens GN=OR1N2 PE=2 SV=135167.6 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RM13_HUMAN Q9BYD1 MRPL13 39S ribosomal protein L13, mitochondrial OS=Homo sapiens GN=MRPL13 PE=2 SV=120674.7 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
HEM4_HUMAN P10746 UROS Uroporphyrinogen-III synthase OS=Homo sapiens GN=UROS PE=1 SV=128610.7 2 2 3 0 0 0 0 3 Synthase;Other hydrolasePorphyrin metabolismHeme biosynthesis->Uroporphyrinogen-III synthase;;High Quality
GUAA_HUMAN P49915 GMPS GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=176698.7 1 3 4 2 3 0 0 0 0 5 Synthase;Other transferasePurine metabolismDe novo purine biosynthesis->GMP synthase;;High Quality
PERQ2_HUMAN Q6Y7W6 GIGYF2 (KIAA0642) (PERQ2) (TNRC15)PERQ amino acid-rich with GYF domain-containing protein 2 OS=Homo sapiens GN=GIGYF2 PE=1 SV=1150051.3 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
PPM1G_HUMANO15355 PPM1G (PPM1C)Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=159253.9 1 1 2 1 1 0 0 0 0 2 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Matchup
CHCH5_HUMANQ9BSY4 CHCHD5 (C2orf9)Coiled-coil-helix-coiled-coil-helix domain-containing protein 5 OS=Homo sapiens GN=CHCHD5 PE=2 SV=112376.5 1 1 4 0 0 0 0 4 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
BXDC1_HUMAN Q9H7B2 BXDC1 Brix domain-containing protein 1 OS=Homo sapiens GN=BXDC1 PE=1 SV=235567.5 1 1 0 0 1 0 1 Nucleoside, nucleotide and nucleic acid metabolism;Other metabolismNucleoside, nucleotide and nucleic acid metabolism;Other metabolism0 One Hit Wonders
K1394_HUMAN A5YM72 ATPGD1 ATP-grasp domain-containing protein KIAA1394 OS=Homo sapiens GN=KIAA1394 PE=2 SV=288496.8 2 2 4 3 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
PRKN2_HUMAN O60260 PARK2 (PRKN)E3 ubiquitin-protein ligase parkin OS=Homo sapiens GN=PARK2 PE=1 SV=251620.6 2 2 2 0 0 0 0 2 Ubiquitin-protein ligaseProtein modification;NeurogenesisParkinson disease->Parkin;;High Quality
VPS11_HUMAN Q9H270 VPS11 (RNF108) (PP3476)Vacuolar protein sorting-associated protein 11 homolog OS=Homo sapiens GN=VPS11 PE=1 SV=1107821.2 2 2 4 2 2 0 0 0 0 4 Membrane traffic regulatory proteinEndocytosis 0 High Quality
CDC27_HUMAN P30260 CDC27 (D0S1430E) (D17S978E)Cell division cycle protein 27 homolog OS=Homo sapiens GN=CDC27 PE=1 SV=291852.5 1 1 4 0 0 0 0 4 Mitosis Mitosis 0 One Hit Wonders
PGTB1_HUMAN P53609 PGGT1B Geranylgeranyl transferase type-1 subunit beta OS=Homo sapiens GN=PGGT1B PE=2 SV=142379.6 1 1 1 0 0 0 0 1 Protein-lipid modificationProtein-lipid modification0 One Hit Wonders
IF1AX_HUMAN P47813 EIF1AX (EIF1A) (EIF4C)Eukaryotic translation initiation factor 1A, X-chromosomal OS=Homo sapiens GN=EIF1AX PE=1 SV=216425.3 1 1 2 0 0 0 0 2 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
TARSH_HUMAN Q7Z7G0 ABI3BP (NESHBP) (TARSH)Target of Nesh-SH3 OS=Homo sapiens GN=ABI3BP PE=2 SV=1118626.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CSK_HUMAN P41240 CSK Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=150686.9 3 1 4 5 1 0 0 0 0 6 Non-receptor tyrosine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Cell cycle control;Cell proliferation and differentiationT cell activation->Csk;;Parkinson disease->Rous sarcoma protein tyrosine kinase;;Integrin signalling pathway->C-terminal Src kinase;;;;High Quality
AKT1_HUMAN P31749 AKT1 (PKB) (RAC)RAC-alpha serine/threonine-protein kinase OS=Homo sapiens GN=AKT1 PE=1 SV=255669.6 1 1 2 1 1 0 0 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Nitric oxide biosynthesis;Inhibition of apoptosis;Gametogenesis;Cell cycle control;Cell proliferation and differentiationHypoxia response via HIF activation->v-akt murine thymoma viral oncogene homolog 1;;Ras Pathway->AKT;;FAS signaling pathway->Apoptosis signal regulating kinase 1;;Interleukin signaling pathway->Protein kinase B;;Huntington disease->Thymoma Viral Proto-OncMatchup
ADA_HUMAN P00813 ADA Adenosine deaminase OS=Homo sapiens GN=ADA PE=1 SV=340747.1 1 1 2 1 1 0 0 0 0 2 Deaminase Purine metabolismAdenine and hypoxanthine salvage pathway->Adenosine deaminase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine deaminase;;;Matchup
ARRB1_HUMANP49407 ARRB1 (ARR1)Beta-arrestin-1 OS=Homo sapiens GN=ARRB1 PE=1 SV=247048.3 2 2 2 0 0 0 0 2 Select regulatory molecule;Other miscellaneous function proteinG-protein mediated signaling;Endocytosis;Sensory perceptionWnt signaling pathway->Beta-Arrestin;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->beta-arrestin 1;;Inflammation mediated by chemokine and cytokine signaling pathway->Arrestin;;Heterotrimeric G-protein signaling pathway-Gi alpHigh Quality
ADPRH_HUMANP54922 ADPRH (ARH1)[Protein ADP-ribosylarginine] hydrolase OS=Homo sapiens GN=ADPRH PE=1 SV=139489.5 2 2 2 0 0 0 0 2 Hydrolase Biological process unclassified0 High Quality
FABD_HUMAN Q8IVS2 MCAT (MT) Malonyl CoA-acyl carrier protein transacylase, mitochondrial OS=Homo sapiens GN=MCAT PE=1 SV=242942.7 1 1 1 0 0 0 0 1 Fatty acid biosynthesis Fatty acid biosynthesis0 One Hit Wonders
HERC4_HUMAN Q5GLZ8 HERC4 (KIAA1593)Probable E3 ubiquitin-protein ligase HERC4 OS=Homo sapiens GN=HERC4 PE=1 SV=1118548.6 1 4 5 1 7 0 0 0 0 8 Ubiquitin-protein ligaseProteolysis 0 High Quality
NCAM1_HUMANP13591 NCAM1 (NCAM)Neural cell adhesion molecule 1 OS=Homo sapiens GN=NCAM1 PE=1 SV=394556.3 2 2 3 0 0 0 0 3 CAM family adhesion moleculeCell adhesion-mediated signaling;Cell adhesion;Other neuronal activity;Neurogenesis0 High Quality
CEBPD_HUMAN P49716 CEBPD CCAAT/enhancer-binding protein delta OS=Homo sapiens GN=CEBPD PE=1 SV=228449.8 1 1 1 0 0 0 1 mRNA transcription regulation;Cell proliferation and differentiationmRNA transcription regulation;Cell proliferation and differentiation0 One Hit Wonders
ASPH_HUMAN Q12797 ASPH Aspartyl/asparaginyl beta-hydroxylase OS=Homo sapiens GN=ASPH PE=1 SV=385844.6 1 1 1 0 0 0 1 Protein modification;Receptor protein tyrosine kinase signaling pathwayProtein modification;Receptor protein tyrosine kinase signaling pathway0 One Hit Wonders
ATG7_HUMAN O95352 ATG7 (APG7L)Autophagy-related protein 7 OS=Homo sapiens GN=ATG7 PE=1 SV=177943.6 1 1 1 0 0 0 0 1 Proteolysis;Intracellular signaling cascadeProteolysis;Intracellular signaling cascadeUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;One Hit Wonders
IF3M_HUMAN Q9H2K0 MTIF3 (DC38) Translation initiation factor IF-3, mitochondrial OS=Homo sapiens GN=MTIF3 PE=1 SV=331674.2 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
GIT1_HUMAN Q9Y2X7 GIT1 ARF GTPase-activating protein GIT1 OS=Homo sapiens GN=GIT1 PE=1 SV=284324.4 1 1 1 0 0 0 0 1 G-protein mediated signaling;Cell adhesion;Cell structure and motilityG-protein mediated signaling;Cell adhesion;Cell structure and motility0 One Hit Wonders
TLCD2_HUMAN A6NGC4 TLCD2 TLC domain-containing protein 2 OS=Homo sapiens GN=TLCD2 PE=2 SV=328715.4 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CJ104_HUMAN Q96DE5 C10orf104 UPF0448 protein C10orf104 OS=Homo sapiens GN=C10orf104 PE=2 SV=111649.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
YD021_HUMAN A8MVM7 n.o Putative uncharacterized protein ENSP00000382790 OS=Homo sapiens PE=5 SV=373437 1 1 0 0 0 1 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
ZRAB2_HUMAN O95218 ZRANB2 (ZIS) (ZNF265)Zinc finger Ran-binding domain-containing protein 2 OS=Homo sapiens GN=ZRANB2 PE=1 SV=237387.4 1 1 0 0 0 1 1 mRNA transcription mRNA transcription 0 One Hit Wonders
RBM14_HUMANQ96PK6 RBM14 (SIP) RNA-binding protein 14 OS=Homo sapiens GN=RBM14 PE=1 SV=269474.3 2 2 2 0 0 0 0 2 Other RNA-binding proteinmRNA transcription;mRNA splicing;Steroid hormone-mediated signaling0 High Quality
EI2BB_HUMAN P49770 EIF2B2 (EIF2BB)Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=338972.1 2 2 2 0 0 0 0 2 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
NSF_HUMAN P46459 NSF Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=282545.4 3 3 3 0 0 0 0 3 Other hydrolase Exocytosis;Transport;Neurotransmitter releaseIonotropic glutamate receptor pathway->N-Ethylmaleimide-sensitive fusion protein;;Synaptic_vesicle_trafficking->N-ethylmaleimide-sensitive factor;;;High Quality
ECE1_HUMAN P42892 ECE1 Endothelin-converting enzyme 1 OS=Homo sapiens GN=ECE1 PE=1 SV=287147 1 1 2 0 0 0 2 Proteolysis;Cell surface receptor mediated signal transduction;Cell communication;Regulation of vasoconstriction, dilation;Other homeostasis activitiesProteolysis;Cell surface receptor mediated signal transduction;Cell communication;Regulation of vasoconstriction, dilation;Other homeostasis activitiesEndothelin signaling pathway->Endothelin-coverting enzyme 1, 2, and 3;;One Hit Wonders
UNG_HUMAN P13051 UNG (DGU) (UNG1) (UNG15)Uracil-DNA glycosylase OS=Homo sapiens GN=UNG PE=1 SV=234627.4 2 2 2 0 0 0 0 2 DNA glycosylase;HydrolaseCarbohydrate metabolism;DNA repair0 High Quality
FUS_HUMAN P35637 FUS (TLS) RNA-binding protein FUS OS=Homo sapiens GN=FUS PE=1 SV=153408 1 1 1 0 0 0 0 1 Neuronal activities;OncogenesisNeuronal activities;OncogenesisOxidative stress response->C/EBP-homologous protein;;One Hit Wonders
MYH4_HUMAN Q9Y623 MYH4 Myosin-4 OS=Homo sapiens GN=MYH4 PE=1 SV=1 223000.6 1 1 2 0 0 2 1 3 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;Matchup
PUF60_HUMAN Q9UHX1 PUF60 (FIR) (ROBPI) (SIAHBP1)Poly(U)-binding-splicing factor PUF60 OS=Homo sapiens GN=PUF60 PE=1 SV=159857.6 2 2 4 0 0 0 0 4 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
NIBL1_HUMAN Q96TA1 FAM129B (C9orf88)Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=282666 1 1 2 2 1 0 0 0 0 3 Molecular function unclassifiedOncogenesis 0 Matchup
NEK9_HUMAN Q8TD19 NEK9 (KIAA1995) (NEK8) (NERCC)Serine/threonine-protein kinase Nek9 OS=Homo sapiens GN=NEK9 PE=1 SV=2107151.5 3 3 5 0 0 0 0 5 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
MYH15_HUMANQ9Y2K3 MYH15 (KIAA1000)Myosin-15 OS=Homo sapiens GN=MYH15 PE=1 SV=4224632.5 1 1 0 0 1 0 1 Muscle contraction;Muscle development;CytokinesisMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;One Hit Wonders
ATF6A_HUMAN P18850 ATF6 Cyclic AMP-dependent transcription factor ATF-6 alpha OS=Homo sapiens GN=ATF6 PE=1 SV=374567.3 1 1 0 0 1 0 1 mRNA transcription regulationmRNA transcription regulationApoptosis signaling pathway->Activating transcription factor;;One Hit Wonders
SPAG7_HUMAN O75391 SPAG7 Sperm-associated antigen 7 OS=Homo sapiens GN=SPAG7 PE=1 SV=226017 1 1 2 1 1 0 0 0 0 2 Nucleic acid binding Biological process unclassified0 Matchup
BCL9_HUMAN O00512 BCL9 B-cell CLL/lymphoma 9 protein OS=Homo sapiens GN=BCL9 PE=1 SV=4149272.4 1 1 0 0 0 1 1 Oncogenesis Oncogenesis Wnt signaling pathway->B-cell lymphoma 9;;One Hit Wonders
GIT2_HUMAN Q14161 GIT2 (KIAA0148)ARF GTPase-activating protein GIT2 OS=Homo sapiens GN=GIT2 PE=1 SV=284525.5 3 3 5 0 0 0 0 5 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
TEX15_HUMAN Q9BXT5 TEX15 Testis-expressed sequence 15 protein OS=Homo sapiens GN=TEX15 PE=1 SV=1315348 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
EVL_HUMAN Q9UI08 EVL (RNB6) Ena/VASP-like protein OS=Homo sapiens GN=EVL PE=1 SV=244601.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PCDA4_HUMANQ9UN74 PCDHA4 Protocadherin alpha-4 OS=Homo sapiens GN=PCDHA4 PE=2 SV=1102276.4 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Cell adhesionCell adhesion-mediated signaling;Cell adhesionWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;One Hit Wonders
ASML_HUMAN O95671 ASMTL N-acetylserotonin O-methyltransferase-like protein OS=Homo sapiens GN=ASMTL PE=1 SV=368839.6 1 1 2 1 1 0 0 0 0 2 Methyltransferase Amino acid metabolism0 Matchup
FOXL2_HUMAN P58012 FOXL2 Forkhead box protein L2 OS=Homo sapiens GN=FOXL2 PE=1 SV=138754.7 1 1 0 0 1 0 1 Carbohydrate metabolism;mRNA transcription regulation;Other receptor mediated signaling pathway;Cell communication;Vision;Embryogenesis;Anterior/posterior patterning;Segment specification;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferaCarbohydrate metabolism;mRNA transcription regulation;Other receptor mediated signaling pathway;Cell communication;Vision;Embryogenesis;Anterior/posterior patterning;Segment specification;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferaInsulin/IGF pathway-protein kinase B signaling cascade->Forkhead transcription factor;;PI3 kinase pathway->FOXO;;Interleukin signaling pathway->Forkhead in Rhabdomyosarcoma-like 1;;TGF-beta signaling pathway->Co-activators or corepressors;;;;;One Hit Wonders
UBAP2_HUMANQ5T6F2 UBAP2 (KIAA1491)Ubiquitin-associated protein 2 OS=Homo sapiens GN=UBAP2 PE=1 SV=1117097 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RIF1_HUMAN Q5UIP0 RIF1 Telomere-associated protein RIF1 OS=Homo sapiens GN=RIF1 PE=1 SV=2274451.3 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NUD16_HUMANQ96DE0 NUDT16 U8 snoRNA-decapping enzyme OS=Homo sapiens GN=NUDT16 PE=1 SV=221256.2 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
RL36_HUMAN Q9Y3U8 RPL36 60S ribosomal protein L36 OS=Homo sapiens GN=RPL36 PE=1 SV=312236.2 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
CJ076_HUMAN Q5T2E6 C10orf76 Uncharacterized protein C10orf76 OS=Homo sapiens GN=C10orf76 PE=2 SV=178695 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MMS19_HUMANQ96T76 MMS19 (MMS19L)MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2113273.3 1 1 2 1 3 0 0 0 0 4 Transcription cofactor;Other nucleic acid bindingDNA repair;mRNA transcription regulation0 Matchup
RM40_HUMAN Q9NQ50 MRPL40 (NLVCF) (URIM)39S ribosomal protein L40, mitochondrial OS=Homo sapiens GN=MRPL40 PE=1 SV=124473.7 1 1 2 2 1 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 Matchup
KV312_HUMAN P18135 n.o Ig kappa chain V-III region HAH OS=Homo sapiens PE=4 SV=114055.5 1 1 2 0 0 0 0 2 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
SMTN_HUMAN P53814 SMTN (SMSMO)Smoothelin OS=Homo sapiens GN=SMTN PE=1 SV=599503.4 1 1 2 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 Matchup
MYPT1_HUMANO14974 PPP1R12A (MBS) (MYPT1)Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1115265.4 2 2 1 5 4 3 1 0 0 0 0 8 Phosphatase modulatorProtein phosphorylation0 High Quality
NR2CA_HUMANQ86WQ0 NR2C2AP (TRA16)Nuclear receptor 2C2-associated protein OS=Homo sapiens GN=NR2C2AP PE=1 SV=115857.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
PXDC2_HUMAN Q6UX71 PLXDC2 (TEM7R) (UNQ2514/PRO6003)Plexin domain-containing protein 2 OS=Homo sapiens GN=PLXDC2 PE=1 SV=159565 1 1 1 0 0 0 0 1 Oncogenesis Oncogenesis 0 One Hit Wonders
LIN7C_HUMAN Q9NUP9 LIN7A (MALS1) (VELI1)Lin-7 homolog A OS=Homo sapiens GN=LIN7A PE=1 SV=221815.6 1 1 1 0 0 0 0 1 #N/A #N/A #N/A One Hit Wonders
KIF11_HUMAN P52732 KIF11 (EG5) (KNSL1) (TRIP5)Kinesin-like protein KIF11 OS=Homo sapiens GN=KIF11 PE=1 SV=2119143.9 1 1 0 0 1 0 1 Protein targeting and localization;Chromosome segregationProtein targeting and localization;Chromosome segregation0 One Hit Wonders
SPS2_HUMAN Q99611 SEPHS2 (SPS2)Selenide, water dikinase 2 OS=Homo sapiens GN=SEPHS2 PE=2 SV=347287 1 1 1 0 0 0 0 1 Amino acid biosynthesisAmino acid biosynthesis0 One Hit Wonders
BCAS3_HUMAN Q9H6U6 BCAS3 Breast carcinoma-amplified sequence 3 OS=Homo sapiens GN=BCAS3 PE=2 SV=2101162.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PRP4B_HUMAN Q13523 PRPF4B (KIAA0536) (PRP4) (PRP4H) (PRP4K)Serine/threonine-protein kinase PRP4 homolog OS=Homo sapiens GN=PRPF4B PE=1 SV=2116960.9 1 1 3 0 0 0 0 3 Protein phosphorylationProtein phosphorylation0 One Hit Wonders
A16A1_HUMAN Q8IZ83 ALDH16A1 Aldehyde dehydrogenase family 16 member A1 OS=Homo sapiens GN=ALDH16A1 PE=1 SV=185094.7 2 2 3 0 0 0 0 3 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
P5CS_HUMAN P54886 ALDH18A1 (GSAS) (P5CS) (PYCS)Delta-1-pyrroline-5-carboxylate synthetase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=287284.9 1 1 2 1 1 0 0 0 0 2 Amino acid kinase;Synthetase;DehydrogenaseAmino acid biosynthesis0 Matchup
PRKDC_HUMAN P78527 PRKDC (HYRC) (HYRC1)DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3469077.5 4 2 1 7 9 2 1 0 0 0 0 12 Non-receptor serine/threonine protein kinase;Nucleotide kinaseDNA repair;Protein phosphorylation;Cell cycle controlp53 pathway feedback loops 2->ATM;;p53 pathway->Ataxia telangiectasia mutated (ATM) and Rad3-related (ATR);;;High Quality
GZF1_HUMAN Q9H116 GZF1 (ZBTB23) (ZNF336)GDNF-inducible zinc finger protein 1 OS=Homo sapiens GN=GZF1 PE=2 SV=180472.8 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KV117_HUMAN P01609 n.o Ig kappa chain V-I region Scw OS=Homo sapiens PE=1 SV=111746.2 1 1 1 0 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
NEXN_HUMAN Q0ZGT2 NEXN Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 80642.4 4 4 0 0 0 4 4 Molecular function unclassifiedBiological process unclassified0 High Quality
SP1_HUMAN P08047 SP1 (TSFP1) Transcription factor Sp1 OS=Homo sapiens GN=SP1 PE=1 SV=380673.7 1 1 0 0 0 1 1 mRNA transcription;Immunity and defense;Cell proliferation and differentiationmRNA transcription;Immunity and defense;Cell proliferation and differentiation0 One Hit Wonders
BICD2_HUMAN Q8TD16 BICD2 (KIAA0699)Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=193518 1 2 3 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
NMD3_HUMAN Q96D46 NMD3 (CGI-07)60S ribosomal export protein NMD3 OS=Homo sapiens GN=NMD3 PE=1 SV=157585.4 1 1 1 0 0 0 0 1 mRNA end-processing and stabilitymRNA end-processing and stability0 One Hit Wonders
BAG1_HUMAN Q99933 BAG1 (HAP) BAG family molecular chaperone regulator 1 OS=Homo sapiens GN=BAG1 PE=1 SV=338860.1 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
UBP13_HUMAN Q92995 USP13 (ISOT3)Ubiquitin carboxyl-terminal hydrolase 13 OS=Homo sapiens GN=USP13 PE=2 SV=197283.6 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
B2MG_HUMAN P61769 B2M (CDABP0092) (HDCMA22P)Beta-2-microglobulin OS=Homo sapiens GN=B2M PE=1 SV=113696.9 1 1 1 0 0 0 0 1 MHCI-mediated immunityMHCI-mediated immunityT cell activation->MHC-antigen;;One Hit Wonders
PALM2_HUMANQ8IXS6 PALM2 Paralemmin-2 OS=Homo sapiens GN=PALM2 PE=1 SV=342166.9 1 1 1 0 0 0 0 1 Signal transduction Signal transduction 0 One Hit Wonders
ADDG_HUMAN Q9UEY8 ADD3 (ADDL) Gamma-adducin OS=Homo sapiens GN=ADD3 PE=1 SV=179138 2 2 2 0 0 0 0 2 Non-motor actin binding proteinProtein complex assembly;Cell structure and motility0 High Quality
NADK_HUMAN O95544 NADK NAD kinase OS=Homo sapiens GN=NADK PE=1 SV=1 49210 1 1 0 0 0 2 2 Polyphosphate catabolism;Polyphosphate biosynthesisPolyphosphate catabolism;Polyphosphate biosynthesis0 One Hit Wonders
PGS1_HUMAN P21810 BGN (SLRR1A)Biglycan OS=Homo sapiens GN=BGN PE=1 SV=2 41637.9 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Skeletal developmentCell adhesion-mediated signaling;Skeletal development0 One Hit Wonders
AP1G1_HUMANO43747 AP1G1 (ADTG) (CLAPG1)AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=591336.2 3 3 4 0 0 0 0 4 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosis0 High Quality
I12R2_HUMAN Q99665 IL12RB2 Interleukin-12 receptor beta-2 chain OS=Homo sapiens GN=IL12RB2 PE=1 SV=197119 1 1 1 0 0 0 1 Cytokine and chemokine mediated signaling pathway;MAPKKK cascade;NF-kappaB cascade;JAK-STAT cascade;Ligand-mediated signaling;Immunity and defenseCytokine and chemokine mediated signaling pathway;MAPKKK cascade;NF-kappaB cascade;JAK-STAT cascade;Ligand-mediated signaling;Immunity and defenseInterleukin signaling pathway->Receptor subunit beta;;One Hit Wonders
DIAP1_HUMAN O60610 DIAPH1 (DIAP1)Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=1138966.1 1 1 2 1 1 0 0 0 0 2 Non-motor actin binding proteinCell motility Cytoskeletal regulation by Rho GTPase->Mammalian diaphanous;;Matchup
LIAS_HUMAN O43766 LIAS (LAS) (HUSSY-01)Lipoyl synthase, mitochondrial OS=Homo sapiens GN=LIAS PE=2 SV=341894.1 3 3 3 0 0 0 0 3 Synthetase;Other transferaseCoenzyme and prosthetic group metabolismLipoate_biosynthesis->Lipoate synthase;;High Quality
CO4A2_HUMANP08572 COL4A2 Collagen alpha-2(IV) chain OS=Homo sapiens GN=COL4A2 PE=1 SV=4167539.6 2 2 1 5 12 7 1 0 0 0 0 20 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
RPAC2_HUMAN Q9Y2S0 POLR1D DNA-directed RNA polymerases I and III subunit RPAC2 OS=Homo sapiens GN=POLR1D PE=1 SV=115219.2 1 1 1 0 0 0 0 1 General mRNA transcription activitiesGeneral mRNA transcription activitiesGeneral transcription by RNA polymerase I->RNA Polymerase I  Complex;;One Hit Wonders
BORG4_HUMANQ9H3Q1 CDC42EP4 (BORG4) (CEP4)Cdc42 effector protein 4 OS=Homo sapiens GN=CDC42EP4 PE=1 SV=137962.8 1 1 1 0 0 0 0 1 Cell structure and motilityCell structure and motility0 One Hit Wonders
ACLY_HUMAN P53396 ACLY ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3120824.8 2 1 3 4 1 0 0 0 0 5 Transferase;Other lyase;LigaseTricarboxylic acid pathway;Lipid, fatty acid and steroid metabolism;Coenzyme metabolismPyruvate metabolism->Citrate Lyase;;High Quality
4ET_HUMAN Q9NRA8 EIF4ENIF1 Eukaryotic translation initiation factor 4E transporter OS=Homo sapiens GN=EIF4ENIF1 PE=1 SV=2108184.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
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KAT3_HUMAN Q6YP21 CCBL2 (KAT3) (RBMXL1)Kynurenine--oxoglutarate transaminase 3 OS=Homo sapiens GN=CCBL2 PE=2 SV=151384.7 1 1 2 1 1 0 0 0 0 2 Transaminase Amino acid metabolism0 Matchup
RBM24_HUMANQ9BX46 RBM24 (RNPC6)RNA-binding protein 24 OS=Homo sapiens GN=RBM24 PE=1 SV=123264.6 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolismNucleoside, nucleotide and nucleic acid metabolism0 One Hit Wonders
VATF_HUMAN Q16864 ATP6V1F (ATP6S14) (VATF)Vacuolar proton pump subunit F OS=Homo sapiens GN=ATP6V1F PE=1 SV=213352.9 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolism;Cation transportNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 One Hit Wonders
PIT1_HUMAN P28069 POU1F1 (GHF1) (PIT1)Pituitary-specific positive transcription factor 1 OS=Homo sapiens GN=POU1F1 PE=1 SV=132894.9 1 1 1 0 0 0 1 mRNA transcription regulation;Developmental processesmRNA transcription regulation;Developmental processes0 One Hit Wonders
ACTK_HUMAN Q9BYX7 ACTBL3 Kappa-actin OS=Homo sapiens GN=FKSG30 PE=1 SV=141999.1 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
S4A5_HUMAN Q9BY07 SLC4A5 (NBC4)Electrogenic sodium bicarbonate cotransporter 4 OS=Homo sapiens GN=SLC4A5 PE=2 SV=2126243.8 1 1 0 0 1 0 1 Cation transport;HomeostasisCation transport;Homeostasis0 One Hit Wonders
RPA2_HUMAN Q9H9Y6 POLR1B DNA-directed RNA polymerase I subunit RPA2 OS=Homo sapiens GN=POLR1B PE=1 SV=2128215.4 1 1 0 0 0 1 1 General mRNA transcription activitiesGeneral mRNA transcription activitiesGeneral transcription by RNA polymerase I->RNA Polymerase I  Complex;;One Hit Wonders
RAIN_HUMAN Q5U651 RASIP1 Ras-interacting protein 1 OS=Homo sapiens GN=RASIP1 PE=1 SV=1103442.1 1 2 3 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
YI036_HUMAN A8MXE2 n.o Putative UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase ENSP00000381720 OS=Homo sapiens PE=3 SV=242744.5 1 1 0 0 0 1 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
TPST1_HUMAN O60507 TPST1 Protein-tyrosine sulfotransferase 1 OS=Homo sapiens GN=TPST1 PE=2 SV=142171.3 1 1 0 0 1 0 1 Protein modification Protein modification 0 One Hit Wonders
SELO_HUMAN Q9BVL4 SELO Selenoprotein O OS=Homo sapiens GN=SELO PE=2 SV=373472.2 1 1 2 1 1 0 0 0 0 2 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense0 Matchup
GMPPA_HUMANQ96IJ6 GMPPA Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=2 SV=146273.8 2 2 2 0 0 0 0 2 Nucleotidyltransferase Monosaccharide metabolism;Other carbohydrate metabolismMannose metabolism->Mannose 1-P guanylyl transferase;;High Quality
GRM1_HUMAN Q13255 GRM1 (GPRC1A) (MGLUR1)Metabotropic glutamate receptor 1 OS=Homo sapiens GN=GRM1 PE=1 SV=2132352.2 1 1 0 2 0 0 2 G-protein mediated signaling;Neuronal activitiesG-protein mediated signaling;Neuronal activitiesHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Gi protein coupled receptor;;Metabotropic glutamate receptor group I pathway->metabotropic glutamate receptor 5;;Endogenous_cannabinoid_signaling->Metabotropic glutamate reOne Hit Wonders
PPOX_HUMAN P50336 PPOX Protoporphyrinogen oxidase OS=Homo sapiens GN=PPOX PE=1 SV=150747.4 2 2 2 0 0 0 0 2 Oxidase Porphyrin metabolismHeme biosynthesis->Protoporphyrinogen oxidase;;High Quality
ZFY28_HUMAN Q9HCC9 ZFYVE28 Zinc finger FYVE domain-containing protein 28 OS=Homo sapiens GN=ZFYVE28 PE=2 SV=296483.3 1 1 1 0 0 0 0 1 mRNA transcription mRNA transcription 0 One Hit Wonders
RIR2B_HUMAN Q7LG56 RRM2B (P53R2)Ribonucleoside-diphosphate reductase subunit M2 B OS=Homo sapiens GN=RRM2B PE=1 SV=140719.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ANS1A_HUMANQ92625 ANKS1A (ANKS1) (KIAA0229)Ankyrin repeat and SAM domain-containing protein 1A OS=Homo sapiens GN=ANKS1A PE=1 SV=4123091.9 1 1 1 0 0 0 0 1 Receptor protein tyrosine kinase signaling pathway;Cell cycle;Cell proliferation and differentiationReceptor protein tyrosine kinase signaling pathway;Cell cycle;Cell proliferation and differentiation0 One Hit Wonders
PDCL3_HUMAN Q9H2J4 PDCL3 (VIAF1)Phosducin-like protein 3 OS=Homo sapiens GN=PDCL3 PE=1 SV=127597.5 2 2 2 0 0 0 0 2 Molecular function unclassifiedApoptosis 0 High Quality
HSP72_HUMAN P54652 HSPA2 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=170005 3 2 5 3 3 0 0 0 0 6 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
CRNL1_HUMAN Q9BZJ0 CRNKL1 (CRN) (CGI-201) (MSTP021)Crooked neck-like protein 1 OS=Homo sapiens GN=CRNKL1 PE=1 SV=4100436.2 1 1 0 2 0 0 2 mRNA splicing;NeurogenesismRNA splicing;Neurogenesis0 One Hit Wonders
GRB1L_HUMAN Q9C091 KIAA1772 (C18orf6)GREB1-like protein OS=Homo sapiens GN=KIAA1772 PE=2 SV=2214339.6 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DDI2_HUMAN Q5TDH0 DDI2 Protein DDI1 homolog 2 OS=Homo sapiens GN=DDI2 PE=1 SV=144505.2 1 1 1 0 0 0 0 1 Proteolysis;Intracellular protein trafficProteolysis;Intracellular protein traffic0 One Hit Wonders
CQ089_HUMAN A1L188 C17orf89 Uncharacterized protein C17orf89 OS=Homo sapiens GN=C17orf89 PE=1 SV=17737.9 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
WN10B_HUMANO00744 WNT10B (WNT12)Protein Wnt-10b OS=Homo sapiens GN=WNT10B PE=2 SV=242982.5 1 1 0 0 0 1 1 Ligand-mediated signaling;Developmental processesLigand-mediated signaling;Developmental processesCadherin signaling pathway->Wingless-type MMTV integration site family member;;Angiogenesis->Wingless-Type MMTV Integration Site Family;;Alzheimer disease-presenilin pathway->Wingless-type protein;;Wnt signaling pathway->Wingless-type MMTV integration sitOne Hit Wonders
RT34_HUMAN P82930 MRPS34 28S ribosomal protein S34, mitochondrial OS=Homo sapiens GN=MRPS34 PE=1 SV=225633.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PYRG2_HUMAN Q9NRF8 CTPS2 CTP synthase 2 OS=Homo sapiens GN=CTPS2 PE=1 SV=165661.4 1 1 1 0 0 0 0 1 Pyrimidine metabolism Pyrimidine metabolismDe novo pyrmidine ribonucleotides biosythesis->CTP synthase;;One Hit Wonders
ACL6A_HUMAN O96019 ACTL6A (BAF53) (BAF53A) (INO80K)Actin-like protein 6A OS=Homo sapiens GN=ACTL6A PE=1 SV=147443.1 1 1 1 0 0 0 0 1 Exocytosis;Endocytosis;Transport;Cytokinesis;Cell structureExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 One Hit Wonders
SMAP1_HUMANQ8IYB5 SMAP1 Stromal membrane-associated protein 1 OS=Homo sapiens GN=SMAP1 PE=1 SV=250369 2 2 3 0 0 0 0 3 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
THBG_HUMAN P05543 SERPINA7 (TBG)Thyroxine-binding globulin OS=Homo sapiens GN=SERPINA7 PE=1 SV=246307.6 2 2 3 0 0 0 0 3 Serine protease inhibitorProteolysis 0 High Quality
ARI2_HUMAN O95376 ARIH2 (ARI2) (TRIAD1) (HT005)Protein ariadne-2 homolog OS=Homo sapiens GN=ARIH2 PE=1 SV=157799.8 2 2 2 0 0 0 0 2 Ubiquitin-protein ligaseProtein modification 0 High Quality
LIPL_HUMAN P06858 LPL (LIPD) Lipoprotein lipase OS=Homo sapiens GN=LPL PE=1 SV=153145.1 1 1 2 2 2 0 0 0 0 4 Lipase Lipid and fatty acid transport;Transport2-arachidonoylglycerol biosynthesis->Diacylglycerol lipase;;Matchup
MA7D1_HUMANQ3KQU3 MAP7D1 (KIAA1187) (PARCC1) (RPRC1) (PP2464)MAP7 domain-containing protein 1 OS=Homo sapiens GN=MAP7D1 PE=1 SV=192802.2 2 2 4 3 8 0 0 0 0 11 Non-motor microtubule binding proteinApoptosis;Cell structure0 High Quality
TIA1_HUMAN P31483 TIA1 Nucleolysin TIA-1 isoform p40 OS=Homo sapiens GN=TIA1 PE=1 SV=342944.2 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
MTD2L_HUMANQ9H903 MTHFD2L Probable bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase 2 OS=Homo sapiens GN=MTHFD2L PE=2 SV=231267.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ARLY_HUMAN P04424 ASL Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=451641 3 3 3 0 0 0 0 3 Other lyase Amino acid biosynthesis;Nitrogen metabolismArginine biosynthesis->argininosuccinate lyase;;High Quality
COFA1_HUMANP39059 COL15A1 Collagen alpha-1(XV) chain OS=Homo sapiens GN=COL15A1 PE=1 SV=2141704.5 1 1 2 2 1 0 0 0 0 3 Extracellular matrix structural proteinCell structureIntegrin signalling pathway->Collagen;;Matchup
ARFG2_HUMANQ8N6H7 ARFGAP2 (ZNF289) (Nbla10535)ADP-ribosylation factor GTPase-activating protein 2 OS=Homo sapiens GN=ARFGAP2 PE=1 SV=156703 2 2 2 0 0 0 0 2 Small GTPase General vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;High Quality
CD14_HUMAN P08571 CD14 Monocyte differentiation antigen CD14 OS=Homo sapiens GN=CD14 PE=1 SV=240058.6 1 1 2 1 1 0 0 0 0 2 Immunity and defense Immunity and defenseToll receptor signaling pathway->CD14;;Failed Matchup
CPNE5_HUMAN Q9HCH3 CPNE5 (KIAA1599)Copine-5 OS=Homo sapiens GN=CPNE5 PE=2 SV=2 65716.7 2 2 2 0 0 0 0 2 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic0 High Quality
HS904_HUMAN Q58FG1 HSP90AA4P (HSP90AD) (HSPCAL2)Putative heat shock protein HSP 90-alpha A4 OS=Homo sapiens GN=HSP90AA4P PE=5 SV=147695.7 1 1 2 1 1 0 0 0 0 2 Hsp 90 family chaperoneProtein folding;Stress response0 Matchup
SC6A3_HUMAN Q01959 SLC6A3 (DAT1)Sodium-dependent dopamine transporter OS=Homo sapiens GN=SLC6A3 PE=1 SV=168478.4 1 1 0 1 0 0 1 Small molecule transport;Neuronal activitiesSmall molecule transport;Neuronal activitiesAdrenaline and noradrenaline biosynthesis->Sodium-dependent dopamine transporter;;Parkinson disease->Dopamine transporter;;Dopamine receptor mediated signaling pathway->Sodium-dependent dopamine transporter;;Parkinson disease->Dopamine transporter;;;;;One Hit Wonders
PP2AB_HUMAN P62714 PPP2CB Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=135557.4 2 2 2 0 0 0 0 2 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;High Quality
CD2B2_HUMAN O95400 CD2BP2 (KIAA1178)CD2 antigen cytoplasmic tail-binding protein 2 OS=Homo sapiens GN=CD2BP2 PE=1 SV=137629.2 1 1 1 0 0 0 0 1 Meiosis Meiosis 0 One Hit Wonders
ARFG3_HUMANQ9NP61 ARFGAP3 (ARFGAP1)ADP-ribosylation factor GTPase-activating protein 3 OS=Homo sapiens GN=ARFGAP3 PE=1 SV=156911.3 2 2 3 0 0 0 0 3 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motilityIntegrin signalling pathway->ASAP1;;High Quality
PDLI7_HUMAN Q9NR12 PDLIM7 (ENIGMA)PDZ and LIM domain protein 7 OS=Homo sapiens GN=PDLIM7 PE=1 SV=149826.4 1 1 1 0 0 0 0 1 Skeletal development;Cell motilitySkeletal development;Cell motilityAngiogenesis->Paxillin;;One Hit Wonders
CBWD1_HUMANQ9BRT8 CBWD1 COBW domain-containing protein 1 OS=Homo sapiens GN=CBWD1 PE=1 SV=144017 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RPE_HUMAN Q96AT9 RPE (HUSSY-17)Ribulose-phosphate 3-epimerase OS=Homo sapiens GN=RPE PE=1 SV=124909.8 1 1 1 0 0 0 0 1 Pentose-phosphate shuntPentose-phosphate shuntAscorbate degradation->L-xylulose-5-phosphate-3-epimerase;;One Hit Wonders
EPYC_HUMAN Q99645 EPYC (DSPG3) (PGLB) (SLRR3B)Epiphycan OS=Homo sapiens GN=EPYC PE=2 SV=3 36620.6 1 1 1 0 0 0 0 1 Mesoderm developmentMesoderm development0 One Hit Wonders
TBA1C_HUMAN Q9BQE3 TUBA1C (TUBA6)Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=149877.4 1 2 3 1 4 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
GASR_HUMAN P32239 CCKBR (CCKRB)Gastrin/cholecystokinin type B receptor OS=Homo sapiens GN=CCKBR PE=1 SV=148401.8 1 1 1 0 0 0 0 1 G-protein mediated signaling;Neuronal activitiesG-protein mediated signaling;Neuronal activities0 One Hit Wonders
PKN1_HUMAN Q16512 PKN1 (PKN) (PRK1) (PRKCL1)Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=1103975.3 1 2 3 1 2 0 0 0 0 3 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;High Quality
CTNA3_HUMANQ9UI47 CTNNA3 Catenin alpha-3 OS=Homo sapiens GN=CTNNA3 PE=1 SV=299793.4 1 4 5 1 4 0 0 0 0 5 Non-motor actin binding proteinCell structureCadherin signaling pathway->Alpha-catenin;;Alzheimer disease-presenilin pathway->alpha-catenin;;Wnt signaling pathway->alpha-Catenin;;;;High Quality
BGH3_HUMAN Q15582 TGFBI (BIGH3)Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens GN=TGFBI PE=1 SV=174664.9 2 2 2 0 0 0 0 2 Signaling molecule;Other cell adhesion moleculeExtracellular matrix protein-mediated signaling;Cell adhesion;Vision;Skeletal development;Cell proliferation and differentiation0 High Quality
ZN536_HUMAN O15090 ZNF536 (KIAA0390)Zinc finger protein 536 OS=Homo sapiens GN=ZNF536 PE=1 SV=3141400.3 1 1 0 1 0 0 1 mRNA transcription regulation;Developmental processesmRNA transcription regulation;Developmental processes0 One Hit Wonders
LEGL_HUMAN Q3ZCW2 GRP (HSPC159)Galectin-related protein OS=Homo sapiens GN=GRP PE=1 SV=218968.1 1 1 1 0 0 0 0 1 Ligand-mediated signalingLigand-mediated signaling0 One Hit Wonders
GBP1_HUMAN P32455 GBP1 Interferon-induced guanylate-binding protein 1 OS=Homo sapiens GN=GBP1 PE=1 SV=167886.4 1 1 1 0 0 0 0 1 Macrophage-mediated immunity;Interferon-mediated immunityMacrophage-mediated immunity;Interferon-mediated immunity0 One Hit Wonders
MSH2_HUMAN P43246 MSH2 DNA mismatch repair protein Msh2 OS=Homo sapiens GN=MSH2 PE=1 SV=1104727.8 1 1 1 0 0 0 1 DNA repair;Meiosis DNA repair;Meiosis 0 One Hit Wonders
SAP3_HUMAN P17900 GM2A Ganglioside GM2 activator OS=Homo sapiens GN=GM2A PE=1 SV=420821.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
H2AV_HUMAN Q71UI9 H2AFV (H2AV)Histone H2A.V OS=Homo sapiens GN=H2AFV PE=1 SV=313535.2 1 1 1 0 0 0 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
NFKB2_HUMAN Q00653 NFKB2 (LYT10)Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=496732.7 1 1 2 1 1 0 0 0 0 2 Other transcription factor;Nucleic acid bindingmRNA transcription regulation;NF-kappaB cascade;T-cell mediated immunity;B-cell- and antibody-mediated immunity;Inhibition of apoptosis;Developmental processes;OncogeneT cell activation->NF-kappa B;;B cell activation->NF-kappa B;;Inflammation mediated by chemokine and cytokine signaling pathway->Nuclear factor kappa-B;;Toll receptor signaling pathway->NF-kappaB;;Apoptosis signaling pathway->Nuclear factor kappa-B;;;;;;Matchup
MYH3_HUMAN P11055 MYH3 Myosin-3 OS=Homo sapiens GN=MYH3 PE=1 SV=2 224023.8 1 1 0 0 1 0 1 Muscle contraction;Muscle development;CytokinesisMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;One Hit Wonders
F167B_HUMAN Q9BTA0 FAM167B (C1orf90)UPF0484 protein FAM167B OS=Homo sapiens GN=FAM167B PE=2 SV=218396.6 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SP100_HUMAN P23497 SP100 Nuclear autoantigen Sp-100 OS=Homo sapiens GN=SP100 PE=1 SV=3100400.8 1 1 0 0 1 0 1 mRNA transcription mRNA transcription 0 One Hit Wonders
VPS29_HUMAN Q9UBQ0 VPS29 (DC7) (DC15) (MDS007)Vacuolar protein sorting-associated protein 29 OS=Homo sapiens GN=VPS29 PE=1 SV=120488.1 1 1 1 0 0 0 0 1 Other intracellular protein trafficOther intracellular protein traffic0 One Hit Wonders
AP2E_HUMAN Q6VUC0 TFAP2E Transcription factor AP-2 epsilon OS=Homo sapiens GN=TFAP2E PE=2 SV=146195.7 1 1 1 0 0 0 0 1 mRNA transcription regulation;Ectoderm development;OncogenesismRNA transcription regulation;Ectoderm development;Oncogenesis0 One Hit Wonders
OR8H3_HUMANQ8N146 OR8H3 Olfactory receptor 8H3 OS=Homo sapiens GN=OR8H3 PE=2 SV=135202.7 1 1 1 0 0 0 1 G-protein mediated signaling;OlfactionG-protein mediated signaling;Olfaction0 One Hit Wonders
ECSIT_HUMAN Q9BQ95 ECSIT Evolutionarily conserved signaling intermediate in Toll pathway, mitochondrial OS=Homo sapiens GN=ECSIT PE=1 SV=149130.3 1 1 1 0 0 0 0 1 Other immune and defenseOther immune and defenseToll receptor signaling pathway->evolutionarily conserved signaling intermediate in Toll pathways;;One Hit Wonders
RENI_HUMAN P00797 REN Renin OS=Homo sapiens GN=REN PE=1 SV=1 45040.9 1 1 0 0 0 1 1 Proteolysis;Other homeostasis activitiesProteolysis;Other homeostasis activities0 One Hit Wonders
AGAL_HUMAN P06280 GLA Alpha-galactosidase A OS=Homo sapiens GN=GLA PE=1 SV=148750.3 1 1 1 0 0 0 0 1 Other polysaccharide metabolism;Protein modification;Porphyrin metabolism;Signal transductionOther polysaccharide metabolism;Protein modification;Porphyrin metabolism;Signal transduction0 One Hit Wonders
VP13C_HUMAN Q709C8 VPS13C (KIAA1421)Vacuolar protein sorting-associated protein 13C OS=Homo sapiens GN=VPS13C PE=1 SV=1422377.7 1 1 4 6 2 1 4 0 0 0 0 7 Molecular function unclassifiedProtein targeting and localization0 High Quality
NSMA_HUMAN O60906 SMPD2 Sphingomyelin phosphodiesterase 2 OS=Homo sapiens GN=SMPD2 PE=1 SV=247628.4 1 1 17 0 0 0 0 17 Phospholipid metabolism;Other intracellular signaling cascadePhospholipid metabolism;Other intracellular signaling cascade0 One Hit Wonders
DEK_HUMAN P35659 DEK Protein DEK OS=Homo sapiens GN=DEK PE=1 SV=1 42657.9 1 1 2 1 2 0 0 0 0 3 DNA ligase;Ligase mRNA transcription initiation;Regulation of nucleoside, nucleotide metabolism0 Matchup
GATB_HUMAN O75879 PET112L (PET112) (HSPC199)Probable glutamyl-tRNA(Gln) amidotransferase subunit B, mitochondrial OS=Homo sapiens GN=PET112L PE=1 SV=161846.7 2 2 3 0 0 0 0 3 Other ligase Oxidative phosphorylation0 High Quality
DOK2_HUMAN O60496 DOK2 Docking protein 2 OS=Homo sapiens GN=DOK2 PE=1 SV=245361.6 1 1 0 0 1 0 1 Other signal transduction;Cell motilityOther signal transduction;Cell motilityAngiogenesis->Docking Protein-R;;One Hit Wonders
BIG2_HUMAN Q9Y6D5 ARFGEF2 (ARFGEP2) (BIG2)Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Homo sapiens GN=ARFGEF2 PE=1 SV=3202023.7 1 1 1 0 0 0 0 1 Intracellular protein trafficIntracellular protein traffic0 One Hit Wonders
PCTK3_HUMAN Q07002 PCTK3 Serine/threonine-protein kinase PCTAIRE-3 OS=Homo sapiens GN=PCTK3 PE=1 SV=354164.3 1 1 3 0 0 0 0 3 Protein phosphorylation;Cell cycle control;MitosisProtein phosphorylation;Cell cycle control;Mitosis0 One Hit Wonders
RT35_HUMAN P82673 MRPS35 (MRPS28) (HDCMD11P) (MDS023) (PSEC0213)28S ribosomal protein S35, mitochondrial OS=Homo sapiens GN=MRPS35 PE=2 SV=136827 2 2 3 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
U631_HUMAN A8MSI8 HSD24 UPF0631 protein HSD24 OS=Homo sapiens GN=HSD24 PE=3 SV=29356.1 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
MAPK2_HUMANP49137 MAPKAPK2 MAP kinase-activated protein kinase 2 OS=Homo sapiens GN=MAPKAPK2 PE=1 SV=145551 1 1 0 0 0 1 1 Protein phosphorylation;MAPKKK cascade;Stress responseProtein phosphorylation;MAPKKK cascade;Stress responseAngiogenesis->Mitogen-Activated Protein Kinase-Activating Protein Kinase-2 and 3;;PDGF signaling pathway->MAPKAPK2;;Alzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;Interleukin signaling pathway->Mitogen-activated protein kinOne Hit Wonders
CAC1C_HUMANQ13936 CACNA1C (CACH2) (CACN2) (CACNL1A1) (CCHL1A1)Voltage-dependent L-type calcium channel subunit alpha-1C OS=Homo sapiens GN=CACNA1C PE=1 SV=2248876.8 1 1 0 0 1 0 1 Cation transport;Neurotransmitter release;Muscle contractionCation transport;Neurotransmitter release;Muscle contraction5HT2 type receptor mediated signaling pathway->Ca2+ channel;;Beta1 adrenergic receptor signaling pathway->Ca2+ channel;;Oxytocin receptor mediated signaling pathway->Ca2+ channel;;Nicotinic acetylcholine receptor signaling pathway->Calcium Channel;;AlzheiOne Hit Wonders
DSCR4_HUMAN P56555 DSCR4 (DCRB) (DSCRB)Down syndrome critical region protein 4 OS=Homo sapiens GN=DSCR4 PE=2 SV=112937.6 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
M4K2_HUMAN Q12851 MAP4K2 (GCK) (RAB8IP)Mitogen-activated protein kinase kinase kinase kinase 2 OS=Homo sapiens GN=MAP4K2 PE=1 SV=191570.1 1 1 0 0 0 1 1 Protein phosphorylation;Phosphate metabolism;Other metabolismProtein phosphorylation;Phosphate metabolism;Other metabolismApoptosis signaling pathway->Germinal center kinase related;;Apoptosis signaling pathway->Germinal center kinase;;;One Hit Wonders
OGT1_HUMAN O15294 OGT UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit OS=Homo sapiens GN=OGT PE=1 SV=3116910 2 1 3 2 1 0 0 0 0 3 Glycosyltransferase Protein glycosylation;Cell communication0 High Quality
RIP_HUMAN Q86UA6 RPAIN (RIP) RPA-interacting protein OS=Homo sapiens GN=RPAIN PE=1 SV=124766.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NTCP4_HUMAN Q96EP9 SLC10A4 Sodium/bile acid cotransporter 4 OS=Homo sapiens GN=SLC10A4 PE=2 SV=246488 1 1 0 0 0 1 1 Cation transport Cation transport 0 One Hit Wonders
CO1A1_HUMANP02452 COL1A1 Collagen alpha-1(I) chain OS=Homo sapiens GN=COL1A1 PE=1 SV=4138893.4 2 1 3 4 5 0 0 0 0 9 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
FABP6_HUMAN P51161 FABP6 (ILBP) (ILLBP)Gastrotropin OS=Homo sapiens GN=FABP6 PE=1 SV=214353.1 1 1 1 0 0 0 0 1 Lipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm developmentLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 One Hit Wonders
PHKG1_HUMANQ16816 PHKG1 (PHKG)Phosphorylase b kinase gamma catalytic chain, skeletal muscle isoform OS=Homo sapiens GN=PHKG1 PE=2 SV=345006.7 1 1 1 0 0 0 0 1 Regulation of carbohydrate metabolism;Glycogen metabolism;Protein phosphorylation;Muscle contractionRegulation of carbohydrate metabolism;Glycogen metabolism;Protein phosphorylation;Muscle contractionHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;One Hit Wonders
TGBR3_HUMANQ03167 TGFBR3 TGF-beta receptor type III OS=Homo sapiens GN=TGFBR3 PE=1 SV=293411.1 1 1 0 0 1 0 1 Cytokine and chemokine mediated signaling pathway;Receptor protein serine/threonine kinase signaling pathwayCytokine and chemokine mediated signaling pathway;Receptor protein serine/threonine kinase signaling pathway0 One Hit Wonders
TF3C6_HUMAN Q969F1 GTF3C6 (C6orf51) (NPD020) (CDA020)General transcription factor 3C polypeptide 6 OS=Homo sapiens GN=GTF3C6 PE=1 SV=124030.7 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
OVCA2_HUMANQ8WZ82 OVCA2 Ovarian cancer-associated gene 2 protein OS=Homo sapiens GN=OVCA2 PE=1 SV=124400.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
NUP37_HUMANQ8NFH4 NUP37 Nucleoporin Nup37 OS=Homo sapiens GN=NUP37 PE=1 SV=136689.2 1 1 0 8 0 0 8 Other protein metabolism;Other transportOther protein metabolism;Other transport0 One Hit Wonders
CXCL7_HUMAN P02775 PPBP (CTAP3) (CXCL7) (SCYB7) (TGB1) (THBGB1)Platelet basic protein OS=Homo sapiens GN=PPBP PE=1 SV=313877 1 1 1 0 0 0 0 1 Cytokine and chemokine mediated signaling pathway;Ligand-mediated signaling;Macrophage-mediated immunity;Other immune and defense;Blood clotting;Granulocyte-mediated immunity;Cell motilityCytokine and chemokine mediated signaling pathway;Ligand-mediated signaling;Macrophage-mediated immunity;Other immune and defense;Blood clotting;Granulocyte-mediated immunity;Cell motility0 One Hit Wonders
PI42B_HUMAN P78356 PIP4K2B (PIP5K2B)Phosphatidylinositol-5-phosphate 4-kinase type-2 beta OS=Homo sapiens GN=PIP4K2B PE=1 SV=147360.5 1 1 2 1 1 0 0 0 0 2 Phospholipid metabolism;G-protein mediated signalingPhospholipid metabolism;G-protein mediated signaling0 duplicate one hit wonders
LIN7A_HUMAN O14910 LIN7A (MALS1) (VELI1)Lin-7 homolog A OS=Homo sapiens GN=LIN7A PE=1 SV=225978 1 1 2 0 0 0 0 2 Cell adhesion;Other neuronal activity;Cell structureCell adhesion;Other neuronal activity;Cell structure0 One Hit Wonders
BCLW_HUMAN Q92843 BCL2L2 Apoptosis regulator Bcl-W OS=Homo sapiens GN=BCL2L2 PE=1 SV=120756.1 1 1 1 0 0 0 0 1 Inhibition of apoptosis;HematopoiesisInhibition of apoptosis;HematopoiesisApoptosis signaling pathway->Bcl-w;;One Hit Wonders
RENT1_HUMAN Q92900 UPF1 (KIAA0221) (RENT1)Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2124328.9 1 1 1 3 1 2 1 0 0 0 0 4 RNA helicase;HydrolaseRNA catabolism 0 Matchup
SIAT9_HUMAN Q9UNP4 ST3GAL5 (SIAT9) (UNQ2510/PRO5998)Lactosylceramide alpha-2,3-sialyltransferase OS=Homo sapiens GN=ST3GAL5 PE=1 SV=447972.8 1 1 1 0 0 0 0 1 Other polysaccharide metabolism;Other lipid, fatty acid and steroid metabolism;Protein glycosylationOther polysaccharide metabolism;Other lipid, fatty acid and steroid metabolism;Protein glycosylation0 One Hit Wonders
WIBG_HUMAN Q9BRP8 WIBG (PYM) Protein wibg homolog OS=Homo sapiens GN=WIBG PE=1 SV=122637.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NLRX1_HUMAN Q86UT6 NLRX1 (NOD26) (NOD5) (NOD9)NLR family member X1 OS=Homo sapiens GN=NLRX1 PE=2 SV=1107600.5 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
KLH31_HUMAN Q9H511 KLHL31 (BKLHD6) (KBTBD1) (KLHL)Kelch-like protein 31 OS=Homo sapiens GN=KLHL31 PE=2 SV=170228.7 1 2 3 1 2 0 0 0 0 3 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
FAK1_HUMAN Q05397 PTK2 (FAK) (FAK1)Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2119218.2 1 1 1 3 1 2 1 0 0 0 0 4 Non-receptor tyrosine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Stress response;Developmental processes;Cell proliferation and differentiationIntegrin signalling pathway->Focal Adhesion Kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Proline-rich tyrosine kinase 2;;VEGF signaling pathway->Focal Adhesion Kinase;;Angiogenesis->Focal Adhesion Kinase;;;;;Matchup
TBCE_HUMAN Q15813 TBCE Tubulin-specific chaperone E OS=Homo sapiens GN=TBCE PE=1 SV=159329.7 1 1 2 1 1 0 0 0 0 2 Other chaperones Cell structure 0 Matchup
NEUL_HUMAN Q9BYT8 NLN (AGTBP) (KIAA1226)Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=180636.3 2 2 3 0 0 0 0 3 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
THAS_HUMAN P24557 TBXAS1 (CYP5) (CYP5A1)Thromboxane-A synthase OS=Homo sapiens GN=TBXAS1 PE=1 SV=260527.8 1 1 1 0 0 0 0 1 Fatty acid biosynthesis;Steroid metabolism;Electron transport;Blood clotting;Regulation of vasoconstriction, dilationFatty acid biosynthesis;Steroid metabolism;Electron transport;Blood clotting;Regulation of vasoconstriction, dilation0 One Hit Wonders
RENBP_HUMANP51606 RENBP N-acylglucosamine 2-epimerase OS=Homo sapiens GN=RENBP PE=1 SV=147728.7 1 1 0 0 0 1 1 Other polysaccharide metabolismOther polysaccharide metabolism0 One Hit Wonders
DNJA1_HUMAN P31689 DNAJA1 (DNAJ2) (HDJ2) (HSJ2) (HSPF4)DnaJ homolog subfamily A member 1 OS=Homo sapiens GN=DNAJA1 PE=1 SV=244850.6 1 1 1 0 0 0 0 1 Protein folding;Stress responseProtein folding;Stress response0 One Hit Wonders
VATD_HUMAN Q9Y5K8 ATP6V1D (ATP6M) (VATD)Vacuolar proton pump subunit D OS=Homo sapiens GN=ATP6V1D PE=1 SV=128246.3 2 2 2 0 0 0 0 2 Hydrogen transporter;Synthase;Other hydrolasePurine metabolism;Cation transport0 High Quality
FKBP7_HUMAN Q9Y680 FKBP7 (FKBP23) (UNQ670/PRO1304)FK506-binding protein 7 OS=Homo sapiens GN=FKBP7 PE=2 SV=129992.3 1 1 2 1 1 0 0 0 0 2 Other chaperones;Other isomeraseProtein folding 0 Matchup
AXN1_HUMAN O15169 AXIN1 (AXIN) Axin-1 OS=Homo sapiens GN=AXIN1 PE=1 SV=2 95616.9 1 1 0 0 1 0 1 Determination of dorsal/ventral axis;Tumor suppressorDetermination of dorsal/ventral axis;Tumor suppressorAngiogenesis->Axis inhibitor 1;;Wnt signaling pathway->Axin;;Wnt signaling pathway->Wnt Target Genes;;;;One Hit Wonders
CPVL_HUMAN Q9H3G5 CPVL (VLP) (PSEC0124) (UNQ197/PRO223)Probable serine carboxypeptidase CPVL OS=Homo sapiens GN=CPVL PE=1 SV=254147.5 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
PDE12_HUMAN Q6L8Q7 PDE12 2',5'-phosphodiesterase 12 OS=Homo sapiens GN=PDE12 PE=2 SV=267333.7 1 2 3 1 2 0 0 0 0 3 Molecular function unclassifiedApoptosis 0 High Quality
ACOX2_HUMANQ99424 ACOX2 Peroxisomal acyl-coenzyme A oxidase 2 OS=Homo sapiens GN=ACOX2 PE=1 SV=176810.5 1 1 2 1 1 0 0 0 0 2 Oxidase Fatty acid beta-oxidation0 Matchup
C2D1B_HUMAN Q5T0F9 CC2D1B (KIAA1836)Coiled-coil and C2 domain-containing protein 1B OS=Homo sapiens GN=CC2D1B PE=2 SV=194207.8 1 1 1 3 1 1 2 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 Matchup
MESD1_HUMANQ9H1K6 MESDC1 Mesoderm development candidate 1 OS=Homo sapiens GN=MESDC1 PE=2 SV=137739.8 1 1 0 1 0 0 1 Cell structure Cell structure 0 One Hit Wonders
MK08_HUMAN P45983 MAPK8 (JNK1) (PRKM8)Mitogen-activated protein kinase 8 OS=Homo sapiens GN=MAPK8 PE=1 SV=248121.6 1 1 0 0 0 1 1 Protein phosphorylation;MAPKKK cascadeProtein phosphorylation;MAPKKK cascadeEGF receptor signaling pathway->C-jun-amino-terminal kinase 1, 2, and 3;;Parkinson disease->Stress-activated protein kinase;;Ras Pathway->Jun kinase n-terminal kinase;;Alzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;FAS signOne Hit Wonders
NUD14_HUMANO95848 NUDT14 (UGPP)Uridine diphosphate glucose pyrophosphatase OS=Homo sapiens GN=NUDT14 PE=1 SV=224099.9 1 1 1 0 0 0 0 1 Pyrimidine metabolism Pyrimidine metabolism0 One Hit Wonders
STXB1_HUMAN P61764 STXBP1 (UNC18A)Syntaxin-binding protein 1 OS=Homo sapiens GN=STXBP1 PE=1 SV=167553.8 2 2 2 0 0 0 0 2 Membrane traffic regulatory proteinRegulated exocytosis;Transport;Neurotransmitter releaseSynaptic_vesicle_trafficking->Munc18;;High Quality
EP15_HUMAN P42566 EPS15 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=298640 2 1 3 3 1 0 0 0 0 4 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
CR3L4_HUMAN Q8TEY5 CREB3L4 (AIBZIP) (CREB4) (JAL)cAMP-responsive element-binding protein 3-like protein 4 OS=Homo sapiens GN=CREB3L4 PE=1 SV=143414.7 1 1 10 0 0 0 0 10 mRNA transcription regulationmRNA transcription regulationTranscription regulation by bZIP transcription factor->CREB;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->CREB binding protein;;;One Hit Wonders
UB2L6_HUMAN O14933 UBE2L6 (UBCH8)Ubiquitin/ISG15-conjugating enzyme E2 L6 OS=Homo sapiens GN=UBE2L6 PE=1 SV=317620.2 1 1 1 0 0 0 0 1 Protein modification Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Parkinson disease->ubiquitin-conjugating enzyme E2E2;;Parkinson disease->ubiquitin-conjugating enzyme E2L3;;;;One Hit Wonders
F27D1_HUMAN Q5T7N8 FAM27D1 Protein FAM27D1 OS=Homo sapiens GN=FAM27D1 PE=3 SV=224887.3 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
AMP1D_HUMANQ6UB28 MAP1D Methionine aminopeptidase 1D, mitochondrial OS=Homo sapiens GN=MAP1D PE=1 SV=137069.4 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CCD93_HUMAN Q567U6 CCDC93 Coiled-coil domain-containing protein 93 OS=Homo sapiens GN=CCDC93 PE=2 SV=273182.1 2 1 3 3 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
CK059_HUMAN Q6IAA8 C11orf59 (PP7157)UPF0404 protein C11orf59 OS=Homo sapiens GN=C11orf59 PE=1 SV=217727.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GP148_HUMAN Q8TDV2 GPR148 (BTR) (PGR6)Probable G-protein coupled receptor 148 OS=Homo sapiens GN=GPR148 PE=2 SV=138268.2 1 1 0 1 0 0 1 G-protein mediated signalingG-protein mediated signaling0 One Hit Wonders
RL3L_HUMAN Q92901 RPL3L 60S ribosomal protein L3-like OS=Homo sapiens GN=RPL3L PE=1 SV=346277.9 1 1 2 0 0 0 0 2 Protein biosynthesis Protein biosynthesisDe novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dCDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->CDP kinase;;De novo pyrimidine deoOne Hit Wonders
OBSCN_HUMANQ5VST9 OBSCN (KIAA1556) (KIAA1639)Obscurin OS=Homo sapiens GN=OBSCN PE=1 SV=2 868444.5 5 11 16 5 13 0 0 0 0 18 Actin binding cytoskeletal protein;Guanyl-nucleotide exchange factorMuscle development 0 High Quality
PMM2_HUMAN O15305 PMM2 Phosphomannomutase 2 OS=Homo sapiens GN=PMM2 PE=1 SV=128065.4 1 1 1 0 0 0 0 1 Monosaccharide metabolismMonosaccharide metabolismMannose metabolism->P-Mannose mutase;;One Hit Wonders
YTHD3_HUMAN Q7Z739 YTHDF3 YTH domain family protein 3 OS=Homo sapiens GN=YTHDF3 PE=1 SV=163843 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LSDP5_HUMAN Q00G26 LSDP5 Lipid storage droplet protein 5 OS=Homo sapiens GN=LSDP5 PE=2 SV=150854.6 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
FA45A_HUMAN Q8TCE6 FAM45A Protein FAM45A OS=Homo sapiens GN=FAM45A PE=2 SV=140496 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GRIA3_HUMAN P42263 GRIA3 (GLUR3) (GLURC)Glutamate receptor 3 OS=Homo sapiens GN=GRIA3 PE=1 SV=2101141 1 1 0 0 1 0 1 Cation transport;Nerve-nerve synaptic transmissionCation transport;Nerve-nerve synaptic transmissionIonotropic glutamate receptor pathway->Glutamate receptor, ionotropic, AMPA 4;;Metabotropic glutamate receptor group III pathway->AMPA/Kainate Receptor;;Ionotropic glutamate receptor pathway->Glutamate receptor, ionotropic, AMPA 3;;Ionotropic glutamate reOne Hit Wonders
SFRS7_HUMAN Q16629 SFRS7 Splicing factor, arginine/serine-rich 7 OS=Homo sapiens GN=SFRS7 PE=1 SV=127349.5 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
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ITPR3_HUMAN Q14573 ITPR3 Inositol 1,4,5-trisphosphate receptor type 3 OS=Homo sapiens GN=ITPR3 PE=1 SV=1304023.8 1 1 0 0 0 1 1 Calcium mediated signaling;Cation transport;Stress response;Neurotransmitter release;Other neuronal activity;Muscle contraction;Cell motilityCalcium mediated signaling;Cation transport;Stress response;Neurotransmitter release;Other neuronal activity;Muscle contraction;Cell motilityMuscarinic acetylcholine receptor 1 and 3 signaling pathway->inositol 1,4,5-triphosphate receptor 1;;B cell activation->IP3R;;Alpha adrenergic receptor signaling pathway->inositol 1,4,5-triphosphate receptor;;T cell activation->IP3R;;Metabotropic glutamatOne Hit Wonders
BI2L2_HUMAN Q6UXY1 BAIAP2L2 (UNQ9336/PRO34007)Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 2 OS=Homo sapiens GN=BAIAP2L2 PE=2 SV=158969.9 1 1 1 0 0 0 0 1 Signal transduction Signal transduction 0 One Hit Wonders
PRP19_HUMAN Q9UMS4 PRPF19 (NMP200) (PRP19) (SNEV)Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=155163.3 2 2 2 0 0 0 0 2 Other RNA-binding protein;mRNA splicing factormRNA splicingmRNA splicing->U4;;High Quality
GRIN1_HUMAN Q7Z2K8 GPRIN1 (KIAA1893)G protein-regulated inducer of neurite outgrowth 1 OS=Homo sapiens GN=GPRIN1 PE=2 SV=1102352.9 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
WDR13_HUMANQ9H1Z4 WDR13 WD repeat-containing protein 13 OS=Homo sapiens GN=WDR13 PE=2 SV=153697 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
CF174_HUMAN Q5TF21 C6orf174 Uncharacterized protein C6orf174 OS=Homo sapiens GN=C6orf174 PE=2 SV=1103184.2 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HEAT2_HUMAN Q86Y56 HEATR2 HEAT repeat-containing protein 2 OS=Homo sapiens GN=HEATR2 PE=1 SV=293516.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
C1TM_HUMAN Q6UB35 MTHFD1L (FTHFSDC1)Monofunctional C1-tetrahydrofolate synthase, mitochondrial OS=Homo sapiens GN=MTHFD1L PE=1 SV=1105773.9 1 1 0 0 0 1 1 Amino acid biosynthesis;Other metabolismAmino acid biosynthesis;Other metabolismFormyltetrahydroformate biosynthesis->Methylenetetrahydrofolate dehydrogenase;;One Hit Wonders
DPOLA_HUMANP09884 POLA1 (POLA) DNA polymerase alpha catalytic subunit OS=Homo sapiens GN=POLA1 PE=1 SV=2165899.3 2 2 4 0 0 0 4 DNA-directed DNA polymerase;ExodeoxyribonucleaseDNA replication;DNA repair;DNA recombination;DNA replicationDNA replication->Pol alpha;;High Quality
SNUT3_HUMANQ8WVK2 SNRNP27 U4/U6.U5 tri-snRNP-associated protein 3 OS=Homo sapiens PE=1 SV=118842.9 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
PCOC1_HUMANQ15113 PCOLCE (PCPE1)Procollagen C-endopeptidase enhancer 1 OS=Homo sapiens GN=PCOLCE PE=1 SV=247954.5 1 1 2 1 1 0 0 0 0 2 Other enzyme regulator;Other extracellular matrixCell adhesion 0 Matchup
RT33_HUMAN Q9Y291 MRPS33 (CGI-139) (PTD003)28S ribosomal protein S33, mitochondrial OS=Homo sapiens GN=MRPS33 PE=2 SV=112611.5 1 1 1 0 0 0 0 1 Protein biosynthesis;Other metabolismProtein biosynthesis;Other metabolism0 One Hit Wonders
GRIK3_HUMAN Q13003 GRIK3 (GLUR7)Glutamate receptor, ionotropic kainate 3 OS=Homo sapiens GN=GRIK3 PE=1 SV=2104017.9 1 1 0 0 1 0 1 Cell communication;Cation transport;Nerve-nerve synaptic transmissionCell communication;Cation transport;Nerve-nerve synaptic transmissionIonotropic glutamate receptor pathway->Kainate Receptor;;Huntington disease->Kainate receptor;;Ionotropic glutamate receptor pathway->glutamate receptor, ionotropic, kainate 3;;Metabotropic glutamate receptor group III pathway->AMPA/Kainate Receptor;;IonoOne Hit Wonders
SYIC_HUMAN P41252 IARS Isoleucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=1144944.4 2 2 4 2 2 0 0 0 0 4 Aminoacyl-tRNA synthetase;LigaseAmino acid activation0 High Quality
I2C2_HUMAN Q9UKV8 EIF2C2 Eukaryotic translation initiation factor 2C 2 OS=Homo sapiens GN=EIF2C2 PE=1 SV=296780.4 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
UBR3_HUMAN Q6ZT12 UBR3 (KIAA2024) (ZNF650)E3 ubiquitin-protein ligase UBR3 OS=Homo sapiens GN=UBR3 PE=2 SV=2212417.5 2 1 3 4 1 0 0 0 0 5 Other miscellaneous function proteinProteolysis 0 High Quality
GCFC_HUMAN Q9Y5B6 GCFC (C21orf66)GC-rich sequence DNA-binding factor homolog OS=Homo sapiens GN=GCFC PE=1 SV=2104789.5 1 1 0 0 1 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
TRI16_HUMAN O95361 TRIM16 (EBBP)Tripartite motif-containing protein 16 OS=Homo sapiens GN=TRIM16 PE=1 SV=363937.3 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
K1C12_HUMAN Q99456 KRT12 Keratin, type I cytoskeletal 12 OS=Homo sapiens GN=KRT12 PE=1 SV=153494.9 1 1 1 0 0 0 0 1 Cell structure Cell structure 0 One Hit Wonders
UBA6_HUMAN A0AVT1 UBA6 (MOP4) (UBE1L2)Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1117955.4 1 2 3 2 2 0 0 0 0 4 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
TRUB1_HUMANQ8WWH5 TRUB1 (PUS4)Probable tRNA pseudouridine synthase 1 OS=Homo sapiens GN=TRUB1 PE=1 SV=137235.7 1 1 1 0 0 0 0 1 tRNA metabolism;Other metabolismtRNA metabolism;Other metabolism0 One Hit Wonders
NID2_HUMAN Q14112 NID2 Nidogen-2 OS=Homo sapiens GN=NID2 PE=1 SV=2 151376.5 4 4 4 0 0 0 0 4 Extracellular matrix glycoproteinCell adhesion 0 High Quality
MGMT_HUMANP16455 MGMT Methylated-DNA--protein-cysteine methyltransferase OS=Homo sapiens GN=MGMT PE=1 SV=121627.9 1 1 1 0 0 0 0 1 DNA repair DNA repair 0 One Hit Wonders
NCM_HUMAN Q9HCG8 CWC22 Nucampholin homolog OS=Homo sapiens GN=NCM PE=1 SV=2105521.3 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SON_HUMAN P18583 SON (C21orf50) (DBP5) (KIAA1019) (NREBP)SON protein OS=Homo sapiens GN=SON PE=1 SV=3263827.5 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GP133_HUMAN Q6QNK2 GPR133 (PGR25)Probable G-protein coupled receptor 133 OS=Homo sapiens GN=GPR133 PE=2 SV=196512.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RL14_HUMAN P50914 RPL14 60S ribosomal protein L14 OS=Homo sapiens GN=RPL14 PE=1 SV=323272.1 1 1 2 1 1 0 0 0 0 2 Protein biosynthesis Protein biosynthesis 0 Failed Matchup
VPS16_HUMAN Q9H269 VPS16 Vacuolar protein sorting-associated protein 16 homolog OS=Homo sapiens GN=VPS16 PE=1 SV=294678.2 1 1 1 0 0 0 0 1 Lysosome transport Lysosome transport 0 One Hit Wonders
KLKB1_HUMAN P03952 KLKB1 (KLK3) Plasma kallikrein OS=Homo sapiens GN=KLKB1 PE=1 SV=171351.7 2 2 2 0 0 0 0 2 Serine protease Proteolysis;Other immune and defense;Blood clottingBlood coagulation->kallikrein;;Blood coagulation->Prekallikrein;;;High Quality
SPB4_HUMAN P48594 SERPINB4 (SCCA2)Serpin B4 OS=Homo sapiens GN=SERPINB4 PE=1 SV=244836.9 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
YI016_HUMAN A6NKZ8 n.o Putative tubulin beta chain-like protein ENSP00000290377 OS=Homo sapiens PE=5 SV=241757.5 1 1 1 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
TOM70_HUMANO94826 TOMM70A (KIAA0719)Mitochondrial import receptor subunit TOM70 OS=Homo sapiens GN=TOMM70A PE=1 SV=167439.2 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RM50_HUMAN Q8N5N7 MRPL50 39S ribosomal protein L50, mitochondrial OS=Homo sapiens GN=MRPL50 PE=1 SV=218307 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RBM6_HUMAN P78332 RBM6 (DEF3) RNA-binding protein 6 OS=Homo sapiens GN=RBM6 PE=1 SV=5128628.9 1 1 0 0 0 2 2 Nucleoside, nucleotide and nucleic acid metabolismNucleoside, nucleotide and nucleic acid metabolism0 One Hit Wonders
SK2L2_HUMAN P42285 SKIV2L2 (KIAA0052)Superkiller viralicidic activity 2-like 2 OS=Homo sapiens GN=SKIV2L2 PE=1 SV=3117790.3 1 1 2 2 1 0 0 0 0 3 Nucleoside, nucleotide and nucleic acid metabolism;MeiosisNucleoside, nucleotide and nucleic acid metabolism;Meiosis0 Failed Matchup
TRYA1_HUMAN P15157 TPSAB1 (TPS1) (TPS2) (TPSB1)Tryptase alpha-1 OS=Homo sapiens GN=TPSAB1 PE=1 SV=330496.4 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
CLCN1_HUMAN P35523 CLCN1 (CLC1) Chloride channel protein, skeletal muscle OS=Homo sapiens GN=CLCN1 PE=1 SV=1108723.4 1 1 0 0 1 0 1 Anion transport Anion transport 0 One Hit Wonders
PAPL_HUMAN Q6ZNF0 PAPL Iron/zinc purple acid phosphatase-like protein OS=Homo sapiens GN=PAPL PE=2 SV=150450.1 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RBM19_HUMANQ9Y4C8 RBM19 (KIAA0682)Probable RNA-binding protein 19 OS=Homo sapiens GN=RBM19 PE=1 SV=2107321.4 1 1 0 0 1 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
KANK4_HUMANQ5T7N3 KANK4 (ANKRD38)KN motif and ankyrin repeat domain-containing protein 4 OS=Homo sapiens GN=KANK4 PE=1 SV=1107323.7 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
NUP93_HUMANQ8N1F7 NUP93 (KIAA0095)Nuclear pore complex protein Nup93 OS=Homo sapiens GN=NUP93 PE=1 SV=293473.2 1 1 3 0 0 0 0 3 Nuclear transport;TransportNuclear transport;Transport0 One Hit Wonders
RIPL1_HUMAN Q5EBL4 RILPL1 RILP-like protein 1 OS=Homo sapiens GN=RILPL1 PE=2 SV=147089.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
TTC12_HUMAN Q9H892 TTC12 Tetratricopeptide repeat protein 12 OS=Homo sapiens GN=TTC12 PE=2 SV=178722.3 1 1 2 1 4 0 0 0 0 5 Biological process unclassifiedBiological process unclassified0 Failed Matchup
GRDN_HUMAN Q3V6T2 CCDC88A (APE) (GRDN) (KIAA1212)Girdin OS=Homo sapiens GN=CCDC88A PE=1 SV=2 216029.9 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CC150_HUMAN Q8NCX0 CCDC150 Coiled-coil domain-containing protein 150 OS=Homo sapiens GN=CCDC150 PE=2 SV=2128745.1 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
COBL_HUMAN O75128 COBL (KIAA0633)Protein cordon-bleu OS=Homo sapiens GN=COBL PE=1 SV=2135599.1 2 2 2 0 0 0 0 2 Molecular function unclassifiedNeurogenesis 0 High Quality
AP4E1_HUMAN Q9UPM8 AP4E1 AP-4 complex subunit epsilon-1 OS=Homo sapiens GN=AP4E1 PE=2 SV=2127273.5 1 1 0 2 0 0 2 Receptor mediated endocytosisReceptor mediated endocytosis0 One Hit Wonders
CEP55_HUMAN Q53EZ4 CEP55 (C10orf3) (URCC6)Centrosomal protein of 55 kDa OS=Homo sapiens GN=CEP55 PE=1 SV=254107.3 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CA2D1_HUMANP54289 CACNA2D1 (CACNL2A) (CCHL2A) (MHS3)Voltage-dependent calcium channel subunit alpha-2/delta-1 OS=Homo sapiens GN=CACNA2D1 PE=1 SV=1123169.4 2 2 3 0 0 0 0 3 Voltage-gated calcium channelCalcium mediated signaling;Protein targeting;Cation transportMuscarinic acetylcholine receptor 2 and 4 signaling pathway->L-type Calcium Channel;;High Quality
CD44_HUMAN P16070 CD44 (LHR) (MDU2) (MDU3) (MIC4)CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=281535.4 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
MGN2_HUMAN Q96A72 MAGOHB (MAGOH2)Protein mago nashi homolog 2 OS=Homo sapiens GN=MAGOHB PE=2 SV=117146.4 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
AMN1_HUMAN Q8IY45 AMN1 Protein AMN1 homolog OS=Homo sapiens GN=AMN1 PE=2 SV=428390.8 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
LARP6_HUMAN Q9BRS8 LARP6 La-related protein 6 OS=Homo sapiens GN=LARP6 PE=1 SV=154719.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LIN37_HUMAN Q96GY3 LIN37 (MSTP064)Protein lin-37 homolog OS=Homo sapiens GN=LIN37 PE=1 SV=128365.6 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CAPR1_HUMAN Q14444 CAPRIN1 (GPIAP1) (GPIP137) (M11S1)Caprin-1 OS=Homo sapiens GN=CAPRIN1 PE=1 SV=2 78346.4 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
HGS_HUMAN O14964 HGS (HRS) Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=186173.6 1 1 2 1 1 0 0 0 0 2 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
TRI60_HUMAN Q495X7 TRIM60 (RNF129) (RNF33)Tripartite motif-containing protein 60 OS=Homo sapiens GN=TRIM60 PE=2 SV=255096.8 1 1 0 0 0 1 1 Proteolysis Proteolysis 0 One Hit Wonders
WBS28_HUMANQ6UE05 WBSCR28 Williams-Beuren syndrome chromosomal region 28 protein OS=Homo sapiens GN=WBSCR28 PE=2 SV=229414.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SP130_HUMAN Q9H0E3 SAP130 Histone deacetylase complex subunit SAP130 OS=Homo sapiens GN=SAP130 PE=1 SV=1110304.5 1 1 0 0 1 0 1 Other mRNA transcriptionOther mRNA transcription0 One Hit Wonders
KRT85_HUMAN P78386 KRT85 (KRTHB5)Keratin type II cuticular Hb5 OS=Homo sapiens GN=KRT85 PE=1 SV=155784 4 4 4 0 0 0 0 4 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
TXD12_HUMAN O95881 TXNDC12 (TLP19) (UNQ713/PRO1376)Thioredoxin domain-containing protein 12 OS=Homo sapiens GN=TXNDC12 PE=1 SV=119188.4 1 1 1 0 0 0 0 1 Sulfur redox metabolismSulfur redox metabolism0 One Hit Wonders
MA2C1_HUMANQ9NTJ4 MAN2C1 (MANA) (MANA1)Alpha-mannosidase 2C1 OS=Homo sapiens GN=MAN2C1 PE=1 SV=1115817.4 2 1 3 3 1 0 0 0 0 4 Glycosidase Other carbohydrate metabolism;Protein glycosylation0 High Quality
NUP54_HUMANQ7Z3B4 NUP54 Nucleoporin p54 OS=Homo sapiens GN=NUP54 PE=2 SV=255418.2 1 1 0 0 0 1 1 Nuclear transport Nuclear transport 0 One Hit Wonders
COPG2_HUMANQ9UBF2 COPG2 Coatomer subunit gamma-2 OS=Homo sapiens GN=COPG2 PE=1 SV=197606.5 2 2 3 0 0 0 0 3 Vesicle coat protein General vesicle transport;Transport0 High Quality
NMDE2_HUMANQ13224 GRIN2B (NMDAR2B)Glutamate [NMDA] receptor subunit epsilon-2 OS=Homo sapiens GN=GRIN2B PE=1 SV=3166351.9 1 1 0 0 0 2 2 Other receptor mediated signaling pathway;Cell communication;Cation transport;Nerve-nerve synaptic transmissionOther receptor mediated signaling pathway;Cell communication;Cation transport;Nerve-nerve synaptic transmissionMetabotropic glutamate receptor group I pathway->N-methyl-D-aspartate Receptor;;Huntington disease->N-methyl-d-aspartate receptor;;Ionotropic glutamate receptor pathway->Glutamate/NMDA receptor epsilon 2 subunit / e 2 subunit;;Ionotropic glutamate receptoOne Hit Wonders
RL19_HUMAN P84098 RPL19 60S ribosomal protein L19 OS=Homo sapiens GN=RPL19 PE=1 SV=123449.4 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
RM02_HUMAN Q5T653 MRPL2 (CGI-22)39S ribosomal protein L2, mitochondrial OS=Homo sapiens GN=MRPL2 PE=2 SV=233283.3 1 1 2 1 1 0 0 0 0 2 Protein biosynthesis Protein biosynthesis 0 Failed Matchup
SYFM_HUMAN O95363 FARS2 (FARS1) (HSPC320)Phenylalanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=FARS2 PE=1 SV=152338.6 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
PHB2_HUMAN Q99623 PHB2 (BAP) (REA)Prohibitin-2 OS=Homo sapiens GN=PHB2 PE=1 SV=2 33279.6 1 1 1 0 0 0 0 1 DNA replication;DNA replication;Cell cycle control;Cell proliferation and differentiationDNA replication;DNA replication;Cell cycle control;Cell proliferation and differentiation0 One Hit Wonders
UBP8_HUMAN P40818 USP8 (KIAA0055) (UBPY)Ubiquitin carboxyl-terminal hydrolase 8 OS=Homo sapiens GN=USP8 PE=1 SV=1127509.3 1 1 1 3 2 1 1 0 0 0 0 4 Cysteine protease Proteolysis 0 Matchup
LBA1_HUMAN O15050 LBA1 (KIAA0342)Lupus brain antigen 1 homolog OS=Homo sapiens GN=LBA1 PE=2 SV=4336209.5 2 2 0 0 2 0 2 Non-motor actin binding proteinMuscle contraction 0 High Quality
K2C74_HUMAN Q7RTS7 KRT74 (K6IRS4) (KB37) (KRT5C) (KRT6IRS4)Keratin, type II cytoskeletal 74 OS=Homo sapiens GN=KRT74 PE=1 SV=257848.8 1 1 1 0 0 0 0 1 Ectoderm development;Cell structureEctoderm development;Cell structure0 One Hit Wonders
MYST3_HUMANQ92794 MYST3 (MOZ) (RUNXBP2) (ZNF220)Histone acetyltransferase MYST3 OS=Homo sapiens GN=MYST3 PE=1 SV=1225037.2 1 1 0 0 0 1 1 mRNA transcription regulation;Protein acetylation;Developmental processes;Cell cycle control;Cell proliferation and differentiationmRNA transcription regulation;Protein acetylation;Developmental processes;Cell cycle control;Cell proliferation and differentiationHuntington disease->CREB binding protein;;Wnt signaling pathway->CREB binding protein;;TGF-beta signaling pathway->Co-activators or corepressors;;p53 pathway->CREB binding protein;;Alzheimer disease-presenilin pathway->HIV-1 Tat interactive protein, 60kDaOne Hit Wonders
TBB4_HUMAN P04350 TUBB4 (TUBB5)Tubulin beta-4 chain OS=Homo sapiens GN=TUBB4 PE=1 SV=249567.4 1 2 3 5 5 0 0 0 0 10 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
FOXB1_HUMAN Q99853 FOXB1 (FKH5) Forkhead box protein B1 OS=Homo sapiens GN=FOXB1 PE=2 SV=234837.3 1 1 1 0 0 0 0 1 Carbohydrate metabolism;mRNA transcription regulation;Other receptor mediated signaling pathway;Cell communication;Vision;Embryogenesis;Anterior/posterior patterning;Segment specification;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferaCarbohydrate metabolism;mRNA transcription regulation;Other receptor mediated signaling pathway;Cell communication;Vision;Embryogenesis;Anterior/posterior patterning;Segment specification;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferaInsulin/IGF pathway-protein kinase B signaling cascade->Forkhead transcription factor;;PI3 kinase pathway->FOXO;;Interleukin signaling pathway->Forkhead in Rhabdomyosarcoma-like 1;;TGF-beta signaling pathway->Co-activators or corepressors;;;;;One Hit Wonders
ZN625_HUMAN Q96I27 ZNF625 Zinc finger protein 625 OS=Homo sapiens GN=ZNF625 PE=2 SV=134727.9 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
THEM4_HUMANQ5T1C6 THEM4 (CTMP)Thioesterase superfamily member 4 OS=Homo sapiens GN=THEM4 PE=1 SV=127112.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ELMO1_HUMANQ92556 ELMO1 (KIAA0281)Engulfment and cell motility protein 1 OS=Homo sapiens GN=ELMO1 PE=1 SV=283815.2 1 1 1 0 0 0 0 1 Cell motility Cell motility Integrin signalling pathway->ELMO;;One Hit Wonders
CAPG_HUMAN P40121 CAPG (AFCP) (MCP)Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=138499.9 1 1 2 1 1 0 0 0 0 2 Non-motor actin binding proteinCell structureFAS signaling pathway->Gelsolin;;Matchup
KANK2_HUMANQ63ZY3 KANK2 (ANKRD25) (KIAA1518) (MXRA3) (SIP)KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=191155.8 1 1 2 2 2 0 0 0 0 4 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;Matchup
GLRX2_HUMAN Q9NS18 GLRX2 (GRX2) (CGI-133)Glutaredoxin-2, mitochondrial OS=Homo sapiens GN=GLRX2 PE=1 SV=118033.9 1 1 1 0 0 0 0 1 Sulfur redox metabolismSulfur redox metabolism0 One Hit Wonders
PLCL2_HUMAN Q9UPR0 PLCL2 (KIAA1092) (PLCE2)Inactive phospholipase C-like protein 2 OS=Homo sapiens GN=PLCL2 PE=2 SV=2125850.3 1 1 2 2 3 0 0 0 0 5 Other signaling moleculeBiological process unclassifiedOxytocin receptor mediated signaling pathway->PLC beta;;Thyrotropin-releasing hormone receptor signaling pathway->PLC;;Histamine H1 receptor mediated signaling pathway->PLC;;5HT2 type receptor mediated signaling pathway->PLC;;Inflammation mediated by chemMatchup
RT16_HUMAN Q9Y3D3 MRPS16 (RPMS16) (CGI-132)28S ribosomal protein S16, mitochondrial OS=Homo sapiens GN=MRPS16 PE=2 SV=115327.4 1 1 1 0 0 0 0 1 Protein biosynthesis;Other metabolismProtein biosynthesis;Other metabolism0 One Hit Wonders
CISD3_HUMAN P0C7P0 CISD3 CDGSH iron sulfur domain-containing protein 3, mitochondrial OS=Homo sapiens GN=CISD3 PE=2 SV=114197.6 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
FABP7_HUMAN O15540 FABP7 (BLBP) (FABPB) (MRG)Fatty acid-binding protein, brain OS=Homo sapiens GN=FABP7 PE=1 SV=314870.7 1 1 2 0 0 0 0 2 Lipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm developmentLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 One Hit Wonders
TIGD4_HUMAN Q8IY51 TIGD4 Tigger transposable element-derived protein 4 OS=Homo sapiens GN=TIGD4 PE=1 SV=157437.8 1 1 0 0 0 1 1 Other nucleoside, nucleotide and nucleic acid metabolismOther nucleoside, nucleotide and nucleic acid metabolism0 One Hit Wonders
IQCF2_HUMAN Q8IXL9 IQCF2 IQ domain-containing protein F2 OS=Homo sapiens GN=IQCF2 PE=2 SV=119609.6 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GNS_HUMAN P15586 GNS N-acetylglucosamine-6-sulfatase OS=Homo sapiens GN=GNS PE=1 SV=362066 1 1 1 0 0 0 0 1 Other polysaccharide metabolism;Sulfur metabolismOther polysaccharide metabolism;Sulfur metabolism0 One Hit Wonders
ABR_HUMAN Q12979 ABR Active breakpoint cluster region-related protein OS=Homo sapiens GN=ABR PE=2 SV=197682.3 1 2 3 2 2 0 0 0 0 4 Guanyl-nucleotide exchange factorOther intracellular signaling cascadeAngiogenesis->Fibroblast Growth Factor Receptor-1;;High Quality
FBX22_HUMAN Q8NEZ5 FBXO22 (FBX22)F-box only protein 22 OS=Homo sapiens GN=FBXO22 PE=2 SV=144490.3 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
ANKR1_HUMANQ15327 ANKRD1 (C193) (CARP) (HA1A2)Ankyrin repeat domain-containing protein 1 OS=Homo sapiens GN=ANKRD1 PE=1 SV=236235.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RM15_HUMAN Q9P015 MRPL15 (HSPC145)39S ribosomal protein L15, mitochondrial OS=Homo sapiens GN=MRPL15 PE=1 SV=133403.6 2 2 3 0 0 0 0 3 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
GRAP1_HUMANQ4V328 GRIPAP1 (KIAA1167)GRIP1-associated protein 1 OS=Homo sapiens GN=GRIPAP1 PE=1 SV=195972.6 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
PYRD1_HUMAN Q8WU10 PYROXD1 Pyridine nucleotide-disulfide oxidoreductase domain-containing protein 1 OS=Homo sapiens GN=PYROXD1 PE=2 SV=155776.1 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RAGP1_HUMANP46060 RANGAP1 (KIAA1835) (SD)Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=163525.3 3 3 3 0 0 0 0 3 G-protein modulator Biological process unclassified0 High Quality
TCPW_HUMAN Q92526 CCT6B T-complex protein 1 subunit zeta-2 OS=Homo sapiens GN=CCT6B PE=2 SV=457748 1 1 0 0 0 1 1 Protein folding;Protein complex assemblyProtein folding;Protein complex assembly0 One Hit Wonders
SSU72_HUMAN Q9NP77 SSU72 (HSPC182) (PNAS-120)RNA polymerase II subunit A C-terminal domain phosphatase SSU72 OS=Homo sapiens GN=SSU72 PE=1 SV=122556.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KLDC4_HUMAN Q8TBB5 KLHDC4 Kelch domain-containing protein 4 OS=Homo sapiens GN=KLHDC4 PE=1 SV=157873.3 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ARHG6_HUMANQ15052 ARHGEF6 (COOL2) (KIAA0006) (PIXA)Rho guanine nucleotide exchange factor 6 OS=Homo sapiens GN=ARHGEF6 PE=1 SV=287482.6 2 2 2 0 0 0 0 2 Guanyl-nucleotide exchange factorG-protein mediated signaling0 High Quality
OSBL9_HUMAN Q96SU4 OSBPL9 (ORP9) (OSBP4)Oxysterol-binding protein-related protein 9 OS=Homo sapiens GN=OSBPL9 PE=2 SV=283168.2 1 1 1 0 0 0 0 1 Lipid and fatty acid transport;Lipid metabolism;Steroid metabolism;TransportLipid and fatty acid transport;Lipid metabolism;Steroid metabolism;Transport0 One Hit Wonders
PDIA2_HUMAN Q13087 PDIA2 (PDIP) Protein disulfide-isomerase A2 OS=Homo sapiens GN=PDIA2 PE=2 SV=258189.1 1 1 0 0 1 0 1 Protein disulfide-isomerase reactionProtein disulfide-isomerase reaction0 One Hit Wonders
TPC2L_HUMAN Q9UL33 TRAPPC2L (HSPC126)Trafficking protein particle complex subunit 2-like protein OS=Homo sapiens GN=TRAPPC2L PE=2 SV=116127.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RO52_HUMAN P19474 TRIM21 (RNF81) (RO52) (SSA1)52 kDa Ro protein OS=Homo sapiens GN=TRIM21 PE=1 SV=154151.5 2 2 2 0 0 0 0 2 Ribonucleoprotein;Ubiquitin-protein ligaseProteolysis 0 High Quality
PIGR_HUMAN P01833 PIGR Polymeric immunoglobulin receptor OS=Homo sapiens GN=PIGR PE=1 SV=483265.4 3 3 4 0 0 0 0 4 Immunoglobulin receptor family member;Defense/immunity proteinReceptor mediated endocytosis;B-cell- and antibody-mediated immunity0 High Quality
ARF6_HUMAN P62330 ARF6 ADP-ribosylation factor 6 OS=Homo sapiens GN=ARF6 PE=1 SV=220065 1 1 1 0 0 0 0 1 General vesicle transportGeneral vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;One Hit Wonders
KI18A_HUMAN Q8NI77 KIF18A (OK/SW-cl.108)Kinesin-like protein KIF18A OS=Homo sapiens GN=KIF18A PE=1 SV=2102264.8 1 1 1 0 0 0 0 1 Intracellular protein traffic;Protein targeting and localizationIntracellular protein traffic;Protein targeting and localization0 One Hit Wonders
CF106_HUMAN Q9H6K1 C6orf106 Uncharacterized protein C6orf106 OS=Homo sapiens GN=C6orf106 PE=2 SV=232853.2 1 1 1 0 0 0 0 1 Cell surface receptor mediated signal transductionCell surface receptor mediated signal transduction0 One Hit Wonders
PPA6_HUMAN Q9NPH0 ACP6 (ACPL1) (LPAP) (UNQ205/PRO231)Lysophosphatidic acid phosphatase type 6 OS=Homo sapiens GN=ACP6 PE=1 SV=148869.3 1 1 4 0 0 0 0 4 Phospholipid metabolismPhospholipid metabolism0 One Hit Wonders
PP2BB_HUMAN P16298 PPP3CB (CALNA2) (CALNB) (CNA2)Serine/threonine-protein phosphatase 2B catalytic subunit beta isoform OS=Homo sapiens GN=PPP3CB PE=2 SV=259007.4 1 1 1 0 0 0 0 1 Regulation of carbohydrate metabolism;Other polysaccharide metabolism;Glycogen metabolism;mRNA transcription;Protein phosphorylation;Translational regulation;Other intracellular signaling cascade;Stress response;Meiosis;Cell cycle control;Mitosis;HomeostaRegulation of carbohydrate metabolism;Other polysaccharide metabolism;Glycogen metabolism;mRNA transcription;Protein phosphorylation;Translational regulation;Other intracellular signaling cascade;Stress response;Meiosis;Cell cycle control;Mitosis;HomeostaB cell activation->Calcineurin;;T cell activation->Calcineurin;;Wnt signaling pathway->Calcineurin;;;;One Hit Wonders
PAR14_HUMAN Q460N5 PARP14 (BAL2) (KIAA1268)Poly [ADP-ribose] polymerase 14 OS=Homo sapiens GN=PARP14 PE=2 SV=2193737 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolismNucleoside, nucleotide and nucleic acid metabolism0 One Hit Wonders
CCD43_HUMAN Q96MW1 CCDC43 Coiled-coil domain-containing protein 43 OS=Homo sapiens GN=CCDC43 PE=1 SV=125264.7 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PNKP_HUMAN Q96T60 PNKP Bifunctional polynucleotide phosphatase/kinase OS=Homo sapiens GN=PNKP PE=1 SV=157058.9 2 2 3 0 0 0 0 3 Nucleotide kinase;Nucleotide phosphataseDNA repair 0 High Quality
FA96A_HUMAN Q9H5X1 FAM96A UPF0195 protein FAM96A OS=Homo sapiens GN=FAM96A PE=2 SV=118337.2 1 1 3 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HDAC4_HUMANP56524 HDAC4 (KIAA0288)Histone deacetylase 4 OS=Homo sapiens GN=HDAC4 PE=1 SV=2119051.1 1 1 0 0 0 1 1 mRNA transcription regulation;Inhibition of apoptosis;Cell cycle controlmRNA transcription regulation;Inhibition of apoptosis;Cell cycle control0 One Hit Wonders
NOL5_HUMAN Q9Y2X3 NOP58 Nucleolar protein 5 OS=Homo sapiens GN=NOL5 PE=1 SV=159562.2 1 1 0 0 2 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ECM29_HUMANQ5VYK3 ECM29 (KIAA0368)Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2204278.1 5 5 5 0 0 0 0 5 Other miscellaneous function proteinProteolysis 0 High Quality
PRAF2_HUMAN O60831 PRAF2 (JM4) PRA1 family protein 2 OS=Homo sapiens GN=PRAF2 PE=1 SV=119240.4 1 1 1 0 0 0 0 1 Amino acid transport;TransportAmino acid transport;Transport0 One Hit Wonders
NP60_HUMAN Q49A26 NP60 (HIBDL) Nuclear protein NP60 OS=Homo sapiens GN=NP60 PE=1 SV=260530.5 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SYMPK_HUMANQ92797 SYMPK (SPK) Symplekin OS=Homo sapiens GN=SYMPK PE=1 SV=2141135.5 1 1 0 2 0 0 2 Cell communication;Cell adhesionCell communication;Cell adhesion0 One Hit Wonders
ASC_HUMAN Q9ULZ3 PYCARD (ASC) (CARD5) (TMS1)Apoptosis-associated speck-like protein containing a CARD OS=Homo sapiens GN=PYCARD PE=1 SV=221609.8 1 1 1 0 0 0 0 1 Proteolysis;Apoptosis Proteolysis;Apoptosis0 One Hit Wonders
K1576_HUMAN Q9HCJ6 VAT1L Probable oxidoreductase KIAA1576 OS=Homo sapiens GN=KIAA1576 PE=1 SV=245881.5 2 2 2 0 0 0 0 2 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
AP3D1_HUMAN O14617 AP3D1 (PRO0039)AP-3 complex subunit delta-1 OS=Homo sapiens GN=AP3D1 PE=1 SV=1130144.1 1 1 0 0 1 0 1 Signal transduction Signal transduction 0 One Hit Wonders
LUZP1_HUMAN Q86V48 LUZP1 Leucine zipper protein 1 OS=Homo sapiens GN=LUZP1 PE=1 SV=2120259.4 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KRT82_HUMAN Q9NSB4 KRT82 (KRTHB2)Keratin type II cuticular Hb2 OS=Homo sapiens GN=KRT82 PE=1 SV=356635.3 2 2 3 0 0 0 0 3 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
LCP2_HUMAN Q13094 LCP2 Lymphocyte cytosolic protein 2 OS=Homo sapiens GN=LCP2 PE=1 SV=160172.5 1 1 0 0 1 0 1 Intracellular signaling cascadeIntracellular signaling cascadeT cell activation->SLP-76;;One Hit Wonders
TMED4_HUMANQ7Z7H5 TMED4 (ERS25)Transmembrane emp24 domain-containing protein 4 OS=Homo sapiens GN=TMED4 PE=2 SV=125925.1 1 1 1 0 0 0 0 1 Intracellular protein trafficIntracellular protein traffic0 One Hit Wonders
IQWD1_HUMANQ58WW2 IQWD1 (MSTP055)Nuclear receptor interaction protein OS=Homo sapiens GN=IQWD1 PE=1 SV=196275.1 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
PMVK_HUMAN Q15126 PMVK (PMKI) Phosphomevalonate kinase OS=Homo sapiens GN=PMVK PE=1 SV=321977 1 1 1 0 0 0 0 1 Cholesterol metabolismCholesterol metabolismCholesterol biosynthesis->Phosphomevalonate kinase;;One Hit Wonders
GBP2_HUMAN P32456 GBP2 Interferon-induced guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 PE=2 SV=267167.1 1 1 2 1 1 0 0 0 0 2 Large G-protein Macrophage-mediated immunity;Interferon-mediated immunity0 Matchup
C1QB_HUMAN P02746 C1QB Complement C1q subcomponent subunit B OS=Homo sapiens GN=C1QB PE=1 SV=226442.4 1 1 2 0 0 0 0 2 Complement-mediated immunityComplement-mediated immunity0 One Hit Wonders
ROA3_HUMAN P51991 HNRNPA3 (HNRPA3)Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=239577.1 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RGPS2_HUMAN Q86X27 RALGPS2 Ras-specific guanine nucleotide-releasing factor RalGPS2 OS=Homo sapiens GN=RALGPS2 PE=1 SV=165150.9 1 1 0 0 2 0 2 G-protein mediated signaling;Intracellular signaling cascadeG-protein mediated signaling;Intracellular signaling cascade0 One Hit Wonders
YTHD1_HUMAN Q9BYJ9 YTHDF1 (C20orf21)YTH domain family protein 1 OS=Homo sapiens GN=YTHDF1 PE=2 SV=160854.9 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ZO1_HUMAN Q07157 TJP1 (ZO1) Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3195442.3 1 2 3 1 2 0 0 0 0 3 Tight junction Cell structure 0 High Quality
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BL1S2_HUMAN Q6QNY1 BLOC1S2 (BLOS2) (CEAP)Biogenesis of lysosome-related organelles complex 1 subunit 2 OS=Homo sapiens GN=BLOC1S2 PE=1 SV=115944.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SELH_HUMAN Q8IZQ5 SELH (C11orf31)Selenoprotein H OS=Homo sapiens GN=SELH PE=2 SV=213435.5 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
CP062_HUMAN Q7Z3J2 C16orf62 (101F10.2)UPF0505 protein C16orf62 OS=Homo sapiens GN=C16orf62 PE=1 SV=2109548.5 4 4 5 0 0 0 0 5 Other miscellaneous function proteinMitosis 0 High Quality
RM03_HUMAN P09001 MRPL3 (MRL3) (RPML3)39S ribosomal protein L3, mitochondrial OS=Homo sapiens GN=MRPL3 PE=1 SV=138615.2 1 1 2 1 1 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 Matchup
ABCA6_HUMANQ8N139 ABCA6 ATP-binding cassette sub-family A member 6 OS=Homo sapiens GN=ABCA6 PE=2 SV=2184278.1 1 1 0 0 2 0 2 Lipid and fatty acid transport;TransportLipid and fatty acid transport;Transport0 One Hit Wonders
RBPMS_HUMANQ93062 RBPMS RNA-binding protein with multiple splicing OS=Homo sapiens GN=RBPMS PE=1 SV=121784.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FLOT1_HUMAN O75955 FLOT1 Flotillin-1 OS=Homo sapiens GN=FLOT1 PE=1 SV=3 47336.8 2 2 3 0 0 0 0 3 Membrane traffic proteinGeneral vesicle transport;Cell proliferation and differentiation0 High Quality
CPNE6_HUMAN O95741 CPNE6 Copine-6 OS=Homo sapiens GN=CPNE6 PE=1 SV=3 61973.2 1 1 0 0 0 1 1 Intracellular protein trafficIntracellular protein traffic0 One Hit Wonders
RBBP9_HUMAN O75884 RBBP9 (BOG) (RBBP10)Retinoblastoma-binding protein 9 OS=Homo sapiens GN=RBBP9 PE=1 SV=220982 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DCLK1_HUMAN O15075 DCLK1 (DCAMKL1) (DCDC3A) (KIAA0369)Serine/threonine-protein kinase DCLK1 OS=Homo sapiens GN=DCLK1 PE=1 SV=282207.8 2 2 2 0 0 0 0 2 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
DMPK_HUMAN Q09013 DMPK (MDPK)Myotonin-protein kinase OS=Homo sapiens GN=DMPK PE=1 SV=170339.2 1 1 1 0 0 0 0 1 Protein phosphorylation;Signal transduction;Cell structureProtein phosphorylation;Signal transduction;Cell structure0 One Hit Wonders
INPP_HUMAN P49441 INPP1 Inositol polyphosphate 1-phosphatase OS=Homo sapiens GN=INPP1 PE=1 SV=143980.7 1 1 1 0 0 0 0 1 Phosphate metabolism;G-protein mediated signalingPhosphate metabolism;G-protein mediated signaling0 One Hit Wonders
KNTC1_HUMAN P50748 KNTC1 (KIAA0166)Kinetochore-associated protein 1 OS=Homo sapiens GN=KNTC1 PE=1 SV=1250741.1 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KIF1B_HUMAN O60333 KIF1B (KIAA0591) (KIAA1448)Kinesin-like protein KIF1B OS=Homo sapiens GN=KIF1B PE=1 SV=5204462.5 1 1 2 0 0 0 0 2 Other intracellular protein trafficOther intracellular protein traffic0 One Hit Wonders
RFPL1_HUMAN O75677 RFPL1 (RFPL1L) (RNF78)Ret finger protein-like 1 OS=Homo sapiens GN=RFPL1 PE=2 SV=242059.4 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
THB_HUMAN P10828 THRB (ERBA2) (NR1A2) (THR1)Thyroid hormone receptor beta OS=Homo sapiens GN=THRB PE=1 SV=252770.2 1 1 1 0 0 0 0 1 mRNA transcription regulation;Steroid hormone-mediated signaling;Sensory perception;Developmental processesmRNA transcription regulation;Steroid hormone-mediated signaling;Sensory perception;Developmental processes0 One Hit Wonders
TRI55_HUMAN Q9BYV6 TRIM55 (MURF2) (RNF29)Tripartite motif-containing protein 55 OS=Homo sapiens GN=TRIM55 PE=1 SV=260446.8 2 2 2 0 0 0 0 2 Ubiquitin-protein ligaseProteolysis 0 High Quality
EFG2_HUMAN Q969S9 GFM2 (EFG2) (MSTP027)Elongation factor G 2, mitochondrial OS=Homo sapiens GN=GFM2 PE=2 SV=186585.2 1 2 3 1 2 0 0 0 0 3 Translation elongation factorProtein biosynthesis 0 High Quality
S23IP_HUMAN Q9Y6Y8 SEC23IP (MSTP053)SEC23-interacting protein OS=Homo sapiens GN=SEC23IP PE=1 SV=1111060 1 1 2 0 0 0 0 2 General vesicle transportGeneral vesicle transport0 One Hit Wonders
NAV1_HUMAN Q8NEY1 NAV1 (KIAA1151) (KIAA1213) (POMFIL3) (STEERIN1)Neuron navigator 1 OS=Homo sapiens GN=NAV1 PE=1 SV=2202459.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TRPM8_HUMANQ7Z2W7 TRPM8 (LTRPC6) (TRPP8)Transient receptor potential cation channel subfamily M member 8 OS=Homo sapiens GN=TRPM8 PE=2 SV=2127671.9 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TPD53_HUMAN Q16890 TPD52L1 Tumor protein D53 OS=Homo sapiens GN=TPD52L1 PE=1 SV=122431.2 1 1 3 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FLII_HUMAN Q13045 FLII (FLIL) Protein flightless-1 homolog OS=Homo sapiens GN=FLII PE=1 SV=2144737.4 1 1 1 0 0 0 0 1 Embryogenesis Embryogenesis 0 One Hit Wonders
TANC1_HUMANQ9C0D5 TANC1 (KIAA1728)Protein TANC1 OS=Homo sapiens GN=TANC1 PE=1 SV=2202175.9 1 3 4 2 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
LSM12_HUMAN Q3MHD2 LSM12 Protein LSM12 homolog OS=Homo sapiens GN=LSM12 PE=1 SV=221682.4 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SPRY3_HUMAN Q8NCJ5 SPRYD3 SPRY domain-containing protein 3 OS=Homo sapiens GN=SPRYD3 PE=1 SV=249676.1 1 1 1 0 0 0 1 Nuclear transport Nuclear transport 0 One Hit Wonders
VP26B_HUMAN Q4G0F5 VPS26B Vacuolar protein sorting-associated protein 26B OS=Homo sapiens GN=VPS26B PE=1 SV=239137.7 1 1 1 0 0 0 0 1 Other intracellular protein trafficOther intracellular protein traffic0 One Hit Wonders
EAN57_HUMANO43247 EAN57 (C22orf33)Protein EAN57 OS=Homo sapiens GN=EAN57 PE=2 SV=230707.3 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
SYRM_HUMAN Q5T160 RARS2 (RARSL)Probable arginyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=RARS2 PE=1 SV=165488.8 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DTX3L_HUMAN Q8TDB6 DTX3L (BBAP) Protein deltex-3-like OS=Homo sapiens GN=DTX3L PE=1 SV=183538.2 1 1 0 0 0 1 1 mRNA transcription;Cell surface receptor mediated signal transduction;NeurogenesismRNA transcription;Cell surface receptor mediated signal transduction;Neurogenesis0 One Hit Wonders
GSLG1_HUMAN Q92896 GLG1 (CFR1) (ESL1) (MG160)Golgi apparatus protein 1 OS=Homo sapiens GN=GLG1 PE=1 SV=1134577.1 1 1 0 0 0 1 1 Cell adhesion;Intracellular protein trafficCell adhesion;Intracellular protein traffic0 One Hit Wonders
AP180_HUMAN O60641 SNAP91 (KIAA0656)Clathrin coat assembly protein AP180 OS=Homo sapiens GN=SNAP91 PE=1 SV=292485.7 1 1 2 0 0 0 0 2 Receptor mediated endocytosisReceptor mediated endocytosis0 One Hit Wonders
RGPD4_HUMANQ7Z3J3 RGPD4 (RGP4)RANBP2-like and GRIP domain-containing protein 4 OS=Homo sapiens GN=RGPD4 PE=2 SV=2198181.3 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CX4NB_HUMANO43402 COX4NB (C16orf4) (COX4AL) (FAM158B) (NOC4)Neighbor of COX4 OS=Homo sapiens GN=COX4NB PE=1 SV=123754.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FBX47_HUMAN Q5MNV8 FBXO47 F-box only protein 47 OS=Homo sapiens GN=FBXO47 PE=2 SV=151979.8 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
LMOD2_HUMANQ6P5Q4 LMOD2 Leiomodin-2 OS=Homo sapiens GN=LMOD2 PE=2 SV=261658.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SCND2_HUMANQ9GZW5 SCAND2 SCAN domain-containing protein 2 OS=Homo sapiens GN=SCAND2 PE=1 SV=234198.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
MED20_HUMANQ9H944 MED20 (TRFP)Mediator of RNA polymerase II transcription subunit 20 OS=Homo sapiens GN=MED20 PE=1 SV=123203.2 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
OAT_HUMAN P04181 OAT Ornithine aminotransferase, mitochondrial OS=Homo sapiens GN=OAT PE=1 SV=148518.2 1 1 1 0 0 0 0 1 Amino acid metabolism;VisionAmino acid metabolism;Vision0 One Hit Wonders
AIFM3_HUMAN Q96NN9 AIFM3 (AIFL) Apoptosis-inducing factor 3 OS=Homo sapiens GN=AIFM3 PE=1 SV=166772.2 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
R3GEF_HUMAN Q8TBN0 RAB3IL1 Guanine nucleotide exchange factor for Rab3A OS=Homo sapiens GN=RAB3IL1 PE=2 SV=142618.7 1 1 2 0 0 0 0 2 Signal transduction;Synaptic transmissionSignal transduction;Synaptic transmission0 One Hit Wonders
AT2B1_HUMAN P20020 ATP2B1 (PMCA1)Plasma membrane calcium-transporting ATPase 1 OS=Homo sapiens GN=ATP2B1 PE=1 SV=3134181.9 1 1 0 0 1 0 1 Cation transport;Calcium ion homeostasisCation transport;Calcium ion homeostasis0 One Hit Wonders
CBX1_HUMAN P83916 CBX1 (CBX) Chromobox protein homolog 1 OS=Homo sapiens GN=CBX1 PE=1 SV=121400.1 1 1 1 0 0 0 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
CENPE_HUMAN Q02224 CENPE Centromeric protein E OS=Homo sapiens GN=CENPE PE=1 SV=2316402.8 1 1 0 1 0 0 1 Chromosome segregationChromosome segregation0 One Hit Wonders
HEP2_HUMAN P05546 SERPIND1 (HCF2)Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=357054.9 2 2 2 0 0 0 0 2 Serine protease inhibitorProteolysis Blood coagulation->heparin cofactor II;;High Quality
CA050_HUMAN Q9BV19 C1orf50 Uncharacterized protein C1orf50 OS=Homo sapiens GN=C1orf50 PE=2 SV=121888.8 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PLRG1_HUMAN O43660 PLRG1 Pleiotropic regulator 1 OS=Homo sapiens GN=PLRG1 PE=1 SV=157175.3 1 1 2 0 0 0 0 2 mRNA splicing;Signal transductionmRNA splicing;Signal transduction0 One Hit Wonders
ZN677_HUMAN Q86XU0 ZNF677 Zinc finger protein 677 OS=Homo sapiens GN=ZNF677 PE=2 SV=167979.1 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CTDP1_HUMAN Q9Y5B0 CTDP1 (FCP1) RNA polymerase II subunit A C-terminal domain phosphatase OS=Homo sapiens GN=CTDP1 PE=1 SV=2104279.1 1 1 2 0 0 0 0 2 mRNA transcription initiationmRNA transcription initiationGeneral transcription regulation->TFIIF;;Transcription regulation by bZIP transcription factor->TFIIF;;;One Hit Wonders
ATL4_HUMAN Q6UY14 ADAMTSL4 (TSRC1) (PP1396) (UNQ2803/PRO34012)ADAMTS-like protein 4 OS=Homo sapiens GN=ADAMTSL4 PE=1 SV=2116524.7 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
ME11A_HUMANQ9BV86 METTL11A (C9orf32) (AD-003)Methyltransferase-like protein 11A OS=Homo sapiens GN=METTL11A PE=1 SV=325369.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SART3_HUMAN Q15020 SART3 (KIAA0156) (TIP110)Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1109918.3 2 2 2 0 0 0 0 2 Nuclease Other nucleoside, nucleotide and nucleic acid metabolism0 High Quality
LRRF1_HUMAN Q32MZ4 LRRFIP1 (GCF2) (TRIP)Leucine-rich repeat flightless-interacting protein 1 OS=Homo sapiens GN=LRRFIP1 PE=1 SV=289234.6 1 1 1 0 0 0 0 1 mRNA transcription mRNA transcription 0 One Hit Wonders
H1X_HUMAN Q92522 H1FX Histone H1x OS=Homo sapiens GN=H1FX PE=1 SV=1 22469.9 1 1 1 0 0 0 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
A2ML1_HUMANA8K2U0 A2ML1 (CPAMD9)Alpha-2-macroglobulin-like protein 1 OS=Homo sapiens GN=A2ML1 PE=1 SV=2161087.2 1 1 1 0 0 0 1 Proteolysis;Ligand-mediated signaling;Immunity and defenseProteolysis;Ligand-mediated signaling;Immunity and defenseBlood coagulation->alpha-2-macroglobulin;;One Hit Wonders
DAB2P_HUMANQ5VWQ8 DAB2IP (AF9Q34) (AIP1) (KIAA1743)Disabled homolog 2-interacting protein OS=Homo sapiens GN=DAB2IP PE=1 SV=2131611.9 2 1 3 4 1 0 0 0 0 5 Molecular function unclassifiedBiological process unclassifiedEGF receptor signaling pathway->GAP;;High Quality
PAK1_HUMAN Q13153 PAK1 Serine/threonine-protein kinase PAK 1 OS=Homo sapiens GN=PAK1 PE=1 SV=260630.3 1 1 1 0 0 0 0 1 Protein phosphorylation;Phosphate metabolism;Other metabolismProtein phosphorylation;Phosphate metabolism;Other metabolismInflammation mediated by chemokine and cytokine signaling pathway->P21-activated kinase;;Ras Pathway->P21 activated kinase;;Cytoskeletal regulation by Rho GTPase->p21 activated kinase;;Axon guidance mediated by semaphorins->p21-activated kinase;;T cell acOne Hit Wonders
RL15_HUMAN P61313 RPL15 (EC45) (TCBAP0781)60S ribosomal protein L15 OS=Homo sapiens GN=RPL15 PE=1 SV=224128.5 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
ENTP1_HUMAN P49961 ENTPD1 (CD39)Ectonucleoside triphosphate diphosphohydrolase 1 OS=Homo sapiens GN=ENTPD1 PE=1 SV=153886.3 1 1 0 1 0 0 1 Purine metabolism Purine metabolism 0 One Hit Wonders
TM40L_HUMANQ969M1 TOMM40L (TOMM40B)Mitochondrial import receptor subunit TOM40B OS=Homo sapiens GN=TOMM40L PE=2 SV=133898.5 1 1 1 0 0 0 0 1 Mitochondrial transportMitochondrial transport0 One Hit Wonders
ANK3_HUMAN Q12955 ANK3 Ankyrin-3 OS=Homo sapiens GN=ANK3 PE=1 SV=1 480382.3 2 9 11 7 13 0 0 0 0 20 Cytoskeletal protein Cell structure 0 High Quality
HIF1N_HUMAN Q9NWT6 HIF1AN (FIH1)Hypoxia-inducible factor 1 alpha inhibitor OS=Homo sapiens GN=HIF1AN PE=1 SV=240268.1 1 1 2 0 0 0 0 2 mRNA transcription regulation;Protein modificationmRNA transcription regulation;Protein modification0 One Hit Wonders
HTSF1_HUMAN O43719 HTATSF1 HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=185836.6 1 1 2 2 1 0 0 0 0 3 mRNA splicing factor Biological process unclassified0 Matchup
GDNF_HUMAN P39905 GDNF Glial cell line-derived neurotrophic factor OS=Homo sapiens GN=GDNF PE=1 SV=123702.9 1 1 1 0 0 0 0 1 Receptor protein tyrosine kinase signaling pathway;Ligand-mediated signaling;Other neuronal activity;Inhibition of apoptosis;NeurogenesisReceptor protein tyrosine kinase signaling pathway;Ligand-mediated signaling;Other neuronal activity;Inhibition of apoptosis;NeurogenesisTGF-beta signaling pathway->Transforming growth factor beta;;One Hit Wonders
AKAP1_HUMAN Q92667 AKAP1 (AKAP149) (PRKA1)A kinase anchor protein 1, mitochondrial OS=Homo sapiens GN=AKAP1 PE=1 SV=197323.5 1 1 1 0 0 0 0 1 Signal transduction;Protein targetingSignal transduction;Protein targeting0 One Hit Wonders
SCN4A_HUMANP35499 SCN4A Sodium channel protein type 4 subunit alpha OS=Homo sapiens GN=SCN4A PE=1 SV=3208023.3 1 1 0 0 0 1 1 Cation transport;Action potential propagationCation transport;Action potential propagation0 One Hit Wonders
TMCO6_HUMANQ96DC7 TMCO6 (PRO1580)Transmembrane and coiled-coil domain-containing protein 6 OS=Homo sapiens GN=TMCO6 PE=2 SV=254424.7 1 1 0 1 0 0 1 Nuclear transport;Protein targetingNuclear transport;Protein targeting0 One Hit Wonders
CCD67_HUMAN Q05D60 CCDC67 Coiled-coil domain-containing protein 67 OS=Homo sapiens GN=CCDC67 PE=2 SV=270961.7 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
IF172_HUMAN Q9UG01 IFT172 (KIAA1179)Intraflagellar transport protein 172 homolog OS=Homo sapiens GN=IFT172 PE=1 SV=2197561 1 1 0 2 0 0 2 Cell surface receptor mediated signal transduction;Other signal transduction;Intracellular protein traffic;Protein targeting and localization;MiscellaneousCell surface receptor mediated signal transduction;Other signal transduction;Intracellular protein traffic;Protein targeting and localization;Miscellaneous0 One Hit Wonders
CP2J2_HUMAN P51589 CYP2J2 Cytochrome P450 2J2 OS=Homo sapiens GN=CYP2J2 PE=1 SV=257594.8 1 1 2 0 0 0 0 2 Other lipid, fatty acid and steroid metabolism;Steroid metabolism;Electron transportOther lipid, fatty acid and steroid metabolism;Steroid metabolism;Electron transport0 One Hit Wonders
RAPH1_HUMANQ70E73 RAPH1 (ALS2CR18) (ALS2CR9) (KIAA1681) (LPD) (PREL2) (RMO1)Ras-associated and pleckstrin homology domains-containing protein 1 OS=Homo sapiens GN=RAPH1 PE=1 SV=2141148.8 1 1 1 0 0 0 0 1 Signal transduction Signal transduction 0 One Hit Wonders
PDIA5_HUMAN Q14554 PDIA5 (PDIR) Protein disulfide-isomerase A5 OS=Homo sapiens GN=PDIA5 PE=2 SV=159577.1 1 1 1 0 0 0 0 1 Protein disulfide-isomerase reactionProtein disulfide-isomerase reaction0 One Hit Wonders
CACO2_HUMANQ13137 CALCOCO2 (NDP52)Calcium-binding and coiled-coil domain-containing protein 2 OS=Homo sapiens GN=CALCOCO2 PE=1 SV=152236.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SOLH1_HUMAN Q5JUK2 SOHLH1 (C9orf157) (NOHLH) (TEB2)Spermatogenesis- and oogenesis-specific basic helix-loop-helix-containing protein 1 OS=Homo sapiens GN=SOHLH1 PE=2 SV=334470.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ANR10_HUMANQ9NXR5 ANKRD10 Ankyrin repeat domain-containing protein 10 OS=Homo sapiens GN=ANKRD10 PE=2 SV=244749.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CQ057_HUMAN Q8IY85 C17orf57 EF-hand domain-containing protein C17orf57 OS=Homo sapiens GN=C17orf57 PE=2 SV=2110116.6 1 1 5 0 0 0 5 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SHC1_HUMAN P29353 SHC1 (SHC) (SHCA)SHC-transforming protein 1 OS=Homo sapiens GN=SHC1 PE=1 SV=462804.8 1 1 1 0 0 0 0 1 Receptor protein tyrosine kinase signaling pathway;MAPKKK cascade;Apoptosis;OncogenesisReceptor protein tyrosine kinase signaling pathway;MAPKKK cascade;Apoptosis;OncogenesisEGF receptor signaling pathway->Src homology 2 domain-containing transforming protein 1;;Inflammation mediated by chemokine and cytokine signaling pathway->SH2 homology domain containing transforming protein;;Angiogenesis->Src Homology Domain Containing POne Hit Wonders
PCDH1_HUMANQ08174 PCDH1 Protocadherin-1 OS=Homo sapiens GN=PCDH1 PE=1 SV=1111253.1 1 1 2 1 1 0 0 0 0 2 Cadherin Cell adhesion-mediated signaling;Cell adhesion;Neurogenesis;Cell proliferation and differentiationWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;Matchup
CEP70_HUMAN Q8NHQ1 CEP70 (BITE) Centrosomal protein of 70 kDa OS=Homo sapiens GN=CEP70 PE=1 SV=269735.2 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
UTRO_HUMAN P46939 UTRN (DMDL) Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=1 394476.5 1 1 1 3 2 2 1 0 0 0 0 5 Actin binding cytoskeletal protein;Select calcium binding proteinMesoderm development0 Matchup
DCTN4_HUMANQ9UJW0 DCTN4 Dynactin subunit 4 OS=Homo sapiens GN=DCTN4 PE=1 SV=152319.8 1 1 2 1 1 0 0 0 0 2 Non-motor actin binding protein;Other microtubule family cytoskeletal proteinGeneral vesicle transport;Cell structure0 Matchup
CF224_HUMAN Q3MIS4 C6orf224 Uncharacterized protein C6orf224 OS=Homo sapiens GN=C6orf224 PE=2 SV=239001.9 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
MY18A_HUMANQ92614 MYO18A (KIAA0216) (MYSPDZ)Myosin-XVIIIa OS=Homo sapiens GN=MYO18A PE=1 SV=3233101.8 3 4 7 3 5 0 0 0 0 8 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motilityNicotinic acetylcholine receptor signaling pathway->Myosin;;High Quality
RM54_HUMAN Q6P161 MRPL54 39S ribosomal protein L54, mitochondrial OS=Homo sapiens GN=MRPL54 PE=2 SV=115801.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
YD012_HUMAN Q8N5G0 n.o Uncharacterized protein LOC389203 OS=Homo sapiens PE=2 SV=218384.9 1 1 1 0 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
MOT9_HUMAN Q7RTY1 SLC16A9 (C10orf36) (MCT9)Monocarboxylate transporter 9 OS=Homo sapiens GN=SLC16A9 PE=2 SV=155778.9 1 1 0 1 0 0 1 Cation transport Cation transport 0 One Hit Wonders
CAH8_HUMAN P35219 CA8 (CALS) Carbonic anhydrase-related protein OS=Homo sapiens GN=CA8 PE=1 SV=332955.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
T22D1_HUMAN Q15714 TSC22D1 (KIAA1994) (TGFB1I4) (TSC22) (hucep-2)TSC22 domain family protein 1 OS=Homo sapiens GN=TSC22D1 PE=1 SV=2109635.6 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
ARI4A_HUMAN P29374 ARID4A (RBBP1) (RBP1)AT-rich interactive domain-containing protein 4A OS=Homo sapiens GN=ARID4A PE=1 SV=3142737.6 1 1 0 0 0 1 1 mRNA transcription mRNA transcription 0 One Hit Wonders
DCNL2_HUMAN Q6PH85 DCUN1D2 (C13orf17) (DCUN1L2)DCN1-like protein 2 OS=Homo sapiens GN=DCUN1D2 PE=2 SV=130162.7 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LYSM1_HUMAN Q96S90 LYSMD1 (SB145)LysM and putative peptidoglycan-binding domain-containing protein 1 OS=Homo sapiens GN=LYSMD1 PE=1 SV=124985.9 1 1 1 0 0 0 0 1 Cell structure and motilityCell structure and motility0 One Hit Wonders
F120B_HUMAN Q96EK7 FAM120B (CCPG) (KIAA1838)Constitutive coactivator of peroxisome proliferator-activated receptor gamma OS=Homo sapiens GN=FAM120B PE=2 SV=1103765.7 1 1 2 2 2 0 0 0 0 4 Biological process unclassifiedBiological process unclassified0 Failed Matchup
AAKG2_HUMANQ9UGJ0 PRKAG2 5'-AMP-activated protein kinase subunit gamma-2 OS=Homo sapiens GN=PRKAG2 PE=1 SV=163050.3 2 2 3 0 0 0 0 3 Kinase modulator Fatty acid metabolism;Lipid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
PPR3D_HUMAN O95685 PPP1R3D (PPP1R6)Protein phosphatase 1 regulatory subunit 3D OS=Homo sapiens GN=PPP1R3D PE=1 SV=132540.9 1 1 1 0 0 0 0 1 Glycogen metabolism Glycogen metabolism0 One Hit Wonders
CPSF1_HUMAN Q10570 CPSF1 (CPSF160)Cleavage and polyadenylation specificity factor subunit 1 OS=Homo sapiens GN=CPSF1 PE=1 SV=2160867.8 1 1 1 0 0 0 0 1 mRNA polyadenylation mRNA polyadenylation0 One Hit Wonders
PI51C_HUMAN O60331 PIP5K1C (KIAA0589)Phosphatidylinositol-4-phosphate 5-kinase type-1 gamma OS=Homo sapiens GN=PIP5K1C PE=1 SV=273243.4 1 1 0 0 0 1 1 Phospholipid metabolism;G-protein mediated signalingPhospholipid metabolism;G-protein mediated signalingCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;One Hit Wonders
KIF22_HUMAN Q14807 KIF22 (KID) (KNSL4)Kinesin-like protein KIF22 OS=Homo sapiens GN=KIF22 PE=1 SV=573246.9 1 1 0 0 1 0 1 Meiosis;Chromosome segregationMeiosis;Chromosome segregation0 One Hit Wonders
SYTC2_HUMAN A2RTX5 TARSL2 Probable threonyl-tRNA synthetase 2, cytoplasmic OS=Homo sapiens GN=TARSL2 PE=2 SV=192630.6 1 1 1 0 0 0 0 1 tRNA metabolism;Protein metabolism and modificationtRNA metabolism;Protein metabolism and modification0 One Hit Wonders
TRIPC_HUMAN Q14669 TRIP12 (KIAA0045)Probable E3 ubiquitin-protein ligase TRIP12 OS=Homo sapiens GN=TRIP12 PE=1 SV=1220420.1 1 1 0 0 0 1 1 Proteolysis Proteolysis 0 One Hit Wonders
PLS3_HUMAN Q9NRY6 PLSCR3 Phospholipid scramblase 3 OS=Homo sapiens GN=PLSCR3 PE=2 SV=131644.4 1 1 1 0 0 0 0 1 Lipid and fatty acid transport;Phospholipid metabolism;Transport;Blood clottingLipid and fatty acid transport;Phospholipid metabolism;Transport;Blood clotting0 One Hit Wonders
SH3K1_HUMAN Q96B97 SH3KBP1 (CIN85)SH3 domain-containing kinase-binding protein 1 OS=Homo sapiens GN=SH3KBP1 PE=1 SV=273110.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MED16_HUMANQ9Y2X0 MED16 (DRIP92) (THRAP5)Mediator of RNA polymerase II transcription subunit 16 OS=Homo sapiens GN=MED16 PE=1 SV=296777 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
BLK_HUMAN P51451 BLK Tyrosine-protein kinase BLK OS=Homo sapiens GN=BLK PE=1 SV=357689.9 1 1 1 0 0 0 1 Carbohydrate transport;Protein phosphorylation;Intracellular signaling cascade;Transport;Immunity and defense;Oogenesis;Embryogenesis;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferation and differentiation;OncogeneCarbohydrate transport;Protein phosphorylation;Intracellular signaling cascade;Transport;Immunity and defense;Oogenesis;Embryogenesis;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferation and differentiation;OncogeneParkinson disease->Rous sarcoma protein tyrosine kinase;;B cell activation->Blk;;;One Hit Wonders
ARS2_HUMAN Q9BXP5 SRRT Arsenite-resistance protein 2 OS=Homo sapiens GN=ARS2 PE=1 SV=1100651.6 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
DAZP1_HUMAN Q96EP5 DAZAP1 DAZ-associated protein 1 OS=Homo sapiens GN=DAZAP1 PE=1 SV=143365 1 1 1 0 0 0 0 1 mRNA splicing;Spermatogenesis and motilitymRNA splicing;Spermatogenesis and motility0 One Hit Wonders
SLMAP_HUMANQ14BN4 SLMAP (KIAA1601) (SLAP) (UNQ1847/PRO3577)Sarcolemmal membrane-associated protein OS=Homo sapiens GN=SLMAP PE=1 SV=195182.4 2 2 2 0 0 0 0 2 Chaperone Biological process unclassified0 High Quality
GMFG_HUMAN O60234 GMFG Glia maturation factor gamma OS=Homo sapiens GN=GMFG PE=2 SV=116783.4 1 1 1 0 0 0 0 1 Neurogenesis Neurogenesis 0 One Hit Wonders
RBGP1_HUMANQ9Y3P9 RABGAP1 (HSPC094)Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3121722.5 3 3 3 0 0 0 0 3 Other G-protein modulatorBiological process unclassified0 High Quality
ESPL1_HUMAN Q14674 ESPL1 (ESP1) (KIAA0165)Separin OS=Homo sapiens GN=ESPL1 PE=1 SV=2 233100.3 1 1 0 1 0 0 1 Mitosis Mitosis 0 One Hit Wonders
AEDO_HUMAN Q96SZ5 ADO (C10orf22)2-aminoethanethiol dioxygenase OS=Homo sapiens GN=ADO PE=1 SV=229733.7 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
C4BPA_HUMAN P04003 C4BPA (C4BP) C4b-binding protein alpha chain OS=Homo sapiens GN=C4BPA PE=1 SV=267015 1 1 2 1 1 0 0 0 0 2 Complement componentComplement-mediated immunity0 Matchup
SYNP2_HUMAN Q9UMS6 SYNPO2 Synaptopodin-2 OS=Homo sapiens GN=SYNPO2 PE=1 SV=2117495.8 2 2 2 0 0 0 0 2 Actin binding cytoskeletal proteinTumor suppressor;Cell structure;Cell motility0 High Quality
F177A_HUMAN Q8N128 FAM177A1 (C14orf24)Protein FAM177A1 OS=Homo sapiens GN=FAM177A1 PE=1 SV=123738.9 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CA198_HUMAN Q9H425 C1orf198 Uncharacterized protein C1orf198 OS=Homo sapiens GN=C1orf198 PE=1 SV=136329.1 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
EIF3X_HUMAN O75153  KIAA0664 Putative eukaryotic translation initiation factor 3 subunit OS=Homo sapiens GN=KIAA0664 PE=1 SV=2146654.2 2 1 3 4 1 0 0 0 0 5 #N/A #N/A #N/A High Quality
KRT35_HUMAN Q92764 KRT35 (HHA5) (HKA5) (KRTHA5)Keratin, type I cuticular Ha5 OS=Homo sapiens GN=KRT35 PE=2 SV=347568.6 2 2 2 0 0 0 0 2 Intermediate filament;Structural proteinCell structure 0 High Quality
SFR16_HUMAN Q8N2M8 SFRS16 (SWAP2) (UNQ2428/PRO4988)Splicing factor, arginine/serine-rich 16 OS=Homo sapiens GN=SFRS16 PE=1 SV=375197.9 1 1 0 0 0 1 1 mRNA splicing mRNA splicing 0 One Hit Wonders
COMD2_HUMANQ86X83 COMMD2 (HSPC042) (My004)COMM domain-containing protein 2 OS=Homo sapiens GN=COMMD2 PE=1 SV=222727.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CCD87_HUMAN Q9NVE4 CCDC87 Coiled-coil domain-containing protein 87 OS=Homo sapiens GN=CCDC87 PE=2 SV=196458.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DOCK1_HUMANQ14185 DOCK1 Dedicator of cytokinesis protein 1 OS=Homo sapiens GN=DOCK1 PE=1 SV=1215365.1 1 1 1 0 0 0 0 1 Other intracellular signaling cascade;Phagocytosis;Cell motilityOther intracellular signaling cascade;Phagocytosis;Cell motilityIntegrin signalling pathway->Dock180;;One Hit Wonders
P4HA1_HUMAN P13674 P4HA1 (P4HA)Prolyl 4-hydroxylase subunit alpha-1 OS=Homo sapiens GN=P4HA1 PE=1 SV=261033.6 1 1 2 0 0 0 0 2 Protein modification Protein modification 0 One Hit Wonders
NALP7_HUMAN Q8WX94 NLRP7 (NALP7) (NOD12) (PYPAF3)NACHT, LRR and PYD domains-containing protein 7 OS=Homo sapiens GN=NLRP7 PE=1 SV=1111793.6 1 1 2 1 2 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 Failed Matchup
NEUA_HUMAN Q8NFW8 CMAS N-acylneuraminate cytidylyltransferase OS=Homo sapiens GN=CMAS PE=1 SV=248361.6 1 1 2 1 1 0 0 0 0 2 Nucleotidyltransferase Other polysaccharide metabolism;Lipid metabolism;Pyrimidine metabolism0 Matchup
T22D2_HUMAN O75157 TSC22D2 (KIAA0669) (TILZ4)TSC22 domain family protein 2 OS=Homo sapiens GN=TSC22D2 PE=2 SV=379207.6 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
STOM_HUMAN P27105 STOM (BND7) (EPB72)Erythrocyte band 7 integral membrane protein OS=Homo sapiens GN=STOM PE=1 SV=331714.1 1 1 1 0 0 0 0 1 Cell structure and motilityCell structure and motility0 One Hit Wonders
CO1A2_HUMANP08123 COL1A2 Collagen alpha-2(I) chain OS=Homo sapiens GN=COL1A2 PE=1 SV=6129270.6 2 2 2 0 0 0 0 2 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
TECT2_HUMAN Q96GX1 TCTN2 (C12orf38) (TECT2)Tectonic-2 OS=Homo sapiens GN=TCTN2 PE=2 SV=1 76853.5 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DLG1_HUMAN Q12959 DLG1 Disks large homolog 1 OS=Homo sapiens GN=DLG1 PE=1 SV=1100338.4 1 1 2 1 1 0 0 0 0 2 Transmembrane receptor regulatory/adaptor proteinOther receptor mediated signaling pathway;Asymmetric protein localization;Nerve-nerve synaptic transmission0 Matchup
LTBP2_HUMAN Q14767 LTBP2 (C14orf141) (LTBP3)Latent-transforming growth factor beta-binding protein 2 OS=Homo sapiens GN=LTBP2 PE=1 SV=2195038.5 1 1 2 1 2 0 0 0 0 3 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 Matchup
NDUBA_HUMANO96000 NDUFB10 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 10 OS=Homo sapiens GN=NDUFB10 PE=1 SV=320758.7 1 1 1 0 0 0 0 1 Oxidative phosphorylationOxidative phosphorylation0 One Hit Wonders
SFRS6_HUMAN Q13247 SFRS6 (SRP55)Splicing factor, arginine/serine-rich 6 OS=Homo sapiens GN=SFRS6 PE=1 SV=239570.4 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
IBP3_HUMAN P17936 IGFBP3 (IBP3) Insulin-like growth factor-binding protein 3 OS=Homo sapiens GN=IGFBP3 PE=1 SV=231656.1 1 1 1 0 0 0 0 1 Extracellular matrix protein-mediated signaling;Growth factor homeostasisExtracellular matrix protein-mediated signaling;Growth factor homeostasisp53 pathway->Insulin-like growth factor-binding protein 3;;One Hit Wonders
SRPK2_HUMAN P78362 SRPK2 Serine/threonine-protein kinase SRPK2 OS=Homo sapiens GN=SRPK2 PE=1 SV=277526.3 1 1 0 0 0 1 1 Protein phosphorylationProtein phosphorylation0 One Hit Wonders
K2C1B_HUMAN Q7Z794 KRT77 (KRT1B)Keratin, type II cytoskeletal 1b OS=Homo sapiens GN=KRT77 PE=2 SV=261670.7 1 1 2 1 1 0 0 0 0 2 Intermediate filament;Structural proteinEctoderm development;Cell structure0 Matchup
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HPSE2_HUMAN Q8WWQ2 HPSE2 (HPA2) Heparanase-2 OS=Homo sapiens GN=HPSE2 PE=2 SV=366581.2 1 1 0 1 0 0 1 Developmental processesDevelopmental processes0 One Hit Wonders
SPG20_HUMAN Q8N0X7 SPG20 (KIAA0610) (TAHCCP1)Spartin OS=Homo sapiens GN=SPG20 PE=1 SV=1 72814.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
T22D4_HUMAN Q9Y3Q8 TSC22D4 (TILZ2)TSC22 domain family protein 4 OS=Homo sapiens GN=TSC22D4 PE=1 SV=241008.8 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
HSP7E_HUMAN Q0VDF9 HSPA14 (HSP60) (HSP70L1)Heat shock 70 kDa protein 14 OS=Homo sapiens GN=HSPA14 PE=1 SV=154777.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TTC3L_HUMAN A8MVZ4 TTC3L (RNF105L)Putative tetratricopeptide repeat protein 3-like OS=Homo sapiens GN=TTC3L PE=5 SV=231638.9 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
STG31_HUMAN Q6NXR2 STAG3L1; STAG3L2; STAG3L3STAG3-like protein OS=Homo sapiens GN=STAG3L1 PE=2 SV=115644.1 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
UBFD1_HUMANO14562 UBFD1 (UBPH)Ubiquitin domain-containing protein UBFD1 OS=Homo sapiens GN=UBFD1 PE=2 SV=156877.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SLTM_HUMAN Q9NWH9 SLTM (MET) SAFB-like transcription modulator OS=Homo sapiens GN=SLTM PE=1 SV=2117133.1 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
FUBP3_HUMAN Q96I24 FUBP3 (FBP3) Far upstream element-binding protein 3 OS=Homo sapiens GN=FUBP3 PE=1 SV=261621.9 2 2 2 0 0 0 0 2 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
CO5A1_HUMANP20908 COL5A1 Collagen alpha-1(V) chain OS=Homo sapiens GN=COL5A1 PE=1 SV=3183544.7 1 1 1 0 0 0 0 1 Mesoderm developmentMesoderm developmentIntegrin signalling pathway->Collagen;;One Hit Wonders
HRBL_HUMAN O95081 AGFG2 HIV-1 Rev-binding protein-like protein OS=Homo sapiens GN=HRBL PE=2 SV=248944.9 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
C163A_HUMAN Q86VB7 CD163 (M130)Scavenger receptor cysteine-rich type 1 protein M130 OS=Homo sapiens GN=CD163 PE=1 SV=1125415.3 2 2 3 0 0 0 0 3 Other receptor Phagocytosis;Macrophage-mediated immunity0 High Quality
QRSL1_HUMAN Q9H0R6 QRSL1 Glutamyl-tRNA(Gln) amidotransferase subunit A homolog OS=Homo sapiens GN=QRSL1 PE=2 SV=257443.3 1 1 2 2 1 0 0 0 0 3 Transferase;Other hydrolase;LigaseAmino acid activation0 Matchup
PEPL_HUMAN O60437 PPL (KIAA0568)Periplakin OS=Homo sapiens GN=PPL PE=1 SV=2 204631.9 1 2 1 4 1 2 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
MPP10_HUMANO00566 MPHOSPH10 (MPP10)U3 small nucleolar ribonucleoprotein protein MPP10 OS=Homo sapiens GN=MPHOSPH10 PE=1 SV=278848.8 1 1 0 0 0 1 1 rRNA metabolism rRNA metabolism 0 One Hit Wonders
ZN483_HUMAN Q8TF39 ZNF483 (KIAA1962) (ZKSCAN16)Zinc finger protein 483 OS=Homo sapiens GN=ZNF483 PE=1 SV=385080.9 1 1 0 0 1 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
UB2E1_HUMAN P51965 UBE2E1 (UBCH6)Ubiquitin-conjugating enzyme E2 E1 OS=Homo sapiens GN=UBE2E1 PE=1 SV=121387 1 1 1 0 0 0 0 1 Protein modification Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;One Hit Wonders
UNK_HUMAN Q9C0B0 UNK (KIAA1753) (ZC3H5) (ZC3HDC5)RING finger protein unkempt homolog OS=Homo sapiens GN=UNK PE=1 SV=288066.4 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
BZW1_HUMAN Q7L1Q6 BZW1 (BZAP45) (KIAA0005)Basic leucine zipper and W2 domain-containing protein 1 OS=Homo sapiens GN=BZW1 PE=1 SV=148026.7 1 1 1 0 0 0 0 1 Protein biosynthesis;Translational regulation;Other protein metabolismProtein biosynthesis;Translational regulation;Other protein metabolism0 One Hit Wonders
CAN3_HUMAN P20807 CAPN3 (CANP3) (CANPL3) (NCL1)Calpain-3 OS=Homo sapiens GN=CAPN3 PE=1 SV=2 94238.1 1 1 2 0 0 0 0 2 Proteolysis;Signal transductionProteolysis;Signal transductionHuntington disease->Calpain;;One Hit Wonders
FA63A_HUMAN Q8N5J2 FAM63A (KIAA1390)Protein FAM63A OS=Homo sapiens GN=FAM63A PE=2 SV=151787 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CI046_HUMAN Q9HBL7 C9orf46 (AD025) (MDS030)Transmembrane protein C9orf46 OS=Homo sapiens GN=C9orf46 PE=2 SV=117184.7 1 1 4 0 0 0 0 4 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KT33A_HUMAN O76009 KRT33A (HHA3-I) (HKA3A) (KRTHA3A)Keratin, type I cuticular Ha3-I OS=Homo sapiens GN=KRT33A PE=1 SV=145917 2 2 2 0 0 0 0 2 Intermediate filament;Structural proteinCell structure 0 High Quality
P85A_HUMAN P27986 PIK3R1 (GRB1)Phosphatidylinositol 3-kinase regulatory subunit alpha OS=Homo sapiens GN=PIK3R1 PE=1 SV=283583.4 1 1 1 0 0 0 0 1 Intracellular signaling cascadeIntracellular signaling cascadePI3 kinase pathway->p85;;VEGF signaling pathway->Phosphatidylinositol 3-Kinase;;T cell activation->PI3K;;Angiogenesis->Phosphatidylinositol 3-Kinase;;Hypoxia response via HIF activation->phosphoinositide-3-kinase;;Integrin signalling pathway->PhosphatidylOne Hit Wonders
TTC37_HUMAN Q6PGP7 TTC37 (KIAA0372)Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=1175474.1 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedRNA catabolism;Other metabolism0 Matchup
BBS7_HUMAN Q8IWZ6 BBS7 (BBS2L1)Bardet-Biedl syndrome 7 protein OS=Homo sapiens GN=BBS7 PE=1 SV=280337 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CJ046_HUMAN Q86Y37 C10orf46 Uncharacterized protein C10orf46 OS=Homo sapiens GN=C10orf46 PE=2 SV=141047.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
API5_HUMAN Q9BZZ5 API5 (MIG8) Apoptosis inhibitor 5 OS=Homo sapiens GN=API5 PE=1 SV=257545.3 1 1 2 0 0 0 0 2 Inhibition of apoptosis Inhibition of apoptosis0 One Hit Wonders
MRCKB_HUMANQ9Y5S2 CDC42BPB (KIAA1124)Serine/threonine-protein kinase MRCK beta OS=Homo sapiens GN=CDC42BPB PE=1 SV=2194300 2 2 2 0 0 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell structure0 High Quality
EXOC8_HUMAN Q8IYI6 EXOC8 Exocyst complex component 8 OS=Homo sapiens GN=EXOC8 PE=1 SV=281782.2 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
BGLR_HUMAN P08236 GUSB Beta-glucuronidase OS=Homo sapiens GN=GUSB PE=1 SV=274714.7 1 1 2 1 1 0 0 0 0 2 Carbohydrate metabolismCarbohydrate metabolism0 Failed Matchup
LNX1_HUMAN Q8TBB1 LNX1 (LNX) (UNQ574/PRO1136)E3 ubiquitin-protein ligase LNX OS=Homo sapiens GN=LNX1 PE=1 SV=180611.4 1 1 0 0 0 1 1 Asymmetric protein localizationAsymmetric protein localizationNotch signaling pathway->LNXp80;;One Hit Wonders
MOB2_HUMAN Q70IA6 MOB2 (HCCA2)Mps one binder kinase activator-like 2 OS=Homo sapiens GN=MOB2 PE=1 SV=126908.7 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ZN363_HUMAN Q96PM5 RCHY1 (ARNIP) (CHIMP) (PIRH2) (RNF199) (ZNF363)RING finger and CHY zinc finger domain-containing protein 1 OS=Homo sapiens GN=RCHY1 PE=1 SV=130091.7 1 1 1 0 0 0 0 1 Proteolysis Proteolysis P53 pathway feedback loops 1->Pirh-2;;P53 pathway feedback loops 1->Pirh-2;;;One Hit Wonders
QN1_HUMAN Q5TB80 KIAA1009 (C6orf84) (QN1)Protein QN1 homolog OS=Homo sapiens GN=KIAA1009 PE=1 SV=2161929 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CBX5_HUMAN P45973 CBX5 (HP1A) Chromobox protein homolog 5 OS=Homo sapiens GN=CBX5 PE=1 SV=122207.6 1 1 1 0 0 0 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
DYH17_HUMAN Q9UFH2 DNAH17 (DNAHL1) (DNEL2)Dynein heavy chain 17, axonemal OS=Homo sapiens GN=DNAH17 PE=2 SV=2511774 1 1 0 1 0 0 1 Spermatogenesis and motility;Cell motilitySpermatogenesis and motility;Cell motilityHuntington disease->Dynein complex;;One Hit Wonders
TBCD1_HUMAN Q86TI0 TBC1D1 (KIAA1108)TBC1 domain family member 1 OS=Homo sapiens GN=TBC1D1 PE=1 SV=2133069.6 2 2 2 0 0 0 0 2 Other G-protein modulatorBiological process unclassified0 High Quality
WDR44_HUMANQ5JSH3 WDR44 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1101350.6 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
SOX1_HUMAN O00570 SOX1 SOX-1 protein OS=Homo sapiens GN=SOX1 PE=2 SV=239004.6 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
RAD50_HUMANQ92878 RAD50 DNA repair protein RAD50 OS=Homo sapiens GN=RAD50 PE=1 SV=1153880 1 1 2 1 1 0 0 0 0 2 DNA repair;DNA recombinationDNA repair;DNA recombination0 Failed Matchup
RENAL_HUMAN Q5VYX0 RNLS Renalase OS=Homo sapiens GN=C10orf59 PE=2 SV=137829.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CADH2_HUMANP19022 CDH2 (CDHN) (NCAD)Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 99793.8 2 2 2 0 0 0 0 2 Cadherin Cell adhesion-mediated signaling;Cell adhesionWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;High Quality
SORC1_HUMAN Q8WY21 SORCS1 (SORCS)VPS10 domain-containing receptor SorCS1 OS=Homo sapiens GN=SORCS1 PE=2 SV=3129618.7 1 1 0 1 0 0 1 Receptor protein tyrosine kinase signaling pathway;Receptor mediated endocytosis;Other intracellular protein traffic;Other neuronal activityReceptor protein tyrosine kinase signaling pathway;Receptor mediated endocytosis;Other intracellular protein traffic;Other neuronal activity0 One Hit Wonders
MOS1B_HUMANQ9NZB8 MOCS1 Molybdenum cofactor biosynthesis protein 1 B OS=Homo sapiens GN=MOCS1 PE=2 SV=370088 2 2 2 0 0 0 0 2 Other miscellaneous function proteinPterin metabolism 0 High Quality
LIMA1_HUMAN Q9UHB6 LIMA1 (EPLIN) (SREBP3) (PP624)LIM domain and actin-binding protein 1 OS=Homo sapiens GN=LIMA1 PE=1 SV=185208.3 1 1 1 0 0 0 0 1 Cell structure;Cell motilityCell structure;Cell motility0 One Hit Wonders
IF3EI_HUMAN Q9Y262 EIF3L Eukaryotic translation initiation factor 3 subunit E-interacting protein OS=Homo sapiens GN=EIF3EIP PE=1 SV=166711.3 1 1 2 1 1 0 0 0 0 2 Molecular function unclassifiedProtein biosynthesis 0 Matchup
KI21A_HUMAN Q7Z4S6 KIF21A (KIAA1708) (KIF2)Kinesin-like protein KIF21A OS=Homo sapiens GN=KIF21A PE=1 SV=2187164.7 2 2 4 0 0 0 0 4 Microtubule binding motor proteinIntracellular protein traffic;Protein targeting and localization;Cell structure0 High Quality
GCN1L_HUMANQ92616 GCN1L1 (KIAA0219)Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=5292732.3 4 1 5 5 1 0 0 0 0 6 Kinase modulator Protein biosynthesis;Protein modification;Translational regulation0 High Quality
DHX15_HUMAN O43143 DHX15 (DBP1) (DDX15)Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=290917.2 3 3 4 0 0 0 0 4 RNA helicase mRNA splicing 0 High Quality
S2611_HUMAN Q86WA9 SLC26A11 Sodium-independent sulfate anion transporter OS=Homo sapiens GN=SLC26A11 PE=2 SV=265282.6 1 1 0 1 0 0 1 Other sulfur metabolism;Anion transport;Extracellular transport and importOther sulfur metabolism;Anion transport;Extracellular transport and import0 One Hit Wonders
ODFP2_HUMAN Q5BJF6 ODF2 Outer dense fiber protein 2 OS=Homo sapiens GN=ODF2 PE=1 SV=195385.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GRL1A_HUMAN P0CAP2 GRINL1A Protein GRINL1A OS=Homo sapiens GN=GRINL1A PE=2 SV=164029.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ZFAN1_HUMAN Q8TCF1 ZFAND1 AN1-type zinc finger protein 1 OS=Homo sapiens GN=ZFAND1 PE=2 SV=130769.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TBAL3_HUMAN A6NHL2 TUBAL3 Tubulin alpha chain-like 3 OS=Homo sapiens GN=TUBAL3 PE=1 SV=249890.6 1 1 2 0 0 0 0 2 Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityIntracellular protein traffic;Chromosome segregation;Cell structure;Cell motility0 One Hit Wonders
RECQ1_HUMANP46063 RECQL (RECQL1)ATP-dependent DNA helicase Q1 OS=Homo sapiens GN=RECQL PE=1 SV=273440 1 1 1 0 0 0 0 1 DNA metabolism DNA metabolism 0 One Hit Wonders
DPH5_HUMAN Q9H2P9 DPH5 (AD-018) (CGI-30) (HSPC143) (NPD015)Diphthine synthase OS=Homo sapiens GN=DPH5 PE=2 SV=231633.8 1 1 1 0 0 0 0 1 Amino acid metabolism;Other carbon metabolismAmino acid metabolism;Other carbon metabolism0 One Hit Wonders
GALE_HUMAN Q14376 GALE UDP-glucose 4-epimerase OS=Homo sapiens GN=GALE PE=1 SV=238264 1 1 1 0 0 0 0 1 Carbohydrate metabolismCarbohydrate metabolism0 One Hit Wonders
LAMA4_HUMANQ16363 LAMA4 Laminin subunit alpha-4 OS=Homo sapiens GN=LAMA4 PE=1 SV=3202512.4 3 3 7 0 0 0 0 7 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesionIntegrin signalling pathway->Laminin;;High Quality
RM04_HUMAN Q9BYD3 MRPL4 (CDABP0091) (CGI-28)39S ribosomal protein L4, mitochondrial OS=Homo sapiens GN=MRPL4 PE=2 SV=134901.6 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
UBA5_HUMAN Q9GZZ9 UBA5 (UBE1DC1)Ubiquitin-like modifier-activating enzyme 5 OS=Homo sapiens GN=UBA5 PE=2 SV=144844.6 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
DPYD_HUMAN Q12882 DPYD Dihydropyrimidine dehydrogenase [NADP+] OS=Homo sapiens GN=DPYD PE=1 SV=2111386.3 1 1 2 1 2 0 0 0 0 3 Dehydrogenase Pyrimidine metabolismPyrimidine Metabolism->Dihydrouracil Dehydrogenase;;Matchup
FHOD3_HUMANQ2V2M9 FHOD3 (FHOS2) (KIAA1695)FH1/FH2 domain-containing protein 3 OS=Homo sapiens GN=FHOD3 PE=2 SV=1158613.7 1 1 2 1 2 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 Failed Matchup
IQCG_HUMAN Q9H095 IQCG IQ domain-containing protein G OS=Homo sapiens GN=IQCG PE=2 SV=151901.8 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PCTL_HUMAN Q9Y365 STARD10 (SDCCAG28) (CGI-52)PCTP-like protein OS=Homo sapiens GN=STARD10 PE=2 SV=233030.8 1 1 1 0 0 0 0 1 Lipid and fatty acid transport;TransportLipid and fatty acid transport;Transport0 One Hit Wonders
RPN1_HUMAN P04843 RPN1 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1 OS=Homo sapiens GN=RPN1 PE=1 SV=168553 1 1 0 1 0 0 1 Protein biosynthesis;Protein glycosylation;Other metabolismProtein biosynthesis;Protein glycosylation;Other metabolism0 One Hit Wonders
F48B2_HUMAN P0C7V6 FAM48B2 Putative protein FAM48B2 OS=Homo sapiens GN=FAM48B2 PE=5 SV=187522.1 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ITSN1_HUMAN Q15811 ITSN1 (ITSN) (SH3D1A)Intersectin-1 OS=Homo sapiens GN=ITSN1 PE=1 SV=3195406.5 1 1 2 1 1 0 0 0 0 2 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 Matchup
SKIV2_HUMAN Q15477 SKIV2L (DDX13) (SKI2W) (SKIV2) (W)Helicase SKI2W OS=Homo sapiens GN=SKIV2L PE=1 SV=2137783.6 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolism;MeiosisNucleoside, nucleotide and nucleic acid metabolism;Meiosis0 One Hit Wonders
CA163_HUMAN Q96BR5 C1orf163 Hcp beta-lactamase-like protein C1orf163 OS=Homo sapiens GN=C1orf163 PE=1 SV=125719.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GCC1_HUMAN Q96CN9 GCC1 GRIP and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=GCC1 PE=1 SV=187795 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ARHG1_HUMANQ92888 ARHGEF1 Rho guanine nucleotide exchange factor 1 OS=Homo sapiens GN=ARHGEF1 PE=1 SV=2102419.5 1 1 2 1 1 0 0 0 0 2 Amino acid transport;Signal transduction;Cell adhesion;Phagocytosis;Transport;Apoptosis;Cell cycle;Cell structure and motilityAmino acid transport;Signal transduction;Cell adhesion;Phagocytosis;Transport;Apoptosis;Cell cycle;Cell structure and motilityAxon guidance mediated by semaphorins->Rho guanine nucleotide exchange factor;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Rho guanine nucleotide exchange factor;;Cytoskeletal regulation by Rho GTPase->Rho guanine nuFailed Matchup
CC128_HUMAN Q6ZMI0 KLRAQ1 Coiled-coil domain-containing protein 128 OS=Homo sapiens GN=CCDC128 PE=1 SV=188299.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DPP4_HUMAN P27487 DPP4 (ADCP2) (CD26)Dipeptidyl peptidase 4 OS=Homo sapiens GN=DPP4 PE=1 SV=288263 1 1 0 0 1 0 1 Proteolysis;Cell surface receptor mediated signal transduction;T-cell mediated immunityProteolysis;Cell surface receptor mediated signal transduction;T-cell mediated immunity0 One Hit Wonders
NDUAC_HUMANQ9UI09 NDUFA12 (DAP13)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 12 OS=Homo sapiens GN=NDUFA12 PE=2 SV=117096.4 1 1 1 0 0 0 0 1 Oxidative phosphorylationOxidative phosphorylation0 One Hit Wonders
EI2BE_HUMAN Q13144 EIF2B5 (EIF2BE)Translation initiation factor eIF-2B subunit epsilon OS=Homo sapiens GN=EIF2B5 PE=1 SV=380362.1 1 1 2 0 0 0 0 2 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
UBE2F_HUMAN Q969M7 UBE2F (NCE2)NEDD8-conjugating enzyme UBE2F OS=Homo sapiens GN=UBE2F PE=1 SV=121059.5 1 1 1 0 0 0 0 1 Protein modification Protein modification 0 One Hit Wonders
FRM4A_HUMANQ9P2Q2 FRMD4A (FRMD4) (KIAA1294)FERM domain-containing protein 4A OS=Homo sapiens GN=FRMD4A PE=2 SV=3115443.5 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassifiedDopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1-like 1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein banHigh Quality
CIAO1_HUMAN O76071 CIAO1 (WDR39)Protein CIAO1 OS=Homo sapiens GN=CIAO1 PE=1 SV=137820.9 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
RUFY1_HUMAN Q96T51 RUFY1 (RABIP4) (ZFYVE12)RUN and FYVE domain-containing protein 1 OS=Homo sapiens GN=RUFY1 PE=1 SV=279801.3 2 2 3 0 0 0 0 3 Other zinc finger transcription factormRNA transcription 0 High Quality
TENS3_HUMAN Q68CZ2 TNS3 (TEM6) (TENS1) (TPP)Tensin-3 OS=Homo sapiens GN=TNS3 PE=1 SV=2 155248.5 2 2 2 0 0 0 0 2 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation;Signal transduction;Cell adhesion;Immunity and defense;Induction of apoptosis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressor0 High Quality
DEP1A_HUMAN Q5TB30 DEPDC1A (DEPDC1)DEP domain-containing protein 1A OS=Homo sapiens GN=DEPDC1A PE=1 SV=189342.9 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CP110_HUMAN Q7Z7A1 CEP110 (CEP1)Centriolin OS=Homo sapiens GN=CEP110 PE=1 SV=2268873.5 1 1 0 0 0 2 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SRRM2_HUMANQ9UQ35 SRRM2 (KIAA0324) (SRL300) (SRM300) (HSPC075)Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2299603.6 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
DDFL1_HUMAN Q8TDY4 ASAP3 Development and differentiation-enhancing factor-like 1 OS=Homo sapiens GN=DDEFL1 PE=1 SV=199138.6 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
NRAP_HUMAN Q86VF7 NRAP Nebulin-related-anchoring protein OS=Homo sapiens GN=NRAP PE=2 SV=2197060.6 3 3 3 0 0 0 0 3 Non-motor actin binding proteinMuscle contraction 0 High Quality
ABI3_HUMAN Q9P2A4 ABI3 (NESH) ABI gene family member 3 OS=Homo sapiens GN=ABI3 PE=1 SV=138957.5 1 1 1 0 0 0 0 1 Signal transduction;Cell cycle control;Cell motilitySignal transduction;Cell cycle control;Cell motility0 One Hit Wonders
CXG1_HUMAN P36383 GJC1 (GJA7) Gap junction gamma-1 protein OS=Homo sapiens GN=GJC1 PE=2 SV=145465.8 1 1 1 0 0 0 0 1 Signal transduction Signal transduction 0 One Hit Wonders
OXDD_HUMAN Q99489 DDO D-aspartate oxidase OS=Homo sapiens GN=DDO PE=2 SV=137516.6 1 1 1 0 0 0 0 1 Amino acid metabolismAmino acid metabolism0 One Hit Wonders
CD37L_HUMAN Q7L3B6 CDC37L1 (CDC37B) (HARC)Hsp90 co-chaperone Cdc37-like 1 OS=Homo sapiens GN=CDC37L1 PE=1 SV=138816.6 1 1 1 0 0 0 0 1 Protein folding;Other signal transduction;Cell cycle control;Cytokinesis;Cell proliferation and differentiation;Cell structureProtein folding;Other signal transduction;Cell cycle control;Cytokinesis;Cell proliferation and differentiation;Cell structure0 One Hit Wonders
UBP47_HUMAN Q96K76 USP47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=2157254 3 3 6 0 0 0 0 6 Cysteine protease Proteolysis;Gametogenesis0 High Quality
RN123_HUMAN Q5XPI4 RNF123 (KPC1) (FP1477)E3 ubiquitin-protein ligase RNF123 OS=Homo sapiens GN=RNF123 PE=1 SV=1148500.7 2 2 4 0 0 0 0 4 Ubiquitin-protein ligaseProteolysis;Other protein metabolism0 High Quality
RHOC_HUMAN P08134 RHOC (ARH9) (ARHC)Rho-related GTP-binding protein RhoC OS=Homo sapiens GN=RHOC PE=1 SV=121988.7 1 1 1 0 0 0 0 1 G-protein mediated signaling;Cell structure and motilityG-protein mediated signaling;Cell structure and motilityAngiogenesis->Rho guanosine triphosphatase;;Axon guidance mediated by Slit/Robo->Ras homologue gene family, member A;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->RhoA GTPase;;Heterotrimeric G-protein signaling pathway-Gq alphOne Hit Wonders
EF2K_HUMAN O00418 EEF2K Elongation factor 2 kinase OS=Homo sapiens GN=EEF2K PE=1 SV=182155.9 1 1 1 0 0 0 0 1 Protein phosphorylation;Translational regulationProtein phosphorylation;Translational regulationOxidative stress response->elongation factor 2 kinase;;p38 MAPK pathway->elongation factor-2 kinase;;;One Hit Wonders
MTHFS_HUMANP49914 MTHFS 5-formyltetrahydrofolate cyclo-ligase OS=Homo sapiens GN=MTHFS PE=1 SV=223238.4 1 1 1 0 0 0 0 1 Other carbon metabolismOther carbon metabolism0 One Hit Wonders
SRP68_HUMAN Q9UHB9 SRP68 Signal recognition particle 68 kDa protein OS=Homo sapiens GN=SRP68 PE=1 SV=270714 2 2 2 0 0 0 0 2 Nucleic acid binding Protein targeting 0 High Quality
IF4E2_HUMAN O60573 EIF4E2 (EIF4EL3)Eukaryotic translation initiation factor 4E type 2 OS=Homo sapiens GN=EIF4E2 PE=1 SV=128344.7 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesisp38 MAPK pathway->eukaryotic initiation factor 4E;;One Hit Wonders
KLHL4_HUMAN Q9C0H6 KLHL4 (KIAA1687)Kelch-like protein 4 OS=Homo sapiens GN=KLHL4 PE=2 SV=280227.1 1 1 1 0 0 0 0 1 Cell structure Cell structure 0 One Hit Wonders
DPYL4_HUMAN O14531 DPYSL4 (CRMP3) (ULIP4)Dihydropyrimidinase-related protein 4 OS=Homo sapiens GN=DPYSL4 PE=1 SV=261859.4 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolismNucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;One Hit Wonders
K1522_HUMAN Q9P206 KIAA1522 Uncharacterized protein KIAA1522 OS=Homo sapiens GN=KIAA1522 PE=1 SV=2107077.1 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TBCC_HUMAN Q15814 TBCC Tubulin-specific chaperone C OS=Homo sapiens GN=TBCC PE=1 SV=139202.3 1 1 1 0 0 0 0 1 Cell structure Cell structure 0 One Hit Wonders
ENY2_HUMAN Q9NPA8 ENY2 (DC6) Enhancer of yellow 2 transcription factor homolog OS=Homo sapiens GN=ENY2 PE=2 SV=111510.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
UBP37_HUMAN Q86T82 USP37 (KIAA1594)Ubiquitin carboxyl-terminal hydrolase 37 OS=Homo sapiens GN=USP37 PE=1 SV=1110086.8 1 1 0 0 0 1 1 Proteolysis Proteolysis 0 One Hit Wonders
DIRA2_HUMAN Q96HU8 DIRAS2 GTP-binding protein Di-Ras2 OS=Homo sapiens GN=DIRAS2 PE=1 SV=122467.2 1 1 1 0 0 0 0 1 Intracellular signaling cascadeIntracellular signaling cascade0 One Hit Wonders
PRP16_HUMAN Q92620 DHX38 (DDX38) (KIAA0224) (PRP16)Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 OS=Homo sapiens GN=DHX38 PE=1 SV=2140487.5 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
CNPY3_HUMAN Q9BT09 CNPY3 (CTG4A) (ERDA5) (TNRC5) (HSPC084) (UNQ1934/PRO4409)Protein canopy homolog 3 OS=Homo sapiens GN=CNPY3 PE=2 SV=130730.7 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
T183B_HUMAN Q1AE95 TMEM183B (C1orf37-dup)Transmembrane protein 183B OS=Homo sapiens GN=TMEM183B PE=2 SV=142921.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MTCH2_HUMANQ9Y6C9 MTCH2 (MIMP) (HSPC032)Mitochondrial carrier homolog 2 OS=Homo sapiens GN=MTCH2 PE=1 SV=133313.6 1 1 2 0 0 0 0 2 Small molecule transportSmall molecule transport0 One Hit Wonders
EFR3B_HUMAN Q9Y2G0 EFR3B (KIAA0953)Protein EFR3 homolog B OS=Homo sapiens GN=EFR3B PE=2 SV=292470.7 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ACBD6_HUMANQ9BR61 ACBD6 Acyl-CoA-binding domain-containing protein 6 OS=Homo sapiens GN=ACBD6 PE=1 SV=131133 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
EXOC7_HUMAN Q9UPT5 EXOC7 (EXO70) (KIAA1067)Exocyst complex component 7 OS=Homo sapiens GN=EXOC7 PE=1 SV=383367.1 1 1 1 0 0 0 0 1 Intracellular protein trafficIntracellular protein traffic0 One Hit Wonders
TRPT1_HUMAN Q86TN4 TRPT1 tRNA 2'-phosphotransferase 1 OS=Homo sapiens GN=TRPT1 PE=2 SV=227725 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CTNB1_HUMANP35222 CTNNB1 (CTNNB) (OK/SW-cl.35) (PRO2286)Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=185479 1 1 2 0 0 0 0 2 Cell adhesion-mediated signalingCell adhesion-mediated signalingAngiogenesis->Beta-catenin;;Alzheimer disease-presenilin pathway->beta-catenin;;Cadherin signaling pathway->Beta-catenin;;p53 pathway feedback loops 2->beta-catenin;;Wnt signaling pathway->Beta-Catenin;;;;;;One Hit Wonders
BFSP1_HUMAN Q12934 BFSP1 Filensin OS=Homo sapiens GN=BFSP1 PE=1 SV=3 74527 1 1 0 2 0 0 2 Vision;Cell proliferation and differentiation;Cell structure;Cell motilityVision;Cell proliferation and differentiation;Cell structure;Cell motility0 One Hit Wonders
ERG7_HUMAN P48449 LSS (OSC) Lanosterol synthase OS=Homo sapiens GN=LSS PE=1 SV=183292 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FAAH2_HUMANQ6GMR7 FAAH2 (AMDD)Fatty-acid amide hydrolase 2 OS=Homo sapiens GN=FAAH2 PE=2 SV=158287 1 1 2 2 1 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 Failed Matchup
TSSC1_HUMAN Q53HC9 TSSC1 Protein TSSC1 OS=Homo sapiens GN=TSSC1 PE=1 SV=243585.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
OLFL1_HUMAN Q6UWY5 OLFML1 (UNQ564/PRO1126)Olfactomedin-like protein 1 OS=Homo sapiens GN=OLFML1 PE=1 SV=145904.1 1 1 1 0 0 0 0 1 Cell surface receptor mediated signal transductionCell surface receptor mediated signal transduction0 One Hit Wonders
PRP39_HUMAN Q86UA1 PRPF39 Pre-mRNA-processing factor 39 OS=Homo sapiens GN=PRPF39 PE=2 SV=273870.5 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PAL4B_HUMAN Q9Y536 PPIAL4B (COAS2); PPIAL4C; PPIAL4DPeptidylprolyl cis-trans isomerase A-like 4B OS=Homo sapiens GN=PPIAL4B PE=2 SV=118164.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ILF2_HUMAN Q12905 ILF2 (NF45) (PRO3063)Interleukin enhancer-binding factor 2 OS=Homo sapiens GN=ILF2 PE=1 SV=243044.7 1 1 1 0 0 0 0 1 Immunity and defense Immunity and defense0 One Hit Wonders
MYG1_HUMAN Q9HB07 C12orf10 UPF0160 protein MYG1 OS=Homo sapiens GN=C12orf10 PE=2 SV=142428 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MILK1_HUMAN Q8N3F8 MICALL1 (KIAA1668) (MIRAB13)MICAL-like protein 1 OS=Homo sapiens GN=MICALL1 PE=1 SV=293424.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RN146_HUMAN Q9NTX7 RNF146 RING finger protein 146 OS=Homo sapiens GN=RNF146 PE=1 SV=138931.5 1 1 6 0 0 0 0 6 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SPTN4_HUMAN Q9H254 SPTBN4 (KIAA1642) (SPTBN3)Spectrin beta chain, brain 3 OS=Homo sapiens GN=SPTBN4 PE=1 SV=2288966.1 1 1 0 0 1 0 1 Cell structure Cell structure 0 One Hit Wonders
CC104_HUMAN Q96G28 CCDC104 (UNQ163/PRO189)Coiled-coil domain-containing protein 104 OS=Homo sapiens GN=CCDC104 PE=1 SV=239429.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MNDA_HUMAN P41218 MNDA Myeloid cell nuclear differentiation antigen OS=Homo sapiens GN=MNDA PE=1 SV=145819 1 1 1 0 0 0 0 1 mRNA transcription regulation;Interferon-mediated immunity;Cell proliferation and differentiationmRNA transcription regulation;Interferon-mediated immunity;Cell proliferation and differentiation0 One Hit Wonders
IGS10_HUMAN Q6WRI0 IGSF10 (CMF608)Immunoglobulin superfamily member 10 OS=Homo sapiens GN=IGSF10 PE=1 SV=1290822.6 1 1 0 0 0 1 1 Cell adhesion-mediated signaling;Cell adhesionCell adhesion-mediated signaling;Cell adhesion0 One Hit Wonders
COBL1_HUMAN Q53SF7 COBLL1 (KIAA0977)Cordon-bleu protein-like 1 OS=Homo sapiens GN=COBLL1 PE=1 SV=2131770.9 2 2 2 0 0 0 0 2 Molecular function unclassifiedNeurogenesis 0 High Quality
I2C1_HUMAN Q9UL18 EIF2C1 Eukaryotic translation initiation factor 2C 1 OS=Homo sapiens GN=EIF2C1 PE=1 SV=397197 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
PSB8_HUMAN P28062 PSMB8 (LMP7) (RING10) (Y2)Proteasome subunit beta type-8 OS=Homo sapiens GN=PSMB8 PE=1 SV=230336.8 1 1 1 0 0 0 0 1 Proteolysis Proteolysis Ubiquitin proteasome pathway->26S proteasome;;One Hit Wonders
FA21B_HUMAN Q5SNT6 FAM21B Protein FAM21B OS=Homo sapiens GN=FAM21B PE=1 SV=2144896.8 3 3 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
PDE2A_HUMAN O00408 PDE2A cGMP-dependent 3',5'-cyclic phosphodiesterase OS=Homo sapiens GN=PDE2A PE=1 SV=1105701.4 1 1 1 0 0 0 0 1 Metabolism of cyclic nucleotides;Signal transductionMetabolism of cyclic nucleotides;Signal transduction0 One Hit Wonders
SAPS3_HUMAN Q5H9R7 SAPS3 (C11orf23) (KIAA1558) (PP6R3) (SAPL)SAPS domain family member 3 OS=Homo sapiens GN=SAPS3 PE=1 SV=297653.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
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AK1BA_HUMANO60218 AKR1B10 (AKR1B11)Aldo-keto reductase family 1 member B10 OS=Homo sapiens GN=AKR1B10 PE=1 SV=136003.4 1 1 1 0 0 0 0 1 Other metabolism Other metabolism 0 One Hit Wonders
DEN1A_HUMANQ8TEH3 DENND1A (FAM31A) (KIAA1608)DENN domain-containing protein 1A OS=Homo sapiens GN=DENND1A PE=1 SV=2110562.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
OSCP1_HUMAN Q8WVF1 OSCP1 (C1orf102) (NOR1)Protein OSCP1 OS=Homo sapiens GN=OSCP1 PE=1 SV=343254.8 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
MYOME_HUMANQ5VU43 PDE4DIP (CMYA2) (KIAA0454) (KIAA0477) (MMGL)Myomegalin OS=Homo sapiens GN=PDE4DIP PE=2 SV=1265063.9 2 2 8 0 0 0 0 8 Molecular function unclassifiedProtein targeting and localization0 High Quality
SMTL2_HUMAN Q2TAL5 SMTNL2 Smoothelin-like protein 2 OS=Homo sapiens GN=SMTNL2 PE=2 SV=150178.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LEG8_HUMAN O00214 LGALS8 Galectin-8 OS=Homo sapiens GN=LGALS8 PE=1 SV=335659.9 1 1 1 0 0 0 0 1 Cell adhesion;Other immune and defense;Induction of apoptosisCell adhesion;Other immune and defense;Induction of apoptosis0 One Hit Wonders
HNRPR_HUMANO43390 HNRNPR (HNRPR)Heterogeneous nuclear ribonucleoprotein R OS=Homo sapiens GN=HNRNPR PE=1 SV=170925.8 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
SYVM_HUMAN Q5ST30 VARS2 (KIAA1885) (VARS2L) (VARSL)Valyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=VARS2 PE=2 SV=1118444.4 1 1 1 0 0 0 0 1 Amino acid activation Amino acid activation0 One Hit Wonders
CNGA3_HUMANQ16281 CNGA3 (CNCG3)Cyclic nucleotide-gated cation channel alpha-3 OS=Homo sapiens GN=CNGA3 PE=1 SV=278823.2 1 1 6 0 0 0 6 Cation transport Cation transportHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->cGMP-gated ion channel;;One Hit Wonders
NUB1_HUMAN Q9Y5A7 NUB1 (NYREN18)NEDD8 ultimate buster 1 OS=Homo sapiens GN=NUB1 PE=1 SV=270522.9 1 1 2 0 0 0 0 2 Cell cycle control Cell cycle control 0 One Hit Wonders
RBFAL_HUMAN Q8N0V3 C18orf22 Putative ribosome-binding factor A, mitochondrial OS=Homo sapiens GN=C18orf22 PE=1 SV=338342.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ANR11_HUMANQ6UB99 ANKRD11 (ANCO1)Ankyrin repeat domain-containing protein 11 OS=Homo sapiens GN=ANKRD11 PE=1 SV=1298058.5 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CV031_HUMAN O95567 C22orf31 Uncharacterized protein C22orf31 OS=Homo sapiens GN=C22orf31 PE=2 SV=132637.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
BBS1_HUMAN Q8NFJ9 BBS1 (BBS2L2)Bardet-Biedl syndrome 1 protein OS=Homo sapiens GN=BBS1 PE=1 SV=165067.3 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
F125B_HUMAN Q9H7P6 FAM125B (C9orf28)Protein FAM125B OS=Homo sapiens GN=FAM125B PE=2 SV=235602.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PDE6A_HUMAN P16499 PDE6A (PDEA)Rod cGMP-specific 3',5'-cyclic phosphodiesterase subunit alpha OS=Homo sapiens GN=PDE6A PE=1 SV=399619.5 1 1 0 0 0 1 1 Metabolism of cyclic nucleotides;Signal transduction;VisionMetabolism of cyclic nucleotides;Signal transduction;VisionHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Phosphodiesterase alpha/beta subunits;;One Hit Wonders
FUK_HUMAN Q8N0W3 FUK L-fucose kinase OS=Homo sapiens GN=FUK PE=2 SV=2117604.4 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
GCYA2_HUMANP33402 GUCY1A2 (GUC1A2) (GUCSA2)Guanylate cyclase soluble subunit alpha-2 OS=Homo sapiens GN=GUCY1A2 PE=1 SV=181734 1 1 3 0 0 0 0 3 Metabolism of cyclic nucleotidesMetabolism of cyclic nucleotides0 One Hit Wonders
KIME_HUMAN Q03426 MVK Mevalonate kinase OS=Homo sapiens GN=MVK PE=1 SV=142433.3 1 1 1 0 0 0 0 1 Cholesterol metabolism;Protein phosphorylationCholesterol metabolism;Protein phosphorylationCholesterol biosynthesis->Mevalonate kinase;;One Hit Wonders
ZEB1_HUMAN P37275 ZEB1 (AREB6) (TCF8)Zinc finger E-box-binding homeobox 1 OS=Homo sapiens GN=ZEB1 PE=1 SV=2124054.3 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
AT1A2_HUMAN P50993 ATP1A2 (KIAA0778)Sodium/potassium-transporting ATPase subunit alpha-2 OS=Homo sapiens GN=ATP1A2 PE=1 SV=1112250.7 1 1 2 1 1 0 0 0 0 2 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 Matchup
KI13B_HUMAN Q9NQT8 KIF13B (GAKIN) (KIAA0639)Kinesin-like protein KIF13B OS=Homo sapiens GN=KIF13B PE=1 SV=1202649.2 1 1 0 0 0 1 1 General vesicle transport;MitosisGeneral vesicle transport;Mitosis0 One Hit Wonders
TRS85_HUMAN Q9Y2L5 KIAA1012 Protein TRS85 homolog OS=Homo sapiens GN=KIAA1012 PE=1 SV=1160925.6 1 1 1 0 0 0 0 1 Transport Transport 0 One Hit Wonders
K1161_HUMAN Q6NSJ0 KIAA1161 Uncharacterized family 31 glucosidase KIAA1161 OS=Homo sapiens GN=KIAA1161 PE=1 SV=281070.6 1 1 0 1 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CBX3_HUMAN Q13185 CBX3 Chromobox protein homolog 3 OS=Homo sapiens GN=CBX3 PE=1 SV=420794 1 1 1 0 0 0 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
EXC6B_HUMAN Q9Y2D4 EXOC6B (KIAA0919) (SEC15B) (SEC15L2)Exocyst complex component 6B OS=Homo sapiens GN=EXOC6B PE=2 SV=278219 1 1 3 0 0 0 0 3 Exocytosis;Transport Exocytosis;Transport 0 One Hit Wonders
NRCAM_HUMANQ92823 NRCAM (KIAA0343)Neuronal cell adhesion molecule OS=Homo sapiens GN=NRCAM PE=1 SV=2143877.4 2 2 2 0 0 0 0 2 CAM family adhesion moleculeCell adhesion-mediated signaling;Cell adhesion;Neurogenesis0 High Quality
K0564_HUMAN A3KMH1 KIAA0564 Uncharacterized protein KIAA0564 OS=Homo sapiens GN=KIAA0564 PE=2 SV=2214811.8 4 4 5 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
CAPS1_HUMAN Q9ULU8 CADPS (CAPS) (CAPS1) (KIAA1121)Calcium-dependent secretion activator 1 OS=Homo sapiens GN=CADPS PE=1 SV=3152770.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PLXA1_HUMAN Q9UIW2 PLXNA1 (NOV) (PLXN1)Plexin-A1 OS=Homo sapiens GN=PLXNA1 PE=1 SV=2211071.9 2 2 2 0 0 0 0 2 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;NeurogenesisAxon guidance mediated by semaphorins->Plexin A1;;High Quality
SNX4_HUMAN O95219 SNX4 Sorting nexin-4 OS=Homo sapiens GN=SNX4 PE=2 SV=151891.8 1 1 2 1 1 0 0 0 0 2 Membrane traffic regulatory protein;Other membrane traffic proteinIntracellular protein traffic0 Matchup
FBLN4_HUMAN O95967 EFEMP2 (FBLN4) (UNQ200/PRO226)EGF-containing fibulin-like extracellular matrix protein 2 OS=Homo sapiens GN=EFEMP2 PE=1 SV=349386.1 1 1 1 0 0 0 0 1 Cell communication;Vision;Skeletal developmentCell communication;Vision;Skeletal development0 One Hit Wonders
U2AF1_HUMAN Q01081 U2AF1 (U2AF35) (U2AFBP)Splicing factor U2AF 35 kDa subunit OS=Homo sapiens GN=U2AF1 PE=1 SV=327854.2 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicingmRNA splicing->U2AF65;;mRNA splicing->U2AF35;;;One Hit Wonders
TINAL_HUMAN Q9GZM7 TINAGL1 (GIS5) (LCN7) (OLRG2) (TINAGL) (PP6614) (PSEC0088) (UNQ204/PRO230)Tubulointerstitial nephritis antigen-like OS=Homo sapiens GN=TINAGL1 PE=1 SV=152369 1 1 1 0 0 0 0 1 Cell adhesion Cell adhesion 0 One Hit Wonders
PXDN_HUMAN Q92626 PXDN (KIAA0230) (MG50) (PRG2) (VPO) (VPO1)Peroxidasin homolog OS=Homo sapiens GN=PXDN PE=1 SV=2165257.7 1 1 2 0 0 0 0 2 Antioxidation and free radical removal;Other metabolismAntioxidation and free radical removal;Other metabolism0 One Hit Wonders
K1609_HUMAN Q6P9B6 KIAA1609 TLD domain-containing protein KIAA1609 OS=Homo sapiens GN=KIAA1609 PE=2 SV=151014.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GSH0_HUMAN P48507 GCLM (GLCLR)Glutamate--cysteine ligase regulatory subunit OS=Homo sapiens GN=GCLM PE=1 SV=130709.3 1 1 1 0 0 0 0 1 Protein biosynthesis;Sulfur redox metabolismProtein biosynthesis;Sulfur redox metabolism0 One Hit Wonders
DIP2A_HUMAN Q14689 DIP2A (C21orf106) (DIP2) (KIAA0184)Disco-interacting protein 2 homolog A OS=Homo sapiens GN=DIP2A PE=2 SV=2170350.6 1 1 1 0 0 0 0 1 Neurogenesis Neurogenesis 0 One Hit Wonders
RL17_HUMAN P18621 RPL17 60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=321379.4 1 1 1 0 0 0 0 1 Translational regulationTranslational regulation0 One Hit Wonders
ERG19_HUMAN P53602 MVD (MPD) Diphosphomevalonate decarboxylase OS=Homo sapiens GN=MVD PE=1 SV=143386.7 1 1 2 0 0 0 0 2 Cholesterol metabolismCholesterol metabolismCholesterol biosynthesis->Diphosphomevalonate decarboxylase;;One Hit Wonders
TBE_HUMAN Q9UJT0 TUBE1 (TUBE)Tubulin epsilon chain OS=Homo sapiens GN=TUBE1 PE=2 SV=152914.8 1 1 1 0 0 0 0 1 Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityIntracellular protein traffic;Chromosome segregation;Cell structure;Cell motility0 One Hit Wonders
ENPP1_HUMAN P22413 ENPP1 (M6S1) (NPPS) (PC1) (PDNP1)Ectonucleotide pyrophosphatase/phosphodiesterase family member 1 OS=Homo sapiens GN=ENPP1 PE=1 SV=2104909.2 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DHB12_HUMANQ53GQ0 HSD17B12 Estradiol 17-beta-dehydrogenase 12 OS=Homo sapiens GN=HSD17B12 PE=1 SV=234307.4 1 1 1 0 0 0 0 1 Steroid metabolism Steroid metabolismAndrogen/estrogene/progesterone biosynthesis->Estradiol 17beta-dehydrogenase;;One Hit Wonders
COG2_HUMAN Q14746 COG2 (LDLC) Conserved oligomeric Golgi complex subunit 2 OS=Homo sapiens GN=COG2 PE=1 SV=183192.1 1 1 0 1 0 0 1 Exocytosis;General vesicle transport;TransportExocytosis;General vesicle transport;Transport0 One Hit Wonders
EFHD1_HUMAN Q9BUP0 EFHD1 (SWS2) (PP3051)EF-hand domain-containing protein D1 OS=Homo sapiens GN=EFHD1 PE=1 SV=126911.2 1 1 1 0 0 0 0 1 Muscle development Muscle development 0 One Hit Wonders
NGEF_HUMAN Q8N5V2 NGEF Ephexin-1 OS=Homo sapiens GN=NGEF PE=2 SV=2 82480.9 1 1 0 1 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DNAL1_HUMANQ4LDG9 DNAL1 (C14orf168)Dynein light chain 1, axonemal OS=Homo sapiens GN=DNAL1 PE=1 SV=121516.4 1 1 1 0 0 0 0 1 Cell motility Cell motility 0 One Hit Wonders
ITPK1_HUMAN Q13572 ITPK1 Inositol-tetrakisphosphate 1-kinase OS=Homo sapiens GN=ITPK1 PE=1 SV=245603.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NAL12_HUMAN P59046 NLRP12 (NALP12) (PYPAF7) (RNO)NACHT, LRR and PYD domains-containing protein 12 OS=Homo sapiens GN=NLRP12 PE=2 SV=2120159.5 1 1 1 0 0 0 0 1 Induction of apoptosis Induction of apoptosis0 One Hit Wonders
NUMA1_HUMANQ14980 NUMA1 (NUMA)Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2238241.6 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CCPG1_HUMANQ9ULG6 CCPG1 (CCP8) (CPR8) (KIAA1254)Cell cycle progression protein 1 OS=Homo sapiens GN=CCPG1 PE=1 SV=387323.9 1 1 0 1 0 0 1 Embryogenesis Embryogenesis 0 One Hit Wonders
CFDP1_HUMAN Q9UEE9 CFDP1 (BCNT)Craniofacial development protein 1 OS=Homo sapiens GN=CFDP1 PE=1 SV=133575.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
UBP33_HUMAN Q8TEY7 USP33 (KIAA1097) (VDU1)Ubiquitin carboxyl-terminal hydrolase 33 OS=Homo sapiens GN=USP33 PE=1 SV=2106710.2 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
POPD1_HUMANQ8NE79 BVES (POP1) (POPDC1)Blood vessel epicardial substance OS=Homo sapiens GN=BVES PE=2 SV=141434.8 1 1 1 0 0 0 0 1 Heart development Heart development 0 One Hit Wonders
SC24B_HUMAN O95487 SEC24B Protein transport protein Sec24B OS=Homo sapiens GN=SEC24B PE=1 SV=1137773.1 1 1 2 2 1 0 0 0 0 3 Vesicle coat protein General vesicle transport;Transport0 Matchup
RTTN_HUMAN Q86VV8 RTTN Rotatin OS=Homo sapiens GN=RTTN PE=2 SV=2 248559.3 1 1 2 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
1B07_HUMAN P01889 HLA-B (HLAB) HLA class I histocompatibility antigen, B-7 alpha chain OS=Homo sapiens GN=HLA-B PE=1 SV=340566.2 1 1 1 0 0 0 0 1 MHCI-mediated immunityMHCI-mediated immunity0 One Hit Wonders
DYH9_HUMAN Q9NYC9 DNAH9 (DNAH17L) (DNAL1) (KIAA0357)Dynein heavy chain 9, axonemal OS=Homo sapiens GN=DNAH9 PE=1 SV=2511888.5 1 1 7 0 0 0 7 Spermatogenesis and motility;Cell motilitySpermatogenesis and motility;Cell motilityHuntington disease->Dynein complex;;One Hit Wonders
CORO7_HUMANP57737 CORO7 Coronin-7 OS=Homo sapiens GN=CORO7 PE=1 SV=1100557.6 1 1 2 1 1 0 0 0 0 2 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 Matchup
VP37A_HUMAN Q8NEZ2 VPS37A (HCRP1)Vacuolar protein sorting-associated protein 37A OS=Homo sapiens GN=VPS37A PE=1 SV=144297.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NCOAT_HUMANO60502 MGEA5 (HEXC) (KIAA0679) (MEA5)Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2102899.5 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
ANK2_HUMAN Q01484 ANK2 Ankyrin-2 OS=Homo sapiens GN=ANK2 PE=1 SV=2 430319 5 5 5 0 0 0 0 5 Cytoskeletal protein Cell structure 0 High Quality
DDX58_HUMAN O95786 DDX58 Probable ATP-dependent RNA helicase DDX58 OS=Homo sapiens GN=DDX58 PE=1 SV=2106586 1 1 0 0 1 0 1 Nucleoside, nucleotide and nucleic acid metabolism;ApoptosisNucleoside, nucleotide and nucleic acid metabolism;Apoptosis0 One Hit Wonders
ACINU_HUMAN Q9UKV3 ACIN1 (ACINUS) (KIAA0670)Apoptotic chromatin condensation inducer in the nucleus OS=Homo sapiens GN=ACIN1 PE=1 SV=1151869.9 1 1 4 0 0 0 0 4 Apoptosis Apoptosis 0 One Hit Wonders
XPO7_HUMAN Q9UIA9 XPO7 (KIAA0745) (RANBP16)Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3 123894.8 2 2 2 0 0 0 0 2 Other transfer/carrier proteinOther intracellular protein traffic0 High Quality
WIPI1_HUMAN Q5MNZ9 WIPI1 (WIPI49)WD repeat domain phosphoinositide-interacting protein 1 OS=Homo sapiens GN=WIPI1 PE=1 SV=348656 1 1 1 0 0 0 0 1 Protein complex assemblyProtein complex assembly0 One Hit Wonders
UBR4_HUMAN Q5T4S7 UBR4 (KIAA0462) (KIAA1307) (RBAF600) (ZUBR1)E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1573824.5 1 1 2 3 1 0 0 0 0 4 Other miscellaneous function proteinProteolysis 0 Matchup
A2AP_HUMAN P08697 SERPINF2 (AAP) (PLI)Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=354548.6 1 1 1 0 0 0 0 1 Proteolysis Proteolysis Blood coagulation->alpha2-antiplasmin;;Plasminogen activating cascade->alpha2 antiplasmin;;;One Hit Wonders
FBXL8_HUMAN Q96CD0 FBXL8 (FBL8) F-box/LRR-repeat protein 8 OS=Homo sapiens GN=FBXL8 PE=2 SV=140498.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
BRAF1_HUMAN P15056 BRAF (BRAF1) (RAFB1)B-Raf proto-oncogene serine/threonine-protein kinase OS=Homo sapiens GN=BRAF PE=1 SV=484420.9 1 1 1 0 0 0 1 MAPKKK cascade;Apoptosis;Cell proliferation and differentiation;OncogeneMAPKKK cascade;Apoptosis;Cell proliferation and differentiation;OncogeneRas Pathway->Raf;;T cell activation->Raf;;Integrin signalling pathway->Raf;;Angiogenesis->Raf Oncogene;;PDGF signaling pathway->MURINE LEUKEMIA VIRAL ONCOGENE HOMOLOG 1;;Interleukin signaling pathway->Raf;;B cell activation->Raf;;EGF receptor signaling paOne Hit Wonders
AAMP_HUMAN Q13685 AAMP Angio-associated migratory cell protein OS=Homo sapiens GN=AAMP PE=1 SV=246731.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CPSF7_HUMAN Q8N684 CPSF7 Cleavage and polyadenylation specificity factor subunit 7 OS=Homo sapiens GN=CPSF7 PE=1 SV=152032.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
FA49A_HUMAN Q9H0Q0 FAM49A Protein FAM49A OS=Homo sapiens GN=FAM49A PE=1 SV=137295.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GUF1_HUMAN Q8N442 GUF1 GTP-binding protein GUF1 homolog OS=Homo sapiens GN=GUF1 PE=1 SV=174311.7 1 1 1 0 0 0 0 1 Protein biosynthesis;Signal transductionProtein biosynthesis;Signal transduction0 One Hit Wonders
ALKB4_HUMAN Q9NXW9 ALKBH4 Alkylated DNA repair protein alkB homolog 4 OS=Homo sapiens GN=ALKBH4 PE=2 SV=133820 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
T2FA_HUMAN P35269 GTF2F1 (RAP74)General transcription factor IIF subunit 1 OS=Homo sapiens GN=GTF2F1 PE=1 SV=258223.9 1 1 1 0 0 0 0 1 mRNA transcription initiation;mRNA transcription elongationmRNA transcription initiation;mRNA transcription elongationGeneral transcription regulation->General Transcription factor IIF, polypeptide 1, 74-KD;;Transcription regulation by bZIP transcription factor->General transcription factor IIF, polypeptide 1, 74-KD;;;One Hit Wonders
CB016_HUMAN Q68DN1 C2orf16 Uncharacterized protein C2orf16 OS=Homo sapiens GN=C2orf16 PE=1 SV=2224288.4 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
WNT11_HUMANO96014 WNT11 Protein Wnt-11 OS=Homo sapiens GN=WNT11 PE=2 SV=239160.7 1 1 1 0 0 0 0 1 Cell communication;Developmental processesCell communication;Developmental processesCadherin signaling pathway->Wingless-type MMTV integration site family member;;Alzheimer disease-presenilin pathway->Wingless-type protein;;Wnt signaling pathway->Wingless-type MMTV integration site family member;;;;One Hit Wonders
FA98C_HUMAN Q17RN3 FAM98C Protein FAM98C OS=Homo sapiens GN=FAM98C PE=2 SV=137311.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FA83B_HUMAN Q5T0W9 FAM83B (C6orf143)Protein FAM83B OS=Homo sapiens GN=FAM83B PE=2 SV=1114783.6 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
BRE_HUMAN Q9NXR7 BRE (BRCC45) Protein BRE OS=Homo sapiens GN=BRE PE=1 SV=1 46957.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
EXOS7_HUMAN Q15024 EXOSC7 (KIAA0116) (RRP42)Exosome complex exonuclease RRP42 OS=Homo sapiens GN=EXOSC7 PE=1 SV=231817 1 1 1 0 0 0 0 1 rRNA metabolism rRNA metabolism 0 One Hit Wonders
CSPP1_HUMAN Q1MSJ5 CSPP1 (CSPP) Centrosome and spindle pole-associated protein 1 OS=Homo sapiens GN=CSPP1 PE=1 SV=2141737.2 1 1 1 0 0 0 0 1 Mitosis Mitosis 0 One Hit Wonders
CF183_HUMAN Q5T699 C6orf183 Putative uncharacterized protein C6orf183 OS=Homo sapiens GN=C6orf183 PE=4 SV=245692 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
PDLI2_HUMAN Q96JY6 PDLIM2 (PP6345)PDZ and LIM domain protein 2 OS=Homo sapiens GN=PDLIM2 PE=1 SV=137441.7 1 1 1 0 0 0 0 1 Cell structure;Cell motilityCell structure;Cell motility0 One Hit Wonders
CAC1G_HUMANO43497 CACNA1G (KIAA1123)Voltage-dependent T-type calcium channel subunit alpha-1G OS=Homo sapiens GN=CACNA1G PE=2 SV=3262459.6 1 1 1 0 0 0 0 1 Cation transport;Neurotransmitter release;Muscle contractionCation transport;Neurotransmitter release;Muscle contractionEndogenous_cannabinoid_signaling->Voltage-dependent Ca channel;;GABA-B_receptor_II_signaling->Voltage-dependent Ca channel;;;One Hit Wonders
DNJC3_HUMAN Q13217 DNAJC3 (P58IPK) (PRKRI)DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=157564.2 1 1 2 1 1 0 0 0 0 2 Other chaperones;Kinase inhibitorProtein folding 0 Matchup
CE044_HUMAN A5PLN9 C5orf44 UPF0533 protein C5orf44 OS=Homo sapiens GN=C5orf44 PE=2 SV=246506.1 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
RT30_HUMAN Q9NP92 MRPS30 (PDCD9) (BM-047)28S ribosomal protein S30, mitochondrial OS=Homo sapiens GN=MRPS30 PE=1 SV=250347.8 1 1 1 0 0 0 0 1 Protein biosynthesis;Apoptosis;Other metabolismProtein biosynthesis;Apoptosis;Other metabolism0 One Hit Wonders
GOGA4_HUMANQ13439 GOLGA4 Golgin subfamily A member 4 OS=Homo sapiens GN=GOLGA4 PE=1 SV=1261126 1 1 2 1 1 0 0 0 0 2 Other transfer/carrier protein;Membrane traffic regulatory proteinBiological process unclassified0 Matchup
CKAP5_HUMAN Q14008 CKAP5 (KIAA0097)Cytoskeleton-associated protein 5 OS=Homo sapiens GN=CKAP5 PE=1 SV=2225497.8 1 1 1 0 0 0 0 1 Cell cycle;Cell structure Cell cycle;Cell structure0 One Hit Wonders
STAU2_HUMAN Q9NUL3 STAU2 Double-stranded RNA-binding protein Staufen homolog 2 OS=Homo sapiens GN=STAU2 PE=1 SV=162623.9 1 1 2 1 1 0 0 0 0 2 Other RNA-binding proteinRNA localization;Translational regulation;Developmental processes0 Matchup
PCYXL_HUMAN Q8NBM8 PCYOX1L (PSEC0105)Prenylcysteine oxidase-like OS=Homo sapiens GN=PCYOX1L PE=1 SV=154654.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CA113_HUMAN A4FU49 C1orf113 SH3 domain-containing protein C1orf113 OS=Homo sapiens GN=C1orf113 PE=1 SV=270501.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SYNJ1_HUMAN O43426 SYNJ1 (KIAA0910)Synaptojanin-1 OS=Homo sapiens GN=SYNJ1 PE=1 SV=1173332.1 1 1 1 0 0 0 0 1 Phospholipid metabolism;Other intracellular protein trafficPhospholipid metabolism;Other intracellular protein trafficHuntington disease->Synaptojanin;;One Hit Wonders
MABP1_HUMANO60336 MAPKBP1 (JNKBP1) (KIAA0596)Mitogen-activated protein kinase-binding protein 1 OS=Homo sapiens GN=MAPKBP1 PE=2 SV=3163741.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DYH10_HUMAN Q8IVF4 DNAH10 (KIAA2017)Dynein heavy chain 10, axonemal OS=Homo sapiens GN=DNAH10 PE=2 SV=3514798.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DIP2B_HUMAN Q9P265 DIP2B (KIAA1463)Disco-interacting protein 2 homolog B OS=Homo sapiens GN=DIP2B PE=1 SV=3171473 1 1 1 0 0 0 0 1 Neurogenesis Neurogenesis 0 One Hit Wonders
PLD3_HUMAN Q8IV08 PLD3 Phospholipase D3 OS=Homo sapiens GN=PLD3 PE=1 SV=154688 1 1 1 0 0 0 0 1 Lipid metabolism Lipid metabolism 0 One Hit Wonders
WDR82_HUMANQ6UXN9 WDR82 (WDR82A) (UNQ9342/PRO34047)WD repeat-containing protein 82 OS=Homo sapiens GN=WDR82 PE=1 SV=135062.4 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SYCP1_HUMAN Q15431 SYCP1 (SCP1) Synaptonemal complex protein 1 OS=Homo sapiens GN=SYCP1 PE=1 SV=1114056 1 1 1 0 0 0 0 1 Chromatin packaging and remodeling;Developmental processes;Cytokinesis;Cell proliferation and differentiationChromatin packaging and remodeling;Developmental processes;Cytokinesis;Cell proliferation and differentiation0 One Hit Wonders
AFG32_HUMAN Q9Y4W6 AFG3L2 AFG3-like protein 2 OS=Homo sapiens GN=AFG3L2 PE=1 SV=288568.7 1 1 1 0 0 0 0 1 Proteolysis;Protein complex assembly;Mitochondrial transportProteolysis;Protein complex assembly;Mitochondrial transport0 One Hit Wonders
ELP4_HUMAN Q96EB1 ELP4 (C11orf19) (PAXNEB)Elongator complex protein 4 OS=Homo sapiens GN=ELP4 PE=1 SV=246571.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
EPIPL_HUMAN P58107 EPPK1 (EPIPL) Epiplakin OS=Homo sapiens GN=EPPK1 PE=1 SV=1 553070.7 1 1 1 0 0 0 1 Cell structure Cell structure 0 One Hit Wonders
FA98B_HUMAN Q52LJ0 FAM98B Protein FAM98B OS=Homo sapiens GN=FAM98B PE=1 SV=137174.5 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
CBPB2_HUMAN Q96IY4 CPB2 Carboxypeptidase B2 OS=Homo sapiens GN=CPB2 PE=1 SV=148394.6 1 1 1 0 0 0 0 1 Proteolysis Proteolysis Plasminogen activating cascade->thrombin activatable fibrinolysis inhibitor;;One Hit Wonders
IFIT2_HUMAN P09913 IFIT2 (G10P2) (IFI54)Interferon-induced protein with tetratricopeptide repeats 2 OS=Homo sapiens GN=IFIT2 PE=1 SV=154615.8 1 1 3 0 0 0 0 3 Interferon-mediated immunityInterferon-mediated immunity0 One Hit Wonders
P_HUMAN Q04671 OCA2 (D15S12) (P)P protein OS=Homo sapiens GN=OCA2 PE=1 SV=2 92834 1 1 0 2 0 0 2 Other transport Other transport 0 One Hit Wonders
RALB_HUMAN P11234 RALB Ras-related protein Ral-B OS=Homo sapiens GN=RALB PE=1 SV=123390.9 1 1 1 0 0 0 0 1 Signal transduction;Embryogenesis;Cell motilitySignal transduction;Embryogenesis;Cell motilityRas Pathway->Ral;;One Hit Wonders
SL9A3_HUMAN P48764 SLC9A3 (NHE3)Sodium/hydrogen exchanger 3 OS=Homo sapiens GN=SLC9A3 PE=2 SV=192891.7 1 1 0 1 0 0 1 Cation transport;HomeostasisCation transport;Homeostasis0 One Hit Wonders
E2AK4_HUMAN Q9P2K8 EIF2AK4 (GCN2) (KIAA1338)Eukaryotic translation initiation factor 2-alpha kinase 4 OS=Homo sapiens GN=EIF2AK4 PE=1 SV=2186824.6 1 1 4 0 0 0 4 Protein biosynthesis;Protein phosphorylation;Translational regulationProtein biosynthesis;Protein phosphorylation;Translational regulation0 One Hit Wonders
OTC_HUMAN P00480 OTC Ornithine carbamoyltransferase, mitochondrial OS=Homo sapiens GN=OTC PE=1 SV=339919 1 1 1 0 0 0 0 1 Amino acid biosynthesis;Nitrogen metabolismAmino acid biosynthesis;Nitrogen metabolismArginine biosynthesis->Ornithine carbamoyl transferase;;One Hit Wonders
KPB2_HUMAN P46019 PHKA2 (PHKLA) (PYK)Phosphorylase b kinase regulatory subunit alpha, liver isoform OS=Homo sapiens GN=PHKA2 PE=1 SV=1138393 1 1 1 0 0 0 0 1 Glycogen metabolism Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;One Hit Wonders
LRCC1_HUMAN Q9C099 LRRCC1 (CLERC) (KIAA1764)Leucine-rich repeat and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=LRRCC1 PE=2 SV=2119582.6 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NARFL_HUMAN Q9H6Q4 NARFL (PRN) Nuclear prelamin A recognition factor-like protein OS=Homo sapiens GN=NARFL PE=1 SV=153002 1 1 1 0 0 0 0 1 Other pathways of electron transportOther pathways of electron transport0 One Hit Wonders
SVIL_HUMAN O95425 SVIL Supervillin OS=Homo sapiens GN=SVIL PE=1 SV=1 247689.2 1 1 2 0 0 0 0 2 Cell structure Cell structure 0 One Hit Wonders
RHG07_HUMANQ96QB1 DLC1 (ARHGAP7) (KIAA1723) (STARD12)Rho GTPase-activating protein 7 OS=Homo sapiens GN=DLC1 PE=1 SV=2122811.7 2 2 2 0 0 0 0 2 Molecular function unclassifiedTumor suppressor 0 High Quality
RILP_HUMAN Q96NA2 RILP (PP10141)Rab-interacting lysosomal protein OS=Homo sapiens GN=RILP PE=1 SV=144182.7 1 1 2 0 0 0 0 2 Spermatogenesis and motilitySpermatogenesis and motility0 One Hit Wonders
RBM23_HUMANQ86U06 RBM23 (RNPC4) (PP239)Probable RNA-binding protein 23 OS=Homo sapiens GN=RBM23 PE=1 SV=159363.4 1 1 1 0 0 0 0 1 mRNA splicing mRNA splicing 0 One Hit Wonders
IP6K2_HUMAN Q9UHH9 IP6K2 (IHPK2) (TCCCIA00113)Inositol hexakisphosphate kinase 2 OS=Homo sapiens GN=IHPK2 PE=2 SV=249167.9 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
COT1_HUMAN P10589 NR2F1 (EAR3) (ERBAL3) (TFCOUP1)COUP transcription factor 1 OS=Homo sapiens GN=NR2F1 PE=1 SV=145552.8 1 1 1 0 0 0 0 1 mRNA transcription regulation;Signal transductionmRNA transcription regulation;Signal transduction0 One Hit Wonders
BA2D1_HUMANQ9Y520 BAT2D1 (KIAA1096) (XTP2)BAT2 domain-containing protein 1 OS=Homo sapiens GN=BAT2D1 PE=1 SV=2317017.7 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid metabolism;Other metabolismNucleoside, nucleotide and nucleic acid metabolism;Other metabolism0 One Hit Wonders
W19L1_HUMANA6NIY4 SPDYE5 Putative WBSCR19-like protein 1 OS=Homo sapiens PE=5 SV=240664.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
NSUN2_HUMANQ08J23 NSUN2 (SAKI) (TRM4)tRNA (cytosine-5-)-methyltransferase NSUN2 OS=Homo sapiens GN=NSUN2 PE=1 SV=286454.8 2 2 2 0 0 0 0 2 Nucleic acid binding;MethyltransferaserRNA metabolism 0 High Quality
GSDMD_HUMANP57764 GSDMD (DFNA5L) (GSDMDC1) (FKSG10)Gasdermin-D OS=Homo sapiens GN=GSDMD PE=1 SV=152782.9 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
MYT1_HUMAN Q01538 MYT1 (KIAA0835) (KIAA1050) (MTF1) (MYTI) (PLPB1)Myelin transcription factor 1 OS=Homo sapiens GN=MYT1 PE=1 SV=2122312 1 1 0 0 0 1 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
BUB3_HUMAN O43684 BUB3 Mitotic checkpoint protein BUB3 OS=Homo sapiens GN=BUB3 PE=1 SV=137136.7 1 1 1 0 0 0 0 1 Chromosome segregationChromosome segregation0 One Hit Wonders
RCBT1_HUMAN Q8NDN9 RCBTB1 (CLLD7) (E4.5)RCC1 and BTB domain-containing protein 1 OS=Homo sapiens GN=RCBTB1 PE=2 SV=158233.6 1 1 1 0 0 0 0 1 Chromosome segregationChromosome segregation0 One Hit Wonders
WDR64_HUMANB1ANS9 WDR64 WD repeat-containing protein 64 OS=Homo sapiens GN=WDR64 PE=2 SV=1123616.9 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DNJB5_HUMAN O75953 DNAJB5 (HSC40)DnaJ homolog subfamily B member 5 OS=Homo sapiens GN=DNAJB5 PE=2 SV=139117.1 1 1 1 0 0 0 0 1 Protein folding Protein folding 0 One Hit Wonders
5NT1A_HUMANQ9BXI3 NT5C1A Cytosolic 5'-nucleotidase 1A OS=Homo sapiens GN=NT5C1A PE=2 SV=141003.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
STX5_HUMAN Q13190 STX5 (STX5A) Syntaxin-5 OS=Homo sapiens GN=STX5 PE=2 SV=2 39655.5 1 1 1 0 0 0 0 1 Intracellular protein trafficIntracellular protein traffic0 One Hit Wonders
CASP1_HUMAN P29466 CASP1 (IL1BC) (IL1BCE)Caspase-1 OS=Homo sapiens GN=CASP1 PE=1 SV=1 45141.5 1 1 1 0 0 0 0 1 Proteolysis;Apoptosis Proteolysis;Apoptosis0 One Hit Wonders
LDH6A_HUMAN Q6ZMR3 LDHAL6A (LDHL2)L-lactate dehydrogenase A-like 6A OS=Homo sapiens GN=LDHAL6A PE=2 SV=136490.4 1 1 1 0 0 0 0 1 Glycolysis Glycolysis 0 One Hit Wonders
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LRP1_HUMAN Q07954 LRP1 (A2MR) (APR)Prolow-density lipoprotein receptor-related protein 1 OS=Homo sapiens GN=LRP1 PE=1 SV=1504542.8 1 1 1 0 0 0 0 1 Oogenesis Oogenesis Alzheimer disease-presenilin pathway->LRP C-terminal fragment;;Alzheimer disease-presenilin pathway->LRP N-terminal fragment;;Alzheimer disease-presenilin pathway->Low-density lipoprotein receptor-related protein;;Alzheimer disease-presenilin pathway->LRPOne Hit Wonders
ASB6_HUMAN Q9NWX5 ASB6 Ankyrin repeat and SOCS box protein 6 OS=Homo sapiens GN=ASB6 PE=1 SV=1103765.7 1 1 12 0 0 0 0 12 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FUCO_HUMAN P04066 FUCA1 (Nbla10230)Tissue alpha-L-fucosidase OS=Homo sapiens GN=FUCA1 PE=1 SV=453671.9 1 1 1 0 0 0 0 1 Monosaccharide metabolism;Protein glycosylationMonosaccharide metabolism;Protein glycosylation0 One Hit Wonders
ESYT1_HUMAN Q9BSJ8 FAM62A (ESYT1) (KIAA0747) (MBC2)Extended-synaptotagmin-1 OS=Homo sapiens GN=FAM62A PE=1 SV=1122841.1 2 2 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
TF65_HUMAN Q04206 RELA (NFKB3) Transcription factor p65 OS=Homo sapiens GN=RELA PE=1 SV=260202.1 1 1 1 0 0 0 0 1 mRNA transcription;NF-kappaB cascade;Immunity and defense;Inhibition of apoptosis;Developmental processes;Cell cycle control;Cell proliferation and differentiationmRNA transcription;NF-kappaB cascade;Immunity and defense;Inhibition of apoptosis;Developmental processes;Cell cycle control;Cell proliferation and differentiationToll receptor signaling pathway->NF-kappaB;;Inflammation mediated by chemokine and cytokine signaling pathway->Nuclear factor kappa-B;;Apoptosis signaling pathway->Nuclear factor kappa-B;;;;One Hit Wonders
RM28_HUMAN Q13084 MRPL28 (MAAT1)39S ribosomal protein L28, mitochondrial OS=Homo sapiens GN=MRPL28 PE=2 SV=430140.1 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
RCBT2_HUMAN O95199 RCBTB2 (CHC1L) (RLG)RCC1 and BTB domain-containing protein 2 OS=Homo sapiens GN=RCBTB2 PE=2 SV=160296.4 1 1 1 0 0 0 0 1 Chromosome segregationChromosome segregation0 One Hit Wonders
SPKAP_HUMAN Q2M3C7 SPHKAP (KIAA1678) (SKIP)A-kinase anchor protein SPHKAP OS=Homo sapiens GN=SPHKAP PE=1 SV=1186438.6 2 2 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CK5P3_HUMAN Q96JB5 CDK5RAP3 (IC53) (MSTP016) (OK/SW-cl.114) (PP1553)CDK5 regulatory subunit-associated protein 3 OS=Homo sapiens GN=CDK5RAP3 PE=1 SV=256903.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RAB6A_HUMANP20340 RAB6A (RAB6)Ras-related protein Rab-6A OS=Homo sapiens GN=RAB6A PE=1 SV=323575.3 1 1 1 0 0 0 0 1 Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportIntracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 One Hit Wonders
PGH1_HUMAN P23219 PTGS1 (COX1) Prostaglandin G/H synthase 1 OS=Homo sapiens GN=PTGS1 PE=1 SV=168640.5 1 1 1 0 0 0 0 1 Immunity and defense;Cell proliferation and differentiationImmunity and defense;Cell proliferation and differentiationInflammation mediated by chemokine and cytokine signaling pathway->Cyclooxygenase;;One Hit Wonders
CATC_HUMAN P53634 CTSC (CPPI) Dipeptidyl-peptidase 1 OS=Homo sapiens GN=CTSC PE=1 SV=151824.2 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
UBP7_HUMAN Q93009 USP7 (HAUSP)Ubiquitin carboxyl-terminal hydrolase 7 OS=Homo sapiens GN=USP7 PE=1 SV=1128256.9 1 1 0 0 0 1 1 Proteolysis Proteolysis 0 One Hit Wonders
KC1AL_HUMAN Q8N752 CSNK1A1L Casein kinase I isoform alpha-like OS=Homo sapiens GN=CSNK1A1L PE=2 SV=239,069    1 1 1 0 0 0 0 1 DNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureDNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureWnt signaling pathway->Casein Kinase 1;;Circadian clock system->Casine kinase I;;Hedgehog signaling pathway->Casine kinase I ;;Parkinson disease->Casein kinase I;;;;;One Hit Wonders
CHMP7_HUMANQ8WUX9 CHMP7 Charged multivesicular body protein 7 OS=Homo sapiens GN=CHMP7 PE=1 SV=150893.5 1 1 1 0 0 0 0 1 Intracellular protein trafficIntracellular protein traffic0 One Hit Wonders
PTRFL_HUMAN Q5BKX8 MURC PTRF/SDPR family protein OS=Homo sapiens PE=2 SV=241881.6 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
WDFY1_HUMANQ8IWB7 WDFY1 (KIAA1435) (WDF1) (ZFYVE17)WD repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=WDFY1 PE=1 SV=146305.5 1 1 1 0 0 0 0 1 Endocytosis Endocytosis 0 One Hit Wonders
ZSC18_HUMAN Q8TBC5 ZSCAN18 (ZNF447)Zinc finger and SCAN domain-containing protein 18 OS=Homo sapiens GN=ZSCAN18 PE=2 SV=254786 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
TSP2_HUMAN P35442 THBS2 (TSP2) Thrombospondin-2 OS=Homo sapiens GN=THBS2 PE=1 SV=1129934.9 1 1 0 0 1 0 1 Blood clotting;Other developmental processBlood clotting;Other developmental process0 One Hit Wonders
U5S1_HUMAN Q15029 EFTUD2 (KIAA0031) (SNRP116)116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1109420.1 2 2 2 0 0 0 0 2 Ribonucleoprotein mRNA splicing 0 High Quality
SCPDH_HUMAN Q8NBX0 SCCPDH (CGI-49)Probable saccharopine dehydrogenase OS=Homo sapiens GN=SCCPDH PE=1 SV=147134.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
UBE3C_HUMANQ15386 UBE3C (KIAA0010)Ubiquitin-protein ligase E3C OS=Homo sapiens GN=UBE3C PE=1 SV=3123910 1 1 1 0 0 0 0 1 Proteolysis Proteolysis Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;One Hit Wonders
ORC4_HUMAN O43929 ORC4L Origin recognition complex subunit 4 OS=Homo sapiens GN=ORC4L PE=1 SV=250360.6 1 1 1 0 0 0 0 1 DNA replication;DNA replicationDNA replication;DNA replication0 One Hit Wonders
ZFP91_HUMAN Q96JP5 ZFP91 (FKSG11)Zinc finger protein 91 homolog OS=Homo sapiens GN=ZFP91 PE=1 SV=163427.3 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
RM39_HUMAN Q9NYK5 MRPL39 (C21orf92) (MRPL5) (RPML5) (MSTP003) (PRED22)39S ribosomal protein L39, mitochondrial OS=Homo sapiens GN=MRPL39 PE=2 SV=238704.4 1 1 1 0 0 0 0 1 tRNA metabolism;Protein metabolism and modificationtRNA metabolism;Protein metabolism and modification0 One Hit Wonders
DPOLB_HUMAN P06746 POLB DNA polymerase beta OS=Homo sapiens GN=POLB PE=1 SV=338161.1 1 1 1 0 0 0 0 1 DNA repair DNA repair 0 One Hit Wonders
AKTIP_HUMAN Q9H8T0 AKTIP (FTS) AKT-interacting protein OS=Homo sapiens GN=AKTIP PE=1 SV=133110.2 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CORO6_HUMANQ6QEF8 CORO6 (PP1009) (PP1782) (PP1881)Coronin-6 OS=Homo sapiens GN=CORO6 PE=2 SV=2 52744.8 1 1 1 0 0 0 0 1 Cell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motilityCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 One Hit Wonders
CI134_HUMAN Q5VZ72 C9orf134 Transmembrane protein C9orf134 OS=Homo sapiens GN=C9orf134 PE=4 SV=226398.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CLIP2_HUMAN Q9UDT6 CLIP2 (CYLN2) (KIAA0291) (WBSCR4) (WSCR4)CAP-Gly domain-containing linker protein 2 OS=Homo sapiens GN=CLIP2 PE=1 SV=1115821 1 1 2 1 1 0 0 0 0 2 Non-motor microtubule binding proteinGeneral vesicle transport;Protein targeting and localization;Mitosis;Cell structure0 Matchup
ETUD1_HUMANQ7Z2Z2 EFTUD1 Elongation factor Tu GTP-binding domain-containing protein 1 OS=Homo sapiens GN=EFTUD1 PE=2 SV=2125414 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
ANGL2_HUMANQ9UKU9 ANGPTL2 (ARP2) (UNQ170/PRO196)Angiopoietin-related protein 2 OS=Homo sapiens GN=ANGPTL2 PE=2 SV=157086.9 1 1 1 0 0 0 0 1 Angiogenesis Angiogenesis 0 One Hit Wonders
AT11B_HUMAN Q9Y2G3 ATP11B (ATPIF) (ATPIR) (KIAA0956)Probable phospholipid-transporting ATPase IF OS=Homo sapiens GN=ATP11B PE=2 SV=2134176.7 1 1 0 0 1 0 1 Lipid and fatty acid transport;Cation transportLipid and fatty acid transport;Cation transport0 One Hit Wonders
ISPDL_HUMAN A4D126 n.o 2-C-methyl-D-erythritol 4-phosphate cytidylyltransferase-like protein OS=Homo sapiens PE=3 SV=249854.6 1 1 1 0 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
MLL3_HUMAN Q8NEZ4 MLL3 (HALR) (KIAA1506) (KMT2C)Histone-lysine N-methyltransferase MLL3 OS=Homo sapiens GN=MLL3 PE=1 SV=2541278.8 1 1 0 0 3 0 3 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
PLPL2_HUMAN Q96AD5 PNPLA2 (ATGL) (FP17548)Patatin-like phospholipase domain-containing protein 2 OS=Homo sapiens GN=PNPLA2 PE=1 SV=155299.5 1 1 1 0 0 0 0 1 Fatty acid metabolism Fatty acid metabolism0 One Hit Wonders
KC1D_HUMAN P48730 CSNK1D Casein kinase I isoform delta OS=Homo sapiens GN=CSNK1D PE=1 SV=247299 1 1 1 0 0 0 0 1 DNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureDNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureWnt signaling pathway->Casein Kinase 1;;Circadian clock system->Casine kinase I;;Hedgehog signaling pathway->Casine kinase I ;;Parkinson disease->Casein kinase I;;;;;One Hit Wonders
SUMF2_HUMANQ8NBJ7 SUMF2 (PSEC0171) (UNQ1968/PRO4500)Sulfatase-modifying factor 2 OS=Homo sapiens GN=SUMF2 PE=1 SV=133839.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CARM1_HUMANQ86X55 CARM1 (PRMT4)Histone-arginine methyltransferase CARM1 OS=Homo sapiens GN=CARM1 PE=1 SV=263442.3 1 1 1 0 0 0 0 1 Protein methylation Protein methylation 0 One Hit Wonders
PSD3_HUMAN Q9NYI0 PSD3 (EFA6R) (HCA67) (KIAA0942)PH and SEC7 domain-containing protein 3 OS=Homo sapiens GN=PSD3 PE=1 SV=2116017.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GOLP3_HUMAN Q9H4A6 GOLPH3 (GPP34)Golgi phosphoprotein 3 OS=Homo sapiens GN=GOLPH3 PE=1 SV=133793.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PKHA1_HUMAN Q9HB21 PLEKHA1 (TAPP1)Pleckstrin homology domain-containing family A member 1 OS=Homo sapiens GN=PLEKHA1 PE=1 SV=245535.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SMRC2_HUMANQ8TAQ2 SMARCC2 (BAF170)SWI/SNF complex subunit SMARCC2 OS=Homo sapiens GN=SMARCC2 PE=1 SV=1132862.4 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulationWnt signaling pathway->Switched/Sucrose Non Fermentation;;One Hit Wonders
CSKI2_HUMAN Q8WXE0 CASKIN2 (KIAA1139)Caskin-2 OS=Homo sapiens GN=CASKIN2 PE=1 SV=1126695.6 1 1 1 0 0 0 0 1 Cell surface receptor mediated signal transductionCell surface receptor mediated signal transduction0 One Hit Wonders
FKB15_HUMAN Q5T1M5 FKBP15 (KIAA0674)FK506-binding protein 15 OS=Homo sapiens GN=FKBP15 PE=1 SV=2133612.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
AK1C2_HUMAN P52895 AKR1C2 (DDH2)Aldo-keto reductase family 1 member C2 OS=Homo sapiens GN=AKR1C2 PE=1 SV=336717.9 1  1 1 0 0 0 0 1 Other metabolism Other metabolism 0 One Hit Wonders
MYOM3_HUMANQ5VTT5 MYOM3 Myomesin-3 OS=Homo sapiens GN=MYOM3 PE=2 SV=1162173.5 3 3 3 0 0 0 0 3 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
PKN2_HUMAN Q16513 PKN2 (PRK2) (PRKCL2)Serine/threonine-protein kinase N2 OS=Homo sapiens GN=PKN2 PE=1 SV=1112020 1 1 1 0 0 0 0 1 Protein phosphorylationProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;One Hit Wonders
NCK1_HUMAN P16333 NCK1 (NCK) Cytoplasmic protein NCK1 OS=Homo sapiens GN=NCK1 PE=1 SV=142846.4 1 1 1 0 0 0 0 1 Receptor protein tyrosine kinase signaling pathway;Other developmental process;Mesoderm development;Cell motilityReceptor protein tyrosine kinase signaling pathway;Other developmental process;Mesoderm development;Cell motilityT cell activation->nck;;Angiogenesis->Nck Adaptor Protein;;PDGF signaling pathway->Growth Factor Receptor Binding Protein 2;;PDGF signaling pathway->Nck;;;;;One Hit Wonders
K1468_HUMAN Q9P260 KIAA1468 LisH domain and HEAT repeat-containing protein KIAA1468 OS=Homo sapiens GN=KIAA1468 PE=2 SV=2134616.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CX056_HUMAN Q9H5V9 CXorf56 UPF0428 protein CXorf56 OS=Homo sapiens GN=CXorf56 PE=1 SV=125606.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ANKY2_HUMANQ8IV38 ANKMY2 Ankyrin repeat and MYND domain-containing protein 2 OS=Homo sapiens GN=ANKMY2 PE=2 SV=149280.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CTND1_HUMANO60716 CTNND1 (KIAA0384)Catenin delta-1 OS=Homo sapiens GN=CTNND1 PE=1 SV=1108153.9 1 1 2 0 0 0 0 2 Cell communication;Cell adhesionCell communication;Cell adhesionCadherin signaling pathway->Delta-catenin;;One Hit Wonders
RNF14_HUMAN Q9UBS8 RNF14 (ARA54) (HRIHFB2038)E3 ubiquitin-protein ligase RNF14 OS=Homo sapiens GN=RNF14 PE=1 SV=153819.9 1 1 1 0 0 0 0 1 mRNA transcription regulation;Protein metabolism and modification;Intracellular signaling cascade;Steroid hormone-mediated signalingmRNA transcription regulation;Protein metabolism and modification;Intracellular signaling cascade;Steroid hormone-mediated signaling0 One Hit Wonders
OVCH2_HUMANQ7RTZ1 OVCH2 (OVTN)Ovochymase-2 OS=Homo sapiens GN=OVCH2 PE=1 SV=262625.1 1 1 1 0 0 0 0 1 Proteolysis;Oogenesis;FertilizationProteolysis;Oogenesis;Fertilization0 One Hit Wonders
RASA1_HUMAN P20936 RASA1 (RASA)Ras GTPase-activating protein 1 OS=Homo sapiens GN=RASA1 PE=1 SV=1116389 1 1 1 0 0 0 0 1 Signal transduction Signal transductionInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Ras;;Angiogenesis->Ras GTPase-Activating Protein;;Interleukin signaling pathway->Ras GTPase Activity Protein;;Angiogenesis->GTPase-Activating Protein;;PDGF signaling pathway->One Hit Wonders
S3TC1_HUMAN Q8TE82 SH3TC1 SH3 domain and tetratricopeptide repeats-containing protein 1 OS=Homo sapiens GN=SH3TC1 PE=2 SV=1146913.8 1 1 0 0 1 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TRAF6_HUMAN Q9Y4K3 TRAF6 (RNF85)TNF receptor-associated factor 6 OS=Homo sapiens GN=TRAF6 PE=1 SV=159555.1 1 1 1 0 0 0 0 1 Cytokine and chemokine mediated signaling pathway;NF-kappaB cascade;JNK cascade;Induction of apoptosis;Skeletal developmentCytokine and chemokine mediated signaling pathway;NF-kappaB cascade;JNK cascade;Induction of apoptosis;Skeletal developmentp38 MAPK pathway->tumor necrosis factor receptor associated factor 6;;Toll receptor signaling pathway->tumor necrosis factor (TNF) receptor-associated factor 6;;;One Hit Wonders
JPH2_HUMAN Q9BR39 JPH2 (JP2) Junctophilin-2 OS=Homo sapiens GN=JPH2 PE=1 SV=274204.8 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CEA16_HUMAN Q2WEN9 CEACAM16 (CEAL2)Carcinoembryonic antigen-related cell adhesion molecule 16 OS=Homo sapiens GN=CEACAM16 PE=2 SV=152663 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Cell adhesionCell adhesion-mediated signaling;Cell adhesion0 One Hit Wonders
CMPK2_HUMANQ5EBM0 CMPK2 UMP-CMP kinase 2, mitochondrial OS=Homo sapiens GN=CMPK2 PE=1 SV=249357.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CCNK_HUMAN O75909 CCNK (CPR4) Cyclin-K OS=Homo sapiens GN=CCNK PE=1 SV=1 16768.5 1 1 1 0 0 0 0 1 mRNA transcription regulation;Cell cycle control;Cell proliferation and differentiationmRNA transcription regulation;Cell cycle control;Cell proliferation and differentiationCell cycle->CdkC;;One Hit Wonders
KBTBB_HUMAN O94819 KBTBD11 (KIAA0711) (KLHDC7C)Kelch repeat and BTB domain-containing protein 11 OS=Homo sapiens GN=KBTBD11 PE=1 SV=165701.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SSRP1_HUMAN Q08945 SSRP1 (FACT80)FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=181059.6 1 1 2 1 2 0 0 0 0 3 Other transcription factor;HMG box transcription factor;Chromatin/chromatin-binding proteinmRNA transcription regulation0 Matchup
AT8B4_HUMAN Q8TF62 ATP8B4 (KIAA1939)Probable phospholipid-transporting ATPase IM OS=Homo sapiens GN=ATP8B4 PE=2 SV=2135926.9 1 1 1 0 0 0 0 1 Lipid and fatty acid transport;Cation transportLipid and fatty acid transport;Cation transport0 One Hit Wonders
RIC8A_HUMAN Q9NPQ8 RIC8A Synembryn-A OS=Homo sapiens GN=RIC8A PE=1 SV=260824 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GAS7_HUMAN O60861 GAS7 (KIAA0394)Growth arrest-specific protein 7 OS=Homo sapiens GN=GAS7 PE=1 SV=247248.7 1 1 1 0 0 0 0 1 Developmental processesDevelopmental processes0 One Hit Wonders
ESTHL_HUMAN Q5XG92 CES8 Carboxylesterase UNQ440/PRO873 OS=Homo sapiens GN=UNQ440/PRO873 PE=2 SV=263512.3 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ADNP_HUMAN Q9H2P0 ADNP (ADNP1) (KIAA0784)Activity-dependent neuroprotector homeobox protein OS=Homo sapiens GN=ADNP PE=1 SV=1123546.3 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MYO6_HUMAN Q9UM54 MYO6 (KIAA0389)Myosin-VI OS=Homo sapiens GN=MYO6 PE=1 SV=4149679.1 1 1 0 0 0 1 1 Hearing;Cell structure Hearing;Cell structureNicotinic acetylcholine receptor signaling pathway->Myosin;;One Hit Wonders
DSG2_HUMAN Q14126 DSG2 (CDHF5)Desmoglein-2 OS=Homo sapiens GN=DSG2 PE=1 SV=2122276.4 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Cell adhesionCell adhesion-mediated signaling;Cell adhesion0 One Hit Wonders
MINK1_HUMANQ8N4C8 MINK1 (MAP4K6) (MINK)Misshapen-like kinase 1 OS=Homo sapiens GN=MINK1 PE=1 SV=1149792.7 1 1 0 0 0 1 1 Protein phosphorylation;Phosphate metabolism;Other metabolismProtein phosphorylation;Phosphate metabolism;Other metabolism0 One Hit Wonders
KC1A_HUMAN P48729 CSNK1A1 Casein kinase I isoform alpha OS=Homo sapiens GN=CSNK1A1 PE=1 SV=238898.8 1 1 1 0 0 0 0 1 DNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureDNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureWnt signaling pathway->Casein Kinase 1;;Circadian clock system->Casine kinase I;;Hedgehog signaling pathway->Casine kinase I ;;Parkinson disease->Casein kinase I;;;;;One Hit Wonders
SETX_HUMAN Q7Z333 SETX (ALS4) (KIAA0625) (SCAR1)Probable helicase senataxin OS=Homo sapiens GN=SETX PE=1 SV=3302963.7 1 1 0 0 1 0 1 Muscle contraction Muscle contraction 0 One Hit Wonders
DOC11_HUMANQ5JSL3 DOCK11 (ZIZ2)Dedicator of cytokinesis protein 11 OS=Homo sapiens GN=DOCK11 PE=1 SV=2237660 1 1 0 1 0 0 1 Other intracellular signaling cascade;Phagocytosis;Cell motilityOther intracellular signaling cascade;Phagocytosis;Cell motility0 One Hit Wonders
IMDH1_HUMANP20839 IMPDH1 (IMPD1)Inosine-5'-monophosphate dehydrogenase 1 OS=Homo sapiens GN=IMPDH1 PE=1 SV=255388.8 1 1 1 0 0 0 0 1 Purine metabolism Purine metabolismDe novo purine biosynthesis->IMP dehydrogenase;;One Hit Wonders
GOGA3_HUMANQ08378 GOLGA3 Golgin subfamily A member 3 OS=Homo sapiens GN=GOLGA3 PE=1 SV=2167338 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FNBP2_HUMAN O75044 SRGAP2 (FNBP2) (KIAA0456)SLIT-ROBO Rho GTPase-activating protein 2 OS=Homo sapiens GN=SRGAP2 PE=1 SV=2120864.5 1 1 2 0 0 0 2 Intracellular signaling cascade;Cell adhesion;Apoptosis;Cell cycle;Cell proliferation and differentiation;Cell structure and motilityIntracellular signaling cascade;Cell adhesion;Apoptosis;Cell cycle;Cell proliferation and differentiation;Cell structure and motilityPDGF signaling pathway->GTPase-activating protein Rho;;One Hit Wonders
MATN2_HUMANO00339 MATN2 (UNQ193/PRO219)Matrilin-2 OS=Homo sapiens GN=MATN2 PE=1 SV=3 106819 1 1 1 0 0 0 0 1 Cell adhesion;Cell structureCell adhesion;Cell structure0 One Hit Wonders
RM47_HUMAN Q9HD33 MRPL47 (NCM1) (CGI-204)39S ribosomal protein L47, mitochondrial OS=Homo sapiens GN=MRPL47 PE=2 SV=129560.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ICT1_HUMAN Q14197 ICT1 (DS1) Immature colon carcinoma transcript 1 protein OS=Homo sapiens GN=ICT1 PE=1 SV=123612.8 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
AIDA_HUMAN Q96BJ3 AIDA (C1orf80)Axin interactor, dorsalization associated protein OS=Homo sapiens GN=AIDA PE=2 SV=135006.6 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
ALS_HUMAN P35858 IGFALS (ALS) Insulin-like growth factor-binding protein complex acid labile chain OS=Homo sapiens GN=IGFALS PE=1 SV=166020.6 1 1 1 0 0 0 0 1 Cell adhesion;Growth factor homeostasisCell adhesion;Growth factor homeostasis0 One Hit Wonders
NOP14_HUMANP78316 NOP14 (C4orf9) (NOL14) (RES4-25)Nucleolar protein 14 OS=Homo sapiens GN=NOL14 PE=1 SV=397653.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ECM1_HUMAN Q16610 ECM1 Extracellular matrix protein 1 OS=Homo sapiens GN=ECM1 PE=1 SV=260655.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MTMR6_HUMANQ9Y217 MTMR6 Myotubularin-related protein 6 OS=Homo sapiens GN=MTMR6 PE=1 SV=271937.5 1 1 1 0 0 0 0 1 Phospholipid metabolism;General vesicle transportPhospholipid metabolism;General vesicle transport0 One Hit Wonders
DAPLE_HUMAN Q9P219 CCDC88C (DAPLE) (KIAA1509)Protein Daple OS=Homo sapiens GN=CCDC88C PE=2 SV=2228200.6 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CCD91_HUMAN Q7Z6B0 CCDC91 (GGABP) (HSD8)Coiled-coil domain-containing protein 91 OS=Homo sapiens GN=CCDC91 PE=1 SV=150016 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HECD1_HUMANQ9ULT8 HECTD1 (KIAA1131)E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=2289579.6 1 1 2 3 2 0 0 0 0 5 Ubiquitin-protein ligaseProteolysis 0 Matchup
PLTP_HUMAN P55058 PLTP Phospholipid transfer protein OS=Homo sapiens GN=PLTP PE=1 SV=154723.1 1 1 1 0 0 0 0 1 Lipid and fatty acid transport;TransportLipid and fatty acid transport;Transport0 One Hit Wonders
K1107_HUMAN Q9UPP5 KIAA1107 Uncharacterized protein KIAA1107 OS=Homo sapiens GN=KIAA1107 PE=1 SV=2155665.3 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DREB_HUMAN Q16643 DBN1 (D0S117E)Drebrin OS=Homo sapiens GN=DBN1 PE=1 SV=3 71406.5 1 1 1 0 0 0 0 1 Cell structure Cell structure 0 One Hit Wonders
ANFY1_HUMAN Q9P2R3 ANKFY1 (ANKHZN) (KIAA1255)Ankyrin repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=ANKFY1 PE=1 SV=2128383.6 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TBCD_HUMAN Q9BTW9 TBCD (KIAA0988) (SSD1) (TFCD) (PP1096)Tubulin-specific chaperone D OS=Homo sapiens GN=TBCD PE=2 SV=1132512.5 1 1 2 0 0 0 0 2 Mitosis;Cell structure Mitosis;Cell structure0 One Hit Wonders
IPSP_HUMAN P05154 SERPINA5 (PCI) (PLANH3) (PROCI)Plasma serine protease inhibitor OS=Homo sapiens GN=SERPINA5 PE=1 SV=245684.8 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
RF1ML_HUMANQ9UGC7 MTRF1L (MTRF1A)Peptide chain release factor 1-like, mitochondrial OS=Homo sapiens GN=MTRF1L PE=1 SV=143582.5 1 1 1 0 0 0 0 1 Protein biosynthesis Protein biosynthesis 0 One Hit Wonders
MIER1_HUMAN Q8N108 MIER1 (KIAA1610)Mesoderm induction early response protein 1 OS=Homo sapiens GN=MIER1 PE=1 SV=160636 1 1 1 0 0 0 0 1 Other mRNA transcriptionOther mRNA transcription0 One Hit Wonders
HMCS1_HUMANQ01581 HMGCS1 (HMGCS)Hydroxymethylglutaryl-CoA synthase, cytoplasmic OS=Homo sapiens GN=HMGCS1 PE=1 SV=257277 1 1 1 0 0 0 0 1 Cholesterol metabolism;Coenzyme metabolismCholesterol metabolism;Coenzyme metabolismCholesterol biosynthesis->Hydroxymethyl glutaryl CoA synthase;;One Hit Wonders
CTSR2_HUMAN Q96P56 CATSPER2 Cation channel sperm-associated protein 2 OS=Homo sapiens GN=CATSPER2 PE=1 SV=262025.6 1 1 1 0 0 0 0 1 Cation transport Cation transport 0 One Hit Wonders
SSH3_HUMAN Q8TE77 SSH3 (SSH3L) Protein phosphatase Slingshot homolog 3 OS=Homo sapiens GN=SSH3 PE=1 SV=272976.5 1 1 1 0 0 0 0 1 Protein phosphorylation;Other intracellular signaling cascade;Developmental processes;Cell structure and motilityProtein phosphorylation;Other intracellular signaling cascade;Developmental processes;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Slingshot;;One Hit Wonders
BAI3_HUMAN O60242 BAI3 (KIAA0550)Brain-specific angiogenesis inhibitor 3 OS=Homo sapiens GN=BAI3 PE=2 SV=1171474 1 1 1 0 0 0 0 1 G-protein mediated signaling;Cell adhesion;AngiogenesisG-protein mediated signaling;Cell adhesion;Angiogenesisp53 pathway->BAI-1;;One Hit Wonders
PXDNL_HUMAN A1KZ92 PXDNL (VPO2)Peroxidasin-like protein OS=Homo sapiens GN=PXDNL PE=2 SV=2163636.8 1 1 1 0 0 0 0 1 Antioxidation and free radical removal;Other metabolismAntioxidation and free radical removal;Other metabolism0 One Hit Wonders
K0100_HUMAN Q14667 KIAA0100 (BCOX1)UPF0378 protein KIAA0100 OS=Homo sapiens GN=KIAA0100 PE=2 SV=3253684.8 1 1 1 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TAB1_HUMAN Q15750 MAP3K7IP1 (TAB1)Mitogen-activated protein kinase kinase kinase 7-interacting protein 1 OS=Homo sapiens GN=MAP3K7IP1 PE=1 SV=154626 1 1 1 0 0 0 0 1 Receptor protein serine/threonine kinase signaling pathway;JNK cascadeReceptor protein serine/threonine kinase signaling pathway;JNK cascadeToll receptor signaling pathway->Transforming growth factor-beta-activated kinase (TAK)-binding protein 1 (TAB1);;TGF-beta signaling pathway->TAK binding protein;;p38 MAPK pathway->TAK1 binding protein;;;;One Hit Wonders
ABCF3_HUMAN Q9NUQ8 ABCF3 ATP-binding cassette sub-family F member 3 OS=Homo sapiens GN=ABCF3 PE=2 SV=279728.7 1 1 1 0 0 0 0 1 Transport Transport 0 One Hit Wonders
RISC_HUMAN Q9HB40 SCPEP1 (RISC) (SCP1) (MSTP034) (UNQ265/PRO302)Retinoid-inducible serine carboxypeptidase OS=Homo sapiens GN=SCPEP1 PE=1 SV=150814 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
GATM_HUMAN P50440 GATM (AGAT)Glycine amidinotransferase, mitochondrial OS=Homo sapiens GN=GATM PE=1 SV=148438.6 1 1 1 0 0 0 0 1 Amino acid metabolismAmino acid metabolism0 One Hit Wonders
PERI_HUMAN P41219 PRPH (NEF4) (PRPH1)Peripherin OS=Homo sapiens GN=PRPH PE=1 SV=2 53634 1 1 1 0 0 0 0 1 Ectoderm development;Cell structureEctoderm development;Cell structure0 One Hit Wonders
RSRC2_HUMAN Q7L4I2 RSRC2 Arginine/serine-rich coiled-coil protein 2 OS=Homo sapiens GN=RSRC2 PE=1 SV=150542.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
STK39_HUMAN Q9UEW8 STK39 (SPAK) STE20/SPS1-related proline-alanine-rich protein kinase OS=Homo sapiens GN=STK39 PE=1 SV=259624.9 1 1 1 0 0 0 0 1 Protein phosphorylation;Phosphate metabolism;Other metabolismProtein phosphorylation;Phosphate metabolism;Other metabolism0 One Hit Wonders
RBL2_HUMAN Q08999 RBL2 (RB2) Retinoblastoma-like protein 2 OS=Homo sapiens GN=RBL2 PE=1 SV=3128351.2 1 1 0 1 0 0 1 mRNA transcription regulation;Developmental processes;Cell cycle control;Tumor suppressormRNA transcription regulation;Developmental processes;Cell cycle control;Tumor suppressor0 One Hit Wonders
RRP44_HUMAN Q9Y2L1 DIS3 (KIAA1008) (RRP44)Exosome complex exonuclease RRP44 OS=Homo sapiens GN=DIS3 PE=1 SV=2108987.7 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
ASGL1_HUMAN Q7L266 ASRGL1 (ALP) (CRASH)L-asparaginase OS=Homo sapiens GN=ASRGL1 PE=1 SV=232036.1 1 1 1 0 0 0 0 1 Amino acid catabolism;ProteolysisAmino acid catabolism;Proteolysis0 One Hit Wonders
KTNA1_HUMANO75449 KATNA1 Katanin p60 ATPase-containing subunit A1 OS=Homo sapiens GN=KATNA1 PE=1 SV=155947.9 1 1 1 0 0 0 0 1 Protein metabolism and modification;Protein targeting and localization;Cell structureProtein metabolism and modification;Protein targeting and localization;Cell structure0 One Hit Wonders
WASH1_HUMANA8K0Z3 WASH1 (FAM39E)WAS protein family homolog 1 OS=Homo sapiens GN=WASH1 PE=2 SV=150505 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
PKHO2_HUMANQ8TD55 PLEKHO2 (PLEKHQ1) (PP9099)Pleckstrin homology domain-containing family O member 2 OS=Homo sapiens GN=PLEKHO2 PE=1 SV=153331.9 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ZPR1_HUMAN O75312 ZNF259 (ZPR1)Zinc finger protein ZPR1 OS=Homo sapiens GN=ZNF259 PE=1 SV=150907.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PCID2_HUMAN Q5JVF3 PCID2 (HT004)PCI domain-containing protein 2 OS=Homo sapiens GN=PCID2 PE=1 SV=246013 1 1 1 0 0 0 0 1 Chemosensory perception;Pheromone response;Developmental processesChemosensory perception;Pheromone response;Developmental processes0 One Hit Wonders
GOPC_HUMAN Q9HD26 GOPC (CAL) (FIG)Golgi-associated PDZ and coiled-coil motif-containing protein OS=Homo sapiens GN=GOPC PE=1 SV=150502.3 1 1 1 0 0 0 0 1 Intracellular protein trafficIntracellular protein traffic0 One Hit Wonders
RPA43_HUMAN Q3B726 TWISTNB DNA-directed RNA polymerase I subunit RPA43 OS=Homo sapiens GN=TWISTNB PE=1 SV=137414.9 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SMG1_HUMAN Q96Q15 SMG1 (ATX) (KIAA0421) (LIP)Serine/threonine-protein kinase SMG1 OS=Homo sapiens GN=SMG1 PE=1 SV=2410242.2 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SNUT1_HUMANO43290 SART1 U4/U6.U5 tri-snRNP-associated protein 1 OS=Homo sapiens GN=SART1 PE=1 SV=190239.1 1 1 1 0 0 0 0 1 Cell adhesion-mediated signalingCell adhesion-mediated signaling0 One Hit Wonders
KHDR3_HUMANO75525 KHDRBS3 (SALP) (SLM2)KH domain-containing, RNA-binding, signal transduction-associated protein 3 OS=Homo sapiens GN=KHDRBS3 PE=1 SV=138782.4 1 1 1 0 0 0 0 1 Spermatogenesis and motility;Cell proliferation and differentiationSpermatogenesis and motility;Cell proliferation and differentiation0 One Hit Wonders
EM55_HUMAN Q00013 MPP1 (DXS552E) (EMP55)55 kDa erythrocyte membrane protein OS=Homo sapiens GN=MPP1 PE=1 SV=252279.1 1 1 1 0 0 0 0 1 Protein phosphorylation;Cell communication;Neurotransmitter releaseProtein phosphorylation;Cell communication;Neurotransmitter releaseInflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;Parkinson disease->Calcium/calmodulin-dependent serine protein kinase;;;One Hit Wonders
Z518A_HUMAN Q6AHZ1 ZNF518A (KIAA0335) (ZNF518)Zinc finger protein 518A OS=Homo sapiens GN=ZNF518A PE=1 SV=2166765.8 1 1 0 0 1 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
FGGY_HUMAN Q96C11 FGGY FGGY carbohydrate kinase domain-containing protein OS=Homo sapiens GN=FGGY PE=1 SV=259974.8 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DSRAD_HUMANP55265 ADAR (ADAR1) (DSRAD) (G1P1) (IFI4)Double-stranded RNA-specific adenosine deaminase OS=Homo sapiens GN=ADAR PE=1 SV=2135980.8 1 1 1 0 0 0 0 1 Purine metabolism;Other nucleoside, nucleotide and nucleic acid metabolism;Neuronal activitiesPurine metabolism;Other nucleoside, nucleotide and nucleic acid metabolism;Neuronal activities0 One Hit Wonders
SHB_HUMAN Q15464 SHB SH2 domain-containing adapter protein B OS=Homo sapiens GN=SHB PE=1 SV=255025.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MTMR9_HUMANQ96QG7 MTMR9 (C8orf9) (MTMR8)Myotubularin-related protein 9 OS=Homo sapiens GN=MTMR9 PE=1 SV=163445.5 1 1 1 0 0 0 0 1 Phospholipid metabolism;General vesicle transportPhospholipid metabolism;General vesicle transport0 One Hit Wonders
LAMA1_HUMANP25391 LAMA1 (LAMA)Laminin subunit alpha-1 OS=Homo sapiens GN=LAMA1 PE=1 SV=1337133.7 1 1 0 0 1 0 1 Extracellular matrix protein-mediated signaling;Cell adhesion;Developmental processesExtracellular matrix protein-mediated signaling;Cell adhesion;Developmental processesIntegrin signalling pathway->Laminin;;One Hit Wonders
K22O_HUMAN Q01546 KRT76 (KRT2B) (KRT2P)Keratin, type II cytoskeletal 2 oral OS=Homo sapiens GN=KRT76 PE=2 SV=165853.4 1 1 1 0 0 0 0 1 Ectoderm development;Cell structureEctoderm development;Cell structure0 One Hit Wonders
DYH12_HUMAN Q6ZR08 DNAH12 (DHC3) (DLP12) (DNAH12L) (DNAH7L) (DNAHC3) (DNHD2) (HDHC3) (HL19)Dynein heavy chain 12, axonemal OS=Homo sapiens GN=DNAH12 PE=2 SV=2338717.5 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SFRIP_HUMAN Q99590 SFRS2IP (CASP11) (SIP1)SFRS2-interacting protein OS=Homo sapiens GN=SFRS2IP PE=1 SV=1128857 2 2 2 0 0 0 0 2 Molecular function unclassifiedmRNA splicing 0 High Quality
SETBP_HUMAN Q9Y6X0 SETBP1 (KIAA0437)SET-binding protein OS=Homo sapiens GN=SETBP1 PE=1 SV=1169619.7 1 1 0 0 0 1 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
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PKHA2_HUMAN Q9HB19 PLEKHA2 (TAPP2)Pleckstrin homology domain-containing family A member 2 OS=Homo sapiens GN=PLEKHA2 PE=1 SV=247238.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KLH36_HUMAN Q8N4N3 KLHL36 (C16orf44)Kelch-like protein 36 OS=Homo sapiens GN=KLHL36 PE=1 SV=169878.4 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
YG014_HUMAN Q8N0U4 FAM185A Uncharacterized protein MGC35361 OS=Homo sapiens PE=2 SV=242354.6 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
GAB1_HUMAN Q13480 GAB1 GRB2-associated-binding protein 1 OS=Homo sapiens GN=GAB1 PE=1 SV=276599.4 1 1 1 0 0 0 0 1 Receptor protein tyrosine kinase signaling pathway;MAPKKK cascade;T-cell mediated immunity;B-cell- and antibody-mediated immunity;Macrophage-mediated immunity;Cytokine/chemokine mediated immunity;HematopoiesisReceptor protein tyrosine kinase signaling pathway;MAPKKK cascade;T-cell mediated immunity;B-cell- and antibody-mediated immunity;Macrophage-mediated immunity;Cytokine/chemokine mediated immunity;HematopoiesisEGF receptor signaling pathway->GRB2-associated binding protein;;PDGF signaling pathway->Growth Factor Receptor Binding Protein 2;;;One Hit Wonders
PPM1H_HUMANQ9ULR3 PPM1H (ARHCL1) (KIAA1157)Protein phosphatase 1H OS=Homo sapiens GN=PPM1H PE=2 SV=256431.7 1 1 1 0 0 0 0 1 Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascadeProtein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 One Hit Wonders
RIC3_HUMAN Q7Z5B4 RIC3 (UNQ720/PRO1385)Protein RIC-3 OS=Homo sapiens GN=RIC3 PE=1 SV=141075.4 1 1 1 0 0 0 0 1 G-protein mediated signalingG-protein mediated signaling0 One Hit Wonders
SPT16_HUMAN Q9BXB7 SPATA16 Spermatogenesis-associated protein 16 OS=Homo sapiens GN=SPATA16 PE=1 SV=265215.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ODPAT_HUMANP29803 PDHA2 (PDHAL)Pyruvate dehydrogenase E1 component subunit alpha, testis-specific form, mitochondrial OS=Homo sapiens GN=PDHA2 PE=1 SV=142916.1 1 1 1 0 0 0 0 1 Carbohydrate metabolismCarbohydrate metabolism0 One Hit Wonders
ZN638_HUMAN Q14966 ZNF638 (NP220) (ZFML)Zinc finger protein 638 OS=Homo sapiens GN=ZNF638 PE=1 SV=2220607.7 1 1 1 0 0 0 0 1 Miscellaneous Miscellaneous 0 One Hit Wonders
KI13A_HUMAN Q9H1H9 KIF13A (RBKIN)Kinesin-like protein KIF13A OS=Homo sapiens GN=KIF13A PE=1 SV=2202290.5 1 1 2 1 2 0 0 0 0 3 Microtubule binding motor proteinGeneral vesicle transport;Mitosis0 Matchup
CC111_HUMAN Q96LW4 CCDC111 Coiled-coil domain-containing protein 111 OS=Homo sapiens GN=CCDC111 PE=2 SV=164394.7 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
VWF_HUMAN P04275 VWF (F8VWF) von Willebrand factor OS=Homo sapiens GN=VWF PE=1 SV=2309267.5 4 4 6 0 0 0 0 6 Extracellular matrix glycoproteinCell adhesion;Blood clottingBlood coagulation->von Willebrand Factor;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
NO66_HUMAN Q9H6W3 NO66 (C14orf169)Nucleolar protein 66 OS=Homo sapiens GN=NO66 PE=1 SV=171068.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
IFT1L_HUMAN Q5T764 IFIT1L Interferon-induced protein with tetratricopeptide repeats 1-like protein OS=Homo sapiens GN=IFIT1L PE=2 SV=154976.7 1 1 1 0 0 0 0 1 Interferon-mediated immunityInterferon-mediated immunity0 One Hit Wonders
SYNPO_HUMANQ8N3V7 SYNPO (KIAA1029)Synaptopodin OS=Homo sapiens GN=SYNPO PE=1 SV=299445.7 1 1 2 0 0 0 0 2 Neurogenesis;Cell structure;Cell motilityNeurogenesis;Cell structure;Cell motility0 One Hit Wonders
TY3H_HUMAN P07101 TH (TYH) Tyrosine 3-monooxygenase OS=Homo sapiens GN=TH PE=1 SV=458507 1 1 1 0 0 0 0 1 Other amino acid metabolism;Signal transductionOther amino acid metabolism;Signal transductionAdrenaline and noradrenaline biosynthesis->Tyrosine Hydroxylase;;Dopamine receptor mediated signaling pathway->Tyrosine Hydroxylase;;5-Hydroxytryptamine biosynthesis->Tryptophan hydroxylase;;Parkinson disease->Tyrosine hydroxylase;;;;;One Hit Wonders
DOCK2_HUMANQ92608 DOCK2 (KIAA0209)Dedicator of cytokinesis protein 2 OS=Homo sapiens GN=DOCK2 PE=1 SV=2211937.5 1 1 1 0 0 0 0 1 Other intracellular signaling cascade;Phagocytosis;Cell motilityOther intracellular signaling cascade;Phagocytosis;Cell motilityIntegrin signalling pathway->Dock180;;One Hit Wonders
PYR1_HUMAN P27708 CAD CAD protein OS=Homo sapiens GN=CAD PE=1 SV=3242964.5 1 1 1 0 0 0 0 1 Amino acid metabolism;Pyrimidine metabolismAmino acid metabolism;Pyrimidine metabolismArginine biosynthesis->Carbamoyl phosphate synthase;;De novo pyrmidine ribonucleotides biosythesis->Aspartate carbamoyltransferase;;De novo pyrmidine ribonucleotides biosythesis->Carbamoyl phosphate synthetase;;;;One Hit Wonders
MUC18_HUMANP43121 MCAM (MUC18)Cell surface glycoprotein MUC18 OS=Homo sapiens GN=MCAM PE=1 SV=271588.5 1 1 1 0 0 0 0 1 Cell adhesion;Other developmental processCell adhesion;Other developmental process0 One Hit Wonders
SETB1_HUMAN Q15047 SETDB1 (KIAA0067) (KMT1E)Histone-lysine N-methyltransferase SETDB1 OS=Homo sapiens GN=SETDB1 PE=1 SV=1143141.4 1 1 2 0 0 0 0 2 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
PDS5A_HUMAN Q29RF7 PDS5A (KIAA0648) (PDS5) (PIG54)Sister chromatid cohesion protein PDS5 homolog A OS=Homo sapiens GN=PDS5A PE=1 SV=1150817.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
COG6_HUMAN Q9Y2V7 COG6 (KIAA1134)Conserved oligomeric Golgi complex subunit 6 OS=Homo sapiens GN=COG6 PE=2 SV=273262 1 1 1 0 0 0 0 1 Intracellular protein trafficIntracellular protein traffic0 One Hit Wonders
RGS3_HUMAN P49796 RGS3 Regulator of G-protein signaling 3 OS=Homo sapiens GN=RGS3 PE=1 SV=2132320.5 1 1 2 0 0 0 0 2 G-protein mediated signalingG-protein mediated signalingHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Regulator of G-protein signaling;;Inflammation mediated by chemokine and cytokine signaling pathway->Regulator of G-protein Signaling;;Heterotrimeric G-protein signaling paOne Hit Wonders
CD2L1_HUMAN P21127 CDC2L1 (PITSLREA) (PK58)PITSLRE serine/threonine-protein kinase CDC2L1 OS=Homo sapiens GN=CDC2L1 PE=1 SV=392691 1 1 1 0 0 0 0 1 Protein phosphorylation;Cell cycle control;MitosisProtein phosphorylation;Cell cycle control;Mitosis0 One Hit Wonders
CLAP2_HUMAN O75122 CLASP2 (KIAA0627)CLIP-associating protein 2 OS=Homo sapiens GN=CLASP2 PE=1 SV=2141118.5 1 1 1 0 0 0 0 1 Mitosis Mitosis 0 One Hit Wonders
CQ042_HUMAN Q96QE5 C17orf42 UPF0629 protein C17orf42 OS=Homo sapiens GN=C17orf42 PE=2 SV=141659.9 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FLIP1_HUMAN Q7Z7B0 FILIP1 (KIAA1275)Filamin-A-interacting protein 1 OS=Homo sapiens GN=FILIP1 PE=1 SV=1138094.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MGAP_HUMAN Q8IWI9 MGA (KIAA0518)MAX gene-associated protein OS=Homo sapiens GN=MGA PE=1 SV=2331804.6 1 1 1 0 0 0 0 1 mRNA transcription regulation;Developmental processesmRNA transcription regulation;Developmental processes0 One Hit Wonders
KAIN_HUMAN P29622 SERPINA4 (KST) (PI4)Kallistatin OS=Homo sapiens GN=SERPINA4 PE=1 SV=348526 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
PPIL4_HUMAN Q8WUA2 PPIL4 Peptidyl-prolyl cis-trans isomerase-like 4 OS=Homo sapiens GN=PPIL4 PE=1 SV=157208.8 1 1 1 0 0 0 0 1 Protein folding;Nuclear transport;Immunity and defenseProtein folding;Nuclear transport;Immunity and defense0 One Hit Wonders
ZN551_HUMAN Q7Z340 ZNF551 (KOX23)Zinc finger protein 551 OS=Homo sapiens GN=ZNF551 PE=1 SV=377495.3 1 1 1 0 0 0 0 1 mRNA transcription regulation;Cell proliferation and differentiationmRNA transcription regulation;Cell proliferation and differentiation0 One Hit Wonders
CJ033_HUMAN Q8N2H3 PYROXD2 Probable oxidoreductase C10orf33 OS=Homo sapiens GN=C10orf33 PE=2 SV=263050.5 1 1 2 0 0 0 0 2 Not in Panther Not in PantherNot in PantherOne Hit Wonders
PSME3_HUMANP61289 PSME3 Proteasome activator complex subunit 3 OS=Homo sapiens GN=PSME3 PE=1 SV=129489.3 1 1 1 0 0 0 0 1 Proteolysis Proteolysis Cell cycle->Proteasome;;One Hit Wonders
PTN23_HUMAN Q9H3S7 PTPN23 (KIAA1471)Tyrosine-protein phosphatase non-receptor type 23 OS=Homo sapiens GN=PTPN23 PE=1 SV=1178956.6 1 1 1 0 0 0 0 1 Protein phosphorylation;Other receptor mediated signaling pathwayProtein phosphorylation;Other receptor mediated signaling pathway0 One Hit Wonders
NXP20_HUMAN Q8IWE2 FAM114A1 (NOXP20)Protein NOXP20 OS=Homo sapiens GN=FAM114A1 PE=2 SV=160806.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LOX12_HUMAN P18054 ALOX12 (LOG12)Arachidonate 12-lipoxygenase, 12S-type OS=Homo sapiens GN=ALOX12 PE=1 SV=475677.7 1 1 1 0 0 0 0 1 Other lipid, fatty acid and steroid metabolism;Immunity and defenseOther lipid, fatty acid and steroid metabolism;Immunity and defenseInflammation mediated by chemokine and cytokine signaling pathway->Lipoxygenase;;One Hit Wonders
GBP3_HUMAN Q9H0R5 GBP3 Guanylate-binding protein 3 OS=Homo sapiens GN=GBP3 PE=2 SV=264163.6 1 1 1 0 0 0 0 1 Macrophage-mediated immunity;Interferon-mediated immunityMacrophage-mediated immunity;Interferon-mediated immunity0 One Hit Wonders
PHAR2_HUMANO75167 PHACTR2 (C6orf56) (KIAA0680)Phosphatase and actin regulator 2 OS=Homo sapiens GN=PHACTR2 PE=1 SV=269683 1 1 1 0 0 0 0 1 Neuronal activities;Cell structureNeuronal activities;Cell structure0 One Hit Wonders
SPEG_HUMAN Q15772 SPEG (APEG1) (KIAA1297)Striated muscle preferentially expressed protein kinase OS=Homo sapiens GN=SPEG PE=1 SV=2348885.5 1 1 1 0 0 0 0 1 Protein phosphorylation;Muscle contractionProtein phosphorylation;Muscle contraction0 One Hit Wonders
PI42C_HUMAN Q8TBX8 PIP4K2C (PIP5K2C)Phosphatidylinositol-5-phosphate 4-kinase type-2 gamma OS=Homo sapiens GN=PIP4K2C PE=1 SV=247268.9 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
FHR5_HUMAN Q9BXR6 CFHR5 (CFHL5) (FHR5)Complement factor H-related protein 5 OS=Homo sapiens GN=CFHR5 PE=1 SV=164400.3 1 1 2 0 0 0 0 2 Complement-mediated immunityComplement-mediated immunity0 One Hit Wonders
PERM_HUMAN P05164 MPO Myeloperoxidase OS=Homo sapiens GN=MPO PE=1 SV=183853.1 1 1 1 0 0 0 0 1 Granulocyte-mediated immunityGranulocyte-mediated immunity0 One Hit Wonders
RHPN1_HUMANQ8TCX5 RHPN1 (KIAA1929)Rhophilin-1 OS=Homo sapiens GN=RHPN1 PE=2 SV=176274.5 1 1 1 0 0 0 0 1 Cell structure Cell structure 0 One Hit Wonders
SDCG1_HUMANO60524 SDCCAG1 Serologically defined colon cancer antigen 1 OS=Homo sapiens GN=SDCCAG1 PE=1 SV=3122956.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MTA70_HUMANQ86U44 METTL3 (MTA70)N6-adenosine-methyltransferase 70 kDa subunit OS=Homo sapiens GN=METTL3 PE=1 SV=264457 1 1 1 0 0 0 0 1 Pre-mRNA processing;Other metabolismPre-mRNA processing;Other metabolism0 One Hit Wonders
AKT2_HUMAN P31751 AKT2 RAC-beta serine/threonine-protein kinase OS=Homo sapiens GN=AKT2 PE=1 SV=255752.3 1 1 1 0 0 0 0 1 Protein phosphorylation;Nitric oxide biosynthesis;Inhibition of apoptosis;Gametogenesis;Cell cycle control;Cell proliferation and differentiationProtein phosphorylation;Nitric oxide biosynthesis;Inhibition of apoptosis;Gametogenesis;Cell cycle control;Cell proliferation and differentiationHypoxia response via HIF activation->v-akt murine thymoma viral oncogene homolog 1;;Ras Pathway->AKT;;FAS signaling pathway->Apoptosis signal regulating kinase 1;;Interleukin signaling pathway->Protein kinase B;;Huntington disease->Thymoma Viral Proto-OncOne Hit Wonders
RBGPR_HUMANQ9H2M9 RAB3GAP2 (KIAA0839)Rab3 GTPase-activating protein non-catalytic subunit OS=Homo sapiens GN=RAB3GAP2 PE=1 SV=1155970.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RFIP5_HUMAN Q9BXF6 RAB11FIP5 (GAF1) (KIAA0857) (RIP11)Rab11 family-interacting protein 5 OS=Homo sapiens GN=RAB11FIP5 PE=1 SV=170398.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CYFP1_HUMAN Q7L576 CYFIP1 (KIAA0068)Cytoplasmic FMR1-interacting protein 1 OS=Homo sapiens GN=CYFIP1 PE=1 SV=1145168.7 1 1 1 0 0 0 0 1 Signal transduction;Developmental processesSignal transduction;Developmental processesHuntington disease->P53 tumor suppressor phosphoprotein;;One Hit Wonders
K0460_HUMAN Q5VT52 RPRD2 Uncharacterized protein KIAA0460 OS=Homo sapiens GN=KIAA0460 PE=1 SV=1156005 1 1 0 1 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
DJC13_HUMAN O75165 DNAJC13 (KIAA0678) (RME8)DnaJ homolog subfamily C member 13 OS=Homo sapiens GN=DNAJC13 PE=1 SV=3254409.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ZP2_HUMAN Q05996 ZP2 (ZPA) Zona pellucida sperm-binding protein 2 OS=Homo sapiens GN=ZP2 PE=2 SV=182338.6 1 1 1 0 0 0 0 1 Cell adhesion;FertilizationCell adhesion;Fertilization0 One Hit Wonders
ZN184_HUMAN Q99676 ZNF184 Zinc finger protein 184 OS=Homo sapiens GN=ZNF184 PE=2 SV=318633.3 1 1 2 0 0 0 0 2 mRNA transcription regulation;Cell proliferation and differentiationmRNA transcription regulation;Cell proliferation and differentiation0 One Hit Wonders
S27A6_HUMAN Q9Y2P4 SLC27A6 (ACSVL2) (FACVL2) (FATP1)Long-chain fatty acid transport protein 6 OS=Homo sapiens GN=SLC27A6 PE=1 SV=170096.1 1 1 1 0 0 0 0 1 Fatty acid metabolism;Lipid and fatty acid transport;Transport;Other metabolismFatty acid metabolism;Lipid and fatty acid transport;Transport;Other metabolism0 One Hit Wonders
TNPO3_HUMANQ9Y5L0 TNPO3 (IPO12)Transportin-3 OS=Homo sapiens GN=TNPO3 PE=1 SV=3104186.3 1 1 1 0 0 0 0 1 RNA localization;Nuclear transportRNA localization;Nuclear transport0 One Hit Wonders
PRGC1_HUMANQ9UBK2 PPARGC1A (LEM6) (PGC1) (PGC1A) (PPARGC1)Peroxisome proliferator-activated receptor gamma coactivator 1-alpha OS=Homo sapiens GN=PPARGC1A PE=1 SV=191011.4 1 1 1 0 0 0 0 1 Regulation of lipid, fatty acid and steroid metabolism;mRNA transcription regulation;Other homeostasis activitiesRegulation of lipid, fatty acid and steroid metabolism;mRNA transcription regulation;Other homeostasis activities0 One Hit Wonders
TBC24_HUMAN Q9ULP9 TBC1D24 (KIAA1171)TBC1 domain family member 24 OS=Homo sapiens GN=TBC1D24 PE=2 SV=262902.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
GPC6A_HUMANQ5T6X5 GPRC6A (GPCR33)G-protein coupled receptor family C group 6 member A OS=Homo sapiens GN=GPRC6A PE=1 SV=1104739.6 1 1 1 0 0 0 0 1 Signal transduction Signal transduction 0 One Hit Wonders
FAD1_HUMAN Q8NFF5 FLAD1 (PP591)FAD synthetase OS=Homo sapiens GN=FLAD1 PE=1 SV=165248.9 1 1 1 0 0 0 0 1 Coenzyme metabolism;Pterin metabolismCoenzyme metabolism;Pterin metabolism0 One Hit Wonders
SYTM_HUMAN Q9BW92 TARS2 (TARSL1)Threonyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=TARS2 PE=2 SV=181019.5 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
FKBP9_HUMAN O95302 FKBP9 (FKBP60) (FKBP63)FK506-binding protein 9 OS=Homo sapiens GN=FKBP9 PE=1 SV=263066.8 1 1 1 0 0 0 0 1 Protein folding Protein folding 0 One Hit Wonders
GNA11_HUMANP29992 GNA11 (GA11)Guanine nucleotide-binding protein subunit alpha-11 OS=Homo sapiens GN=GNA11 PE=1 SV=242107.1 1 1 1 0 0 0 0 1 G-protein mediated signalingG-protein mediated signalingEndothelin signaling pathway->guanine nucleotide binding protein q polypeptide;;PI3 kinase pathway->Galpha;;Thyrotropin-releasing hormone receptor signaling pathway->G-Protein;;Metabotropic glutamate receptor group I pathway->Gq;;Alpha adrenergic receptorOne Hit Wonders
E2AK2_HUMAN P19525 EIF2AK2 (PKR) (PRKR)Interferon-induced, double-stranded RNA-activated protein kinase OS=Homo sapiens GN=EIF2AK2 PE=1 SV=262079.1 1 1 1 0 0 0 0 1 Protein biosynthesis;Protein phosphorylation;Translational regulationProtein biosynthesis;Protein phosphorylation;Translational regulationApoptosis signaling pathway->Interferon-inducible double-stranded RNA-activated protein kinase;;One Hit Wonders
ASZ1_HUMAN Q8WWH4 ASZ1 (ALP1) (ANKL1) (C7orf7) (GASZ)Ankyrin repeat, SAM and basic leucine zipper domain-containing protein 1 OS=Homo sapiens GN=ASZ1 PE=2 SV=153442.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HS12B_HUMAN Q96MM6 HSPA12B (C20orf60)Heat shock 70 kDa protein 12B OS=Homo sapiens GN=HSPA12B PE=1 SV=275669.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
H2AW_HUMAN Q9P0M6 H2AFY2 (MACROH2A2)Core histone macro-H2A.2 OS=Homo sapiens GN=H2AFY2 PE=2 SV=340042.1 1 1 1 0 0 0 0 1 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
PROS_HUMAN P07225 PROS1 (PROS) Vitamin K-dependent protein S OS=Homo sapiens GN=PROS1 PE=1 SV=175105.4 1 1 1 0 0 0 0 1 Miscellaneous MiscellaneousBlood coagulation->Protein S;;One Hit Wonders
LKAP_HUMAN Q9Y4F3 LKAP (KIAA0430)Limkain-b1 OS=Homo sapiens GN=LKAP PE=1 SV=4 192681.3 1 1 3 0 0 0 3 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
S27A2_HUMAN O14975 SLC27A2 (ACSVL1) (FACVL1) (FATP2) (VLACS)Very long-chain acyl-CoA synthetase OS=Homo sapiens GN=SLC27A2 PE=1 SV=170296.3 1 1 1 0 0 0 0 1 Fatty acid metabolism;Lipid and fatty acid transport;Transport;Other metabolismFatty acid metabolism;Lipid and fatty acid transport;Transport;Other metabolism0 One Hit Wonders
TBCD5_HUMAN Q92609 TBC1D5 (KIAA0210)TBC1 domain family member 5 OS=Homo sapiens GN=TBC1D5 PE=1 SV=188989.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RPGF1_HUMAN Q13905 RAPGEF1 (GRF2)Rap guanine nucleotide exchange factor 1 OS=Homo sapiens GN=RAPGEF1 PE=1 SV=3120533.7 1 1 1 0 0 0 0 1 Cell surface receptor mediated signal transduction;MAPKKK cascade;Developmental processes;Cell proliferation and differentiation;OncogenesisCell surface receptor mediated signal transduction;MAPKKK cascade;Developmental processes;Cell proliferation and differentiation;OncogenesisIntegrin signalling pathway->CRK SH3 domain-binding guanine nucleotide-releasing factor;;One Hit Wonders
ZN528_HUMAN Q3MIS6 ZNF528 (KIAA1827)Zinc finger protein 528 OS=Homo sapiens GN=ZNF528 PE=2 SV=172120.1 1 1 1 0 0 0 0 1 mRNA transcription regulation;Cell proliferation and differentiationmRNA transcription regulation;Cell proliferation and differentiation0 One Hit Wonders
RHG18_HUMANQ8N392 ARHGAP18 Rho GTPase-activating protein 18 OS=Homo sapiens GN=ARHGAP18 PE=1 SV=274930.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DNJB1_HUMAN P25685 DNAJB1 (DNAJ1) (HDJ1) (HSPF1)DnaJ homolog subfamily B member 1 OS=Homo sapiens GN=DNAJB1 PE=1 SV=438027.6 1 1 1 0 0 0 0 1 Protein folding Protein folding 0 One Hit Wonders
SOX30_HUMAN O94993 SOX30 Transcription factor SOX-30 OS=Homo sapiens GN=SOX30 PE=1 SV=181836.3 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
NU205_HUMANQ92621 NUP205 (C7orf14) (KIAA0225)Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=2227909.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
5NTC_HUMAN P49902 NT5C2 (NT5B) (NT5CP) (PNT5)Cytosolic purine 5'-nucleotidase OS=Homo sapiens GN=NT5C2 PE=1 SV=164954.5 1 1 1 0 0 0 0 1 Purine metabolism Purine metabolism 0 One Hit Wonders
PICK1_HUMAN Q9NRD5 PICK1 (PRKCABP)PRKCA-binding protein OS=Homo sapiens GN=PICK1 PE=1 SV=246583.4 1 1 2 0 0 0 0 2 Intracellular signaling cascadeIntracellular signaling cascadeIonotropic glutamate receptor pathway->protein that interacts with C kinase 1;;One Hit Wonders
DLG5_HUMAN Q8TDM6 DLG5 (KIAA0583) (PDLG)Disks large homolog 5 OS=Homo sapiens GN=DLG5 PE=1 SV=4213852.5 1 1 0 0 1 0 1 Cell structure Cell structure 0 One Hit Wonders
RGNEF_HUMANQ8N1W1 RGNEF (KIAA1998)Rho-guanine nucleotide exchange factor OS=Homo sapiens GN=RGNEF PE=1 SV=2191875.1 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
EH1L1_HUMAN Q8N3D4 EHBP1L1 EH domain-binding protein 1-like protein 1 OS=Homo sapiens GN=EHBP1L1 PE=1 SV=2161833.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
NCKX1_HUMAN O60721 SLC24A1 (KIAA0702) (NCKX1)Sodium/potassium/calcium exchanger 1 OS=Homo sapiens GN=SLC24A1 PE=2 SV=1121358.4 1 1 1 0 0 0 0 1 Cation transport;Vision Cation transport;Vision0 One Hit Wonders
UBP25_HUMAN Q9UHP3 USP25 (USP21)Ubiquitin carboxyl-terminal hydrolase 25 OS=Homo sapiens GN=USP25 PE=1 SV=3125736.4 1 1 2 1 1 0 0 0 0 2 Cysteine protease Proteolysis 0 Matchup
APC7_HUMAN Q9UJX3 ANAPC7 (APC7)Anaphase-promoting complex subunit 7 OS=Homo sapiens GN=ANAPC7 PE=1 SV=363117 1 1 1 0 0 0 0 1 Protein metabolism and modification;Cell cycle control;MitosisProtein metabolism and modification;Cell cycle control;Mitosis0 One Hit Wonders
CBPA3_HUMAN P15088 CPA3 Mast cell carboxypeptidase A OS=Homo sapiens GN=CPA3 PE=1 SV=148683.9 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
MNS1_HUMAN Q8NEH6 MNS1 Meiosis-specific nuclear structural protein 1 OS=Homo sapiens GN=MNS1 PE=2 SV=260555.2 1 1 1 0 0 0 0 1 Meiosis Meiosis 0 One Hit Wonders
TBC17_HUMAN Q9HA65 TBC1D17 TBC1 domain family member 17 OS=Homo sapiens GN=TBC1D17 PE=2 SV=172637.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
AOFA_HUMAN P21397 MAOA Amine oxidase [flavin-containing] A OS=Homo sapiens GN=MAOA PE=1 SV=159664.5 1 1 2 0 0 0 0 2 Other carbon metabolismOther carbon metabolismDopamine receptor mediated signaling pathway->Monoamine Oxidase;;Adrenaline and noradrenaline biosynthesis->Monoamine Oxidase;;5-Hydroxytryptamine degredation->Monoamine Oxidase;;;;One Hit Wonders
IIGP5_HUMAN Q6NXR0 IRGC (IIGP5) (IRGC1)Interferon-inducible GTPase 5 OS=Homo sapiens GN=IRGC PE=2 SV=150271.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
BAIP2_HUMAN Q9UQB8 BAIAP2 Brain-specific angiogenesis inhibitor 1-associated protein 2 OS=Homo sapiens GN=BAIAP2 PE=1 SV=160851.2 1 1 1 0 0 0 0 1 Signal transduction Signal transduction 0 One Hit Wonders
SMC1A_HUMANQ14683 SMC1A (DXS423E) (KIAA0178) (SB1.8) (SMC1) (SMC1L1)Structural maintenance of chromosomes protein 1A OS=Homo sapiens GN=SMC1A PE=1 SV=2143220.2 1 1 1 0 0 0 0 1 DNA repair;Meiosis;Chromosome segregationDNA repair;Meiosis;Chromosome segregation0 One Hit Wonders
CPT1B_HUMAN Q92523 CPT1B (KIAA1670)Carnitine O-palmitoyltransferase I, muscle isoform OS=Homo sapiens GN=CPT1B PE=2 SV=287786 1 1 1 0 0 0 0 1 Amino acid metabolism;Fatty acid metabolismAmino acid metabolism;Fatty acid metabolismMuscarinic acetylcholine receptor 2 and 4 signaling pathway->choline acetyltransferase;;One Hit Wonders
REPS1_HUMAN Q96D71 REPS1 RalBP1-associated Eps domain-containing protein 1 OS=Homo sapiens GN=REPS1 PE=1 SV=280751.2 1 1 1 0 0 0 0 1 Endocytosis;Neurotransmitter releaseEndocytosis;Neurotransmitter release0 One Hit Wonders
FRMD7_HUMANQ6ZUT3 FRMD7 FERM domain-containing protein 7 OS=Homo sapiens GN=FRMD7 PE=1 SV=181598.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassifiedDopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1-like 1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein banOne Hit Wonders
DOCK4_HUMANQ8N1I0 DOCK4 (KIAA0716)Dedicator of cytokinesis protein 4 OS=Homo sapiens GN=DOCK4 PE=1 SV=2225136.6 1 1 1 0 0 0 0 1 Other intracellular signaling cascade;Phagocytosis;Cell motilityOther intracellular signaling cascade;Phagocytosis;Cell motility0 One Hit Wonders
ANKY1_HUMANQ9P2S6 ANKMY1 (TSAL1) (ZMYND13)Ankyrin repeat and MYND domain-containing protein 1 OS=Homo sapiens GN=ANKMY1 PE=2 SV=2105501.3 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DOCK9_HUMANQ9BZ29 DOCK9 (KIAA1058)Dedicator of cytokinesis protein 9 OS=Homo sapiens GN=DOCK9 PE=1 SV=2236433 1 2 3 1 2 0 0 0 0 3 Guanyl-nucleotide exchange factorOther intracellular signaling cascade;Phagocytosis;Cell motility0 High Quality
NADE1_HUMANQ6IA69 NADSYN1 Glutamine-dependent NAD(+) synthetase OS=Homo sapiens GN=NADSYN1 PE=1 SV=279277.1 1 1 2 0 0 0 0 2 Amino acid catabolism Amino acid catabolism0 One Hit Wonders
VP13A_HUMAN Q96RL7 VPS13A (CHAC) (KIAA0986)Vacuolar protein sorting-associated protein 13A OS=Homo sapiens GN=VPS13A PE=1 SV=2360263.5 1 1 2 1 2 0 0 0 0 3 Molecular function unclassifiedProtein targeting and localization0 Matchup
2A5E_HUMAN Q16537 PPP2R5E Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit epsilon isoform OS=Homo sapiens GN=PPP2R5E PE=1 SV=154683.6 1 1 1 0 0 0 0 1 Protein phosphorylation;Other intracellular signaling cascadeProtein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;One Hit Wonders
TCRG1_HUMANO14776 TCERG1 (CA150) (TAF2S)Transcription elongation regulator 1 OS=Homo sapiens GN=TCERG1 PE=1 SV=2123884.9 2 2 2 0 0 0 0 2 Basal transcription factormRNA transcriptionPDGF signaling pathway->GTPase-activating protein Rho;;High Quality
K1875_HUMAN A6NE52 KIAA1875 WD repeat-containing protein KIAA1875 OS=Homo sapiens GN=KIAA1875 PE=2 SV=2180290 1 1 0 1 0 0 1 mRNA transcription mRNA transcription 0 One Hit Wonders
PTGIS_HUMAN Q16647 PTGIS (CYP8) (CYP8A1)Prostacyclin synthase OS=Homo sapiens GN=PTGIS PE=1 SV=157088.6 1 1 1 0 0 0 0 1 Fatty acid biosynthesis;Electron transport;Regulation of vasoconstriction, dilationFatty acid biosynthesis;Electron transport;Regulation of vasoconstriction, dilation0 One Hit Wonders
ADT3_HUMAN P12236 SLC25A6 (ANT3) (CDABP0051)ADP/ATP translocase 3 OS=Homo sapiens GN=SLC25A6 PE=1 SV=432849.1 1 1 2 0 0 0 0 2 Nucleoside, nucleotide and nucleic acid transport;TransportNucleoside, nucleotide and nucleic acid transport;Transport0 One Hit Wonders
K1C23_HUMAN Q9C075 KRT23 Keratin, type I cytoskeletal 23 OS=Homo sapiens GN=KRT23 PE=1 SV=248113.9 1 1 2 0 0 0 0 2 Cell structure Cell structure 0 One Hit Wonders
CE290_HUMAN O15078 CEP290 (KIAA0373) (NPHP6)Centrosomal protein of 290 kDa OS=Homo sapiens GN=CEP290 PE=1 SV=2290377.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TAF1A_HUMAN Q15573 TAF1A TATA box-binding protein-associated factor RNA polymerase I subunit A OS=Homo sapiens GN=TAF1A PE=1 SV=152659.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
OGFR_HUMAN Q9NZT2 OGFR Opioid growth factor receptor OS=Homo sapiens GN=OGFR PE=1 SV=373306.6 1 1 1 0 0 0 0 1 Cell surface receptor mediated signal transduction;Other neuronal activity;OncogenesisCell surface receptor mediated signal transduction;Other neuronal activity;Oncogenesis0 One Hit Wonders
BIN3_HUMAN Q9NQY0 BIN3 Bridging integrator 3 OS=Homo sapiens GN=BIN3 PE=2 SV=129647.7 1 1 1 0 0 0 0 1 Endocytosis;Transport;Neurotransmitter releaseEndocytosis;Transport;Neurotransmitter release0 One Hit Wonders
ERO1B_HUMANQ86YB8 ERO1LB ERO1-like protein beta OS=Homo sapiens GN=ERO1LB PE=1 SV=253527.3 1 1 1 0 0 0 0 1 Protein folding;Electron transport;General vesicle transport;Other transport;MiscellaneousProtein folding;Electron transport;General vesicle transport;Other transport;Miscellaneous0 One Hit Wonders
F1142_HUMAN Q9NRY5 FAM114A2 (C5orf3)Protein FAM114A2 OS=Homo sapiens GN=FAM114A2 PE=2 SV=256254.9 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
EFCB6_HUMAN Q5THR3 EFCAB6 (DJBP) (KIAA1672)EF-hand calcium-binding domain-containing protein 6 OS=Homo sapiens GN=EFCAB6 PE=1 SV=1172919.3 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ITSN2_HUMAN Q9NZM3 ITSN2 (KIAA1256) (SH3D1B) (SWAP)Intersectin-2 OS=Homo sapiens GN=ITSN2 PE=1 SV=2193318.2 1 1 1 0 0 0 0 1 Endocytosis;Neurotransmitter releaseEndocytosis;Neurotransmitter release0 One Hit Wonders
FXR1_HUMAN P51114 FXR1 Fragile X mental retardation syndrome-related protein 1 OS=Homo sapiens GN=FXR1 PE=1 SV=369702.9 1 1 1 0 0 0 0 1 Nucleoside, nucleotide and nucleic acid transport;Transport;Induction of apoptosisNucleoside, nucleotide and nucleic acid transport;Transport;Induction of apoptosis0 One Hit Wonders
CLIC6_HUMAN Q96NY7 CLIC6 (CLIC1L)Chloride intracellular channel 6 OS=Homo sapiens GN=CLIC6 PE=2 SV=372993 1 1 1 0 0 0 0 1 Anion transport;Other homeostasis activitiesAnion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;One Hit Wonders
BAG5_HUMAN Q9UL15 BAG5 (KIAA0873)BAG family molecular chaperone regulator 5 OS=Homo sapiens GN=BAG5 PE=1 SV=151183 1 1 1 0 0 0 0 1 Protein folding;Inhibition of apoptosisProtein folding;Inhibition of apoptosis0 One Hit Wonders
DGKG_HUMAN P49619 DGKG (DAGK3)Diacylglycerol kinase gamma OS=Homo sapiens GN=DGKG PE=2 SV=188980.1 1 1 1 0 0 0 0 1 Lipid metabolism;Other intracellular signaling cascadeLipid metabolism;Other intracellular signaling cascade0 One Hit Wonders
DEN4C_HUMANQ5VZ89 DENND4C (C9orf55) (C9orf55B)DENN domain-containing protein 4C OS=Homo sapiens GN=DENND4C PE=1 SV=2186843.9 1 1 1 0 0 0 0 1 mRNA transcription mRNA transcription 0 One Hit Wonders
MTHR_HUMAN P42898 MTHFR Methylenetetrahydrofolate reductase OS=Homo sapiens GN=MTHFR PE=1 SV=374580.6 1 1 1 0 0 0 0 1 Coenzyme and prosthetic group metabolismCoenzyme and prosthetic group metabolismFormyltetrahydroformate biosynthesis->5,10-Methylene tetrahydrofolate reductase;;One Hit Wonders
SORL_HUMAN Q92673 SORL1 Sortilin-related receptor OS=Homo sapiens GN=SORL1 PE=1 SV=1248423.6 1 1 0 0 1 0 1 Lipid and fatty acid transport;Lipid and fatty acid binding;Receptor mediated endocytosis;TransportLipid and fatty acid transport;Lipid and fatty acid binding;Receptor mediated endocytosis;Transport0 One Hit Wonders
TTC19_HUMAN Q6DKK2 TTC19 Tetratricopeptide repeat protein 19 OS=Homo sapiens GN=TTC19 PE=1 SV=242440.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
DUS3L_HUMAN Q96G46 DUS3L tRNA-dihydrouridine synthase 3-like OS=Homo sapiens GN=DUS3L PE=1 SV=272576.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
RGS6_HUMAN P49758 RGS6 Regulator of G-protein signaling 6 OS=Homo sapiens GN=RGS6 PE=1 SV=464489 1 1 1 0 0 0 0 1 G-protein mediated signalingG-protein mediated signalingHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Regulator of G-protein signaling;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Regulator of G-protein signaling;;;One Hit Wonders
PPCEL_HUMAN Q4J6C6 PREPL (KIAA0436)Prolyl endopeptidase-like OS=Homo sapiens GN=PREPL PE=1 SV=183911.8 1 1 1 0 0 0 0 1 Proteolysis Proteolysis Vasopressin synthesis->Endo Peptidase;;One Hit Wonders
MED13_HUMANQ9UHV7 MED13 (ARC250) (KIAA0593) (THRAP1) (TRAP240)Mediator of RNA polymerase II transcription subunit 13 OS=Homo sapiens GN=MED13 PE=1 SV=2239301.3 1 1 0 0 1 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
CLK3_HUMAN P49761 CLK3 Dual specificity protein kinase CLK3 OS=Homo sapiens GN=CLK3 PE=1 SV=373498.3 1 1 2 0 0 0 0 2 Protein phosphorylationProtein phosphorylation0 One Hit Wonders
ATX2L_HUMAN Q8WWM7 ATXN2L (A2D) (A2LG) (A2LP) (A2RP)Ataxin-2-like protein OS=Homo sapiens GN=ATXN2L PE=1 SV=2113354.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MDN1_HUMAN Q9NU22 MDN1 (KIAA0301)Midasin OS=Homo sapiens GN=MDN1 PE=1 SV=2 632808.3 1 1 0 0 0 1 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ALPK3_HUMAN Q96L96 ALPK3 (KIAA1330) (MAK)Alpha-protein kinase 3 OS=Homo sapiens GN=ALPK3 PE=2 SV=1201282.8 1 1 1 0 0 0 0 1 Muscle contraction Muscle contraction 0 One Hit Wonders
CE025_HUMAN Q8NDZ2 C5orf25 Uncharacterized protein C5orf25 OS=Homo sapiens GN=C5orf25 PE=1 SV=196937.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
LAMA5_HUMANO15230 LAMA5 (KIAA0533) (KIAA1907)Laminin subunit alpha-5 OS=Homo sapiens GN=LAMA5 PE=2 SV=5399725.1 2 2 2 0 0 0 0 2 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
MRC2_HUMAN Q9UBG0 MRC2 (ENDO180) (KIAA0709) (UPARAP)Macrophage mannose receptor 2 OS=Homo sapiens GN=MRC2 PE=1 SV=1166637.4 1 1 1 0 0 0 0 1 Endocytosis Endocytosis 0 One Hit Wonders
PITM3_HUMAN Q9BZ71 PITPNM3 (NIR1)Membrane-associated phosphatidylinositol transfer protein 3 OS=Homo sapiens GN=PITPNM3 PE=1 SV=2106764.4 1 1 1 0 0 0 0 1 Lipid and fatty acid transport;TransportLipid and fatty acid transport;Transport0 One Hit Wonders
ITAM_HUMAN P11215 ITGAM (CD11B) (CR3A)Integrin alpha-M OS=Homo sapiens GN=ITGAM PE=1 SV=2127161.3 1 1 1 0 0 0 0 1 Cell adhesion Cell adhesionIntegrin signalling pathway->Integrin  alpha;;Inflammation mediated by chemokine and cytokine signaling pathway->Integrin;;;One Hit Wonders
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CENPF_HUMAN P49454 CENPF Centromere protein F OS=Homo sapiens GN=CENPF PE=1 SV=2367746.3 1 1 2 0 0 0 0 2 Heart development Heart development 0 One Hit Wonders
MYH8_HUMAN P13535 MYH8 Myosin-8 OS=Homo sapiens GN=MYH8 PE=1 SV=3 222749.3 2 2 2 0 0 0 0 2 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
TNR6C_HUMANQ9HCJ0 TNRC6C (KIAA1582)Trinucleotide repeat-containing gene 6C protein OS=Homo sapiens GN=TNRC6C PE=1 SV=3175945.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
FBX41_HUMAN Q8TF61 FBXO41 (FBX41) (KIAA1940)F-box only protein 41 OS=Homo sapiens GN=FBXO41 PE=1 SV=494493 1 1 3 0 0 0 0 3 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MIB2_HUMAN Q96AX9 MIB2 (SKD) (ZZANK1)E3 ubiquitin-protein ligase MIB2 OS=Homo sapiens GN=MIB2 PE=1 SV=2109888.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ENAH_HUMAN Q8N8S7 ENAH (MENA)Protein enabled homolog OS=Homo sapiens GN=ENAH PE=1 SV=266492.8 1 1 1 0 0 0 0 1 Cell motility Cell motility Axon guidance mediated by netrin->Enabled;;Cytoskeletal regulation by Rho GTPase->Enabled/vasodialator stimulated phosphoprotein;;Axon guidance mediated by Slit/Robo->Mammalian enabled;;Integrin signalling pathway->Vasodilator-stimulated phosphoprotein;;;One Hit Wonders
UBP28_HUMAN Q96RU2 USP28 (KIAA1515)Ubiquitin carboxyl-terminal hydrolase 28 OS=Homo sapiens GN=USP28 PE=1 SV=1122475.1 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
7A5_HUMAN Q6ZN28  MACC1 SH3 domain-containing protein 7a5 OS=Homo sapiens PE=2 SV=296623.2 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
USP9X_HUMAN Q93008 USP9X (DFFRX) (FAM) (USP9)Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=2291106.2 1 1 7 0 0 0 0 7 Proteolysis;GametogenesisProteolysis;Gametogenesis0 One Hit Wonders
VPS39_HUMAN Q96JC1 VPS39 (KIAA0770) (VAM6)Vam6/Vps39-like protein OS=Homo sapiens GN=VPS39 PE=2 SV=2101794.2 1 1 1 0 0 0 0 1 Miscellaneous Miscellaneous 0 One Hit Wonders
XPOT_HUMAN O43592 XPOT Exportin-T OS=Homo sapiens GN=XPOT PE=1 SV=2 109948.6 1 1 1 0 0 0 0 1 tRNA metabolism tRNA metabolism 0 One Hit Wonders
EMAL4_HUMANQ9HC35 EML4 (C2orf2) (EMAPL4)Echinoderm microtubule-associated protein-like 4 OS=Homo sapiens GN=EML4 PE=1 SV=2108886.2 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
JKIP3_HUMAN Q5VZ66 JAKMIP3 (C10orf39) (JAMIP3) (NECC2)Janus kinase and microtubule-interacting protein 3 OS=Homo sapiens GN=JAKMIP3 PE=2 SV=298513.8 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
CUL4B_HUMAN Q13620 CUL4B (KIAA0695)Cullin-4B OS=Homo sapiens GN=CUL4B PE=1 SV=3 102285.9 1 1 1 0 0 0 0 1 Proteolysis;Cell cycle Proteolysis;Cell cycle 0 One Hit Wonders
TSC1_HUMAN Q92574 TSC1 (KIAA0243) (TSC)Hamartin OS=Homo sapiens GN=TSC1 PE=1 SV=2 129751.2 1 1 1 0 0 0 0 1 Cell cycle;Cell proliferation and differentiation;Tumor suppressorCell cycle;Cell proliferation and differentiation;Tumor suppressorp53 pathway by glucose deprivation->TSC1;;Insulin/IGF pathway-protein kinase B signaling cascade->Hamartin;;;One Hit Wonders
PCDGK_HUMANQ9UN70 PCDHGC3 (PCDH2)Protocadherin gamma-C3 OS=Homo sapiens GN=PCDHGC3 PE=1 SV=1101060.6 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Cell adhesionCell adhesion-mediated signaling;Cell adhesionWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;One Hit Wonders
MPRI_HUMAN P11717 IGF2R (MPRI) Cation-independent mannose-6-phosphate receptor OS=Homo sapiens GN=IGF2R PE=1 SV=2274255.5 1 1 1 0 0 0 0 1 Receptor mediated endocytosis;Transport;Tumor suppressorReceptor mediated endocytosis;Transport;Tumor suppressorInsulin/IGF pathway-protein kinase B signaling cascade->Insulin receptor/Insulin like growth factor receptor/insulin related receptor;;Insulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Insulin receptor/Insulin like growth facOne Hit Wonders
SPTA1_HUMAN P02549 SPTA1 (SPTA) Spectrin alpha chain, erythrocyte OS=Homo sapiens GN=SPTA1 PE=1 SV=3279903.1 1 1 0 1 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SMC3_HUMAN Q9UQE7 SMC3 (BAM) (BMH) (CSPG6) (SMC3L1)Structural maintenance of chromosomes protein 3 OS=Homo sapiens GN=SMC3 PE=1 SV=2141529.1 1 1 1 0 0 0 0 1 DNA replication;DNA repair;Chromatin packaging and remodeling;DNA replication;Chromosome segregationDNA replication;DNA repair;Chromatin packaging and remodeling;DNA replication;Chromosome segregation0 One Hit Wonders
LTBP4_HUMAN Q8N2S1 LTBP4 Latent-transforming growth factor beta-binding protein 4 OS=Homo sapiens GN=LTBP4 PE=1 SV=2173410.2 1 1 1 0 0 0 0 1 Cell communication;Vision;Skeletal developmentCell communication;Vision;Skeletal development0 One Hit Wonders
QSK_HUMAN Q9Y2K2 QSK (KIAA0999) (SIK3) (L19)Serine/threonine-protein kinase QSK OS=Homo sapiens GN=QSK PE=1 SV=3139962 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
MPRIP_HUMAN Q6WCQ1 MPRIP (KIAA0864) (MRIP) (RHOIP3)Myosin phosphatase Rho-interacting protein OS=Homo sapiens GN=MPRIP PE=1 SV=2116430.4 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
NSD1_HUMAN Q96L73 NSD1 (ARA267) (KMT3B)Histone-lysine N-methyltransferase, H3 lysine-36 and H4 lysine-20 specific OS=Homo sapiens GN=NSD1 PE=1 SV=1296635.8 1 1 10 0 0 0 0 10 Chromatin packaging and remodelingChromatin packaging and remodeling0 One Hit Wonders
GIMA8_HUMANQ8ND71 GIMAP8 (IAN9) (IANT)GTPase IMAP family member 8 OS=Homo sapiens GN=GIMAP8 PE=1 SV=274873.6 1 1 1 0 0 0 0 1 Immunity and defense Immunity and defense0 One Hit Wonders
CMYA5_HUMANQ8N3K9 CMYA5 (C5orf10) (DTNBP2) (SPRYD2) (TRIM76)Cardiomyopathy-associated protein 5 OS=Homo sapiens GN=CMYA5 PE=1 SV=3449186.8 2 2 4 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
ANR35_HUMANQ8N283 ANKRD35 Ankyrin repeat domain-containing protein 35 OS=Homo sapiens GN=ANKRD35 PE=2 SV=2109948.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
AT2B4_HUMAN P23634 ATP2B4 (ATP2B2) (MXRA1)Plasma membrane calcium-transporting ATPase 4 OS=Homo sapiens GN=ATP2B4 PE=1 SV=2137905.7 1 1 1 0 0 0 0 1 Cation transport;Calcium ion homeostasisCation transport;Calcium ion homeostasis0 One Hit Wonders
ARHGI_HUMAN Q6ZSZ5 ARHGEF18 (KIAA0521)Rho guanine nucleotide exchange factor 18 OS=Homo sapiens GN=ARHGEF18 PE=1 SV=2130799.4 1 1 1 0 0 0 0 1 Amino acid transport;Signal transduction;Cell adhesion;Phagocytosis;Transport;Apoptosis;Cell cycle;Cell structure and motilityAmino acid transport;Signal transduction;Cell adhesion;Phagocytosis;Transport;Apoptosis;Cell cycle;Cell structure and motilityAxon guidance mediated by semaphorins->Rho guanine nucleotide exchange factor;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Rho guanine nucleotide exchange factor;;Cytoskeletal regulation by Rho GTPase->Rho guanine nuOne Hit Wonders
RN213_HUMAN Q63HN8 RNF213 (C17orf27) (KIAA1554)RING finger protein 213 OS=Homo sapiens GN=RNF213 PE=1 SV=2373963.4 1 1 0 0 0 1 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
K2C7_HUMAN P08729 KRT7 (SCL) Keratin, type II cytoskeletal 7 OS=Homo sapiens GN=KRT7 PE=1 SV=351401.4 1 1 1 0 0 0 0 1 Ectoderm development;Cell structureEctoderm development;Cell structure0 One Hit Wonders
K1967_HUMAN Q8N163 KIAA1967 (DBC1)Protein KIAA1967 OS=Homo sapiens GN=KIAA1967 PE=1 SV=2102885.1 1 1 1 0 0 0 0 1 Miscellaneous;OncogenesisMiscellaneous;Oncogenesis0 One Hit Wonders
DI3L2_HUMAN Q8IYB7 DIS3L2 (FAM6A)DIS3-like exonuclease 2 OS=Homo sapiens GN=DIS3L2 PE=2 SV=399194.1 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ZMYM3_HUMANQ14202 ZMYM3 (DXS6673E) (KIAA0385) (ZNF261)Zinc finger MYM-type protein 3 OS=Homo sapiens GN=ZMYM3 PE=1 SV=2152361.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
HDGR2_HUMANQ7Z4V5 HDGFRP2 (HDGF2) (UNQ785/PRO1604)Hepatoma-derived growth factor-related protein 2 OS=Homo sapiens GN=HDGFRP2 PE=1 SV=174300.2 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
UBP19_HUMAN O94966 USP19 (KIAA0891) (ZMYND9)Ubiquitin carboxyl-terminal hydrolase 19 OS=Homo sapiens GN=USP19 PE=1 SV=2145632.4 1 1 2 0 0 0 0 2 Proteolysis Proteolysis 0 One Hit Wonders
PLCB3_HUMAN Q01970 PLCB3 1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase beta-3 OS=Homo sapiens GN=PLCB3 PE=1 SV=2138784.7 1 1 1 0 0 0 0 1 Lipid metabolism;Intracellular signaling cascadeLipid metabolism;Intracellular signaling cascadeOxytocin receptor mediated signaling pathway->PLC beta;;Thyrotropin-releasing hormone receptor signaling pathway->PLC;;Wnt signaling pathway->Phospholipase C;;Histamine H1 receptor mediated signaling pathway->PLC;;5HT2 type receptor mediated signaling patOne Hit Wonders
KT81L_HUMAN A6NCN2 n.o Keratin-81-like protein OS=Homo sapiens PE=2 SV=353390.9 1 1 1 0 0 0 0 1 No Gene Symbol No Gene SymbolNo Gene SymbolOne Hit Wonders
GAS8_HUMAN O95995 GAS8 (GAS11)Growth arrest-specific protein 8 OS=Homo sapiens GN=GAS8 PE=1 SV=156338.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TBB2B_HUMAN Q9BVA1 TUBB2B Tubulin beta-2B chain OS=Homo sapiens GN=TUBB2B PE=1 SV=149935.1 1 1 1 0 0 0 0 1 Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityIntracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;One Hit Wonders
SRBS1_HUMAN Q9BX66 SORBS1 (KIAA0894) (KIAA1296) (SH3D5)Sorbin and SH3 domain-containing protein 1 OS=Homo sapiens GN=SORBS1 PE=1 SV=1142440.8 1 1 2 0 0 0 0 2 Carbohydrate transport;Transport;Cell structureCarbohydrate transport;Transport;Cell structure0 One Hit Wonders
ACE_HUMAN P12821 ACE (DCP) (DCP1)Angiotensin-converting enzyme OS=Homo sapiens GN=ACE PE=1 SV=1149700.9 1 1 1 0 0 0 0 1 Proteolysis;MiscellaneousProteolysis;Miscellaneous0 One Hit Wonders
CEND3_HUMANQ8WWN8 ARAP3 Centaurin-delta-3 OS=Homo sapiens GN=CENTD3 PE=1 SV=1169829.9 1 1 1 0 0 0 0 1 Panther Mishit Panther MishitPanther MishitOne Hit Wonders
NOS3_HUMAN P29474 NOS3 Nitric oxide synthase, endothelial OS=Homo sapiens GN=NOS3 PE=1 SV=3133272.2 1 1 1 0 0 0 0 1 Electron transport;Nitric oxide biosynthesis;NO mediated signal transduction;Other metabolismElectron transport;Nitric oxide biosynthesis;NO mediated signal transduction;Other metabolismVEGF signaling pathway->endothelial nitric oxide synthase;;Interleukin signaling pathway->endothelial nitric oxide synthase;;Angiogenesis->endothelial nitric oxide synthase;;Endothelin signaling pathway->endothelial cell nitric oxide synthase;;PI3 kinase One Hit Wonders
F120A_HUMAN Q9NZB2 FAM120A (C9orf10) (KIAA0183) (OSSA)Constitutive coactivator of PPAR-gamma-like protein 1 OS=Homo sapiens GN=FAM120A PE=1 SV=2121871.1 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
ROBO2_HUMANQ9HCK4 ROBO2 (KIAA1568)Roundabout homolog 2 OS=Homo sapiens GN=ROBO2 PE=1 SV=2151182.3 1 1 1 0 0 0 0 1 Cell adhesion;NeurogenesisCell adhesion;NeurogenesisAxon guidance mediated by Slit/Robo->Roundabout;;One Hit Wonders
KALRN_HUMAN O60229 KALRN (DUET) (DUO) (HAPIP) (TRAD)Kalirin OS=Homo sapiens GN=KALRN PE=1 SV=2 340156.9 1 1 0 1 0 0 1 G-protein mediated signaling;Other neuronal activity;Cell structure and motilityG-protein mediated signaling;Other neuronal activity;Cell structure and motilityHuntington disease->Huntingtin-associated protein interacting protein;;One Hit Wonders
UBP24_HUMAN Q9UPU5 USP24 (KIAA1057)Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=2211056 1 1 2 1 2 0 0 0 0 3 Cysteine protease Proteolysis 0 Matchup
K0913_HUMAN A7E2V4 KIAA0913 Zinc finger SWIM domain-containing protein KIAA0913 OS=Homo sapiens GN=KIAA0913 PE=1 SV=1197279.1 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
K0776_HUMAN O94874 KIAA0776 UPF0555 protein KIAA0776 OS=Homo sapiens GN=KIAA0776 PE=1 SV=289579.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
CCD39_HUMAN Q9UFE4 CCDC39 Coiled-coil domain-containing protein 39 OS=Homo sapiens GN=CCDC39 PE=2 SV=188216 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
ZN295_HUMAN Q9ULJ3 ZNF295 (KIAA1227) (ZBTB21)Zinc finger protein 295 OS=Homo sapiens GN=ZNF295 PE=1 SV=2118853.6 1 1 1 0 0 0 0 1 mRNA transcription mRNA transcription 0 One Hit Wonders
RBM26_HUMANQ5T8P6 RBM26 (C13orf10) (PRO1777)RNA-binding protein 26 OS=Homo sapiens GN=RBM26 PE=1 SV=3113581.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
UBP6_HUMAN P35125 USP6 (HRP1) (TRE2)Ubiquitin carboxyl-terminal hydrolase 6 OS=Homo sapiens GN=USP6 PE=1 SV=2158644 1 1 1 0 0 0 0 1 Proteolysis Proteolysis 0 One Hit Wonders
FIL1L_HUMAN Q4L180 FILIP1L (COL4A3BPIP) (DOC1) (GIP90)Filamin A-interacting protein 1-like OS=Homo sapiens GN=FILIP1L PE=2 SV=2130367.6 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PHLB1_HUMAN Q86UU1 PHLDB1 (KIAA0638) (LL5A) (DLNB07)Pleckstrin homology-like domain family B member 1 OS=Homo sapiens GN=PHLDB1 PE=1 SV=1151147.2 1 1 1 0 0 0 0 1 Intracellular protein traffic;Cell structureIntracellular protein traffic;Cell structure0 One Hit Wonders
DYN3_HUMAN Q9UQ16 DNM3 (KIAA0820)Dynamin-3 OS=Homo sapiens GN=DNM3 PE=1 SV=4 97731.6 1 1 1 0 0 0 0 1 Endocytosis;Transport;Cell structureEndocytosis;Transport;Cell structure0 One Hit Wonders
EXOC4_HUMAN Q96A65 EXOC4 (KIAA1699) (SEC8) (SEC8L1)Exocyst complex component 4 OS=Homo sapiens GN=EXOC4 PE=1 SV=1110484.5 1 1 1 0 0 0 0 1 Exocytosis Exocytosis 0 One Hit Wonders
K2C73_HUMAN Q86Y46 KRT73 (K6IRS3) (KB36) (KRT6IRS3)Keratin, type II cytoskeletal 73 OS=Homo sapiens GN=KRT73 PE=1 SV=158907.1 1 1 7 0 0 0 0 7 Ectoderm development;Cell structureEctoderm development;Cell structure0 One Hit Wonders
KI67_HUMAN P46013 MKI67 Antigen KI-67 OS=Homo sapiens GN=MKI67 PE=1 SV=2358677.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
KIF3C_HUMAN O14782 KIF3C Kinesin-like protein KIF3C OS=Homo sapiens GN=KIF3C PE=1 SV=289438.4 1 1 1 0 0 0 0 1 Other intracellular protein trafficOther intracellular protein traffic0 One Hit Wonders
PARD3_HUMANQ8TEW0 PARD3 (PAR3) (PAR3A)Partitioning-defective 3 homolog OS=Homo sapiens GN=PARD3 PE=1 SV=2151407.1 1 1 1 0 0 0 0 1 Cell adhesion;Protein targeting and localization;Cell proliferation and differentiation;Cell structureCell adhesion;Protein targeting and localization;Cell proliferation and differentiation;Cell structure0 One Hit Wonders
MACF1_HUMANQ9UPN3 MACF1 (ABP620) (ACF7) (KIAA0465) (KIAA1251)Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=3620396.9 2 2 2 0 0 0 0 2 Other select calcium binding proteinsCell cycle control 0 High Quality
DHX9_HUMAN Q08211 DHX9 (DDX9) (LKP) (NDH2)ATP-dependent RNA helicase A OS=Homo sapiens GN=DHX9 PE=1 SV=4140943.5 1 1 2 0 0 0 0 2 mRNA splicing mRNA splicing 0 One Hit Wonders
HECW2_HUMANQ9P2P5 HECW2 (KIAA1301) (NEDL2)E3 ubiquitin-protein ligase HECW2 OS=Homo sapiens GN=HECW2 PE=1 SV=2175753.1 1 1 3 0 0 0 0 3 Proteolysis Proteolysis 0 One Hit Wonders
K1109_HUMAN Q2LD37 KIAA1109 (FSA) (KIAA1371)Uncharacterized protein KIAA1109 OS=Homo sapiens GN=KIAA1109 PE=1 SV=1555276.5 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MYH1_HUMAN P12882 MYH1 Myosin-1 OS=Homo sapiens GN=MYH1 PE=1 SV=2 223103 1 1 4 0 0 0 0 4 Muscle contraction;Muscle development;CytokinesisMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;One Hit Wonders
DMN_HUMAN O15061 SYNM Desmuslin OS=Homo sapiens GN=DMN PE=1 SV=2 172747.4 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
MRP2_HUMAN Q92887 ABCC2 (CMOAT) (CMOAT1) (CMRP) (MRP2)Canalicular multispecific organic anion transporter 1 OS=Homo sapiens GN=ABCC2 PE=1 SV=2152283.5 1 1 1 0 0 0 0 1 Small molecule transport;Extracellular transport and import;DetoxificationSmall molecule transport;Extracellular transport and import;Detoxification0 One Hit Wonders
CO5_HUMAN P01031 C5 (CPAMD4) Complement C5 OS=Homo sapiens GN=C5 PE=1 SV=4188291.2 1 1 1 0 0 0 0 1 Complement-mediated immunityComplement-mediated immunity0 One Hit Wonders
FRPD1_HUMAN Q5SYB0 FRMPD1 (FRMD2) (KIAA0967)FERM and PDZ domain-containing protein 1 OS=Homo sapiens GN=FRMPD1 PE=1 SV=1173420.4 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
IQGA2_HUMAN Q13576 IQGAP2 Ras GTPase-activating-like protein IQGAP2 OS=Homo sapiens GN=IQGAP2 PE=1 SV=3180601 1 1 1 0 0 0 0 1 Intracellular signaling cascade;Cell cycle controlIntracellular signaling cascade;Cell cycle control0 One Hit Wonders
TANC2_HUMANQ9HCD6 TANC2 (KIAA1148) (KIAA1636)Protein TANC2 OS=Homo sapiens GN=TANC2 PE=1 SV=3219634.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PKHH2_HUMAN Q8IVE3 PLEKHH2 (KIAA2028)Pleckstrin homology domain-containing family H member 2 OS=Homo sapiens GN=PLEKHH2 PE=2 SV=2168215.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PSME4_HUMANQ14997 PSME4 (KIAA0077)Proteasome activator complex subunit 4 OS=Homo sapiens GN=PSME4 PE=1 SV=2211322.7 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
BRE1B_HUMAN O75150 RNF40 (BRE1B) (KIAA0661)E3 ubiquitin-protein ligase BRE1B OS=Homo sapiens GN=RNF40 PE=1 SV=3113662.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
BPAEA_HUMANO94833 DST (BPAG1) (DMH) (DT) (KIAA0728)Bullous pemphigoid antigen 1, isoforms 6/9/10 OS=Homo sapiens GN=DST PE=1 SV=3590973.6 2 2 2 0 0 0 0 2 Molecular function unclassifiedCell adhesion;Cell cycle control;Cell structure and motility0 High Quality
SP16H_HUMAN Q9Y5B9 SUPT16H (FACT140) (FACTP140)FACT complex subunit SPT16 OS=Homo sapiens GN=SUPT16H PE=1 SV=1119899.4 1 1 1 0 0 0 0 1 mRNA transcription regulation;Cell cyclemRNA transcription regulation;Cell cycle0 One Hit Wonders
AGRIN_HUMAN O00468 AGRN (AGRIN)Agrin OS=Homo sapiens GN=AGRN PE=1 SV=4 214820 1 1 1 0 0 0 0 1 Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling0 One Hit Wonders
TSC2_HUMAN P49815 TSC2 (TSC4) Tuberin OS=Homo sapiens GN=TSC2 PE=1 SV=1 200733.9 1 1 2 0 0 0 0 2 Endocytosis;Cell cycle controlEndocytosis;Cell cycle controlInsulin/IGF pathway-protein kinase B signaling cascade->Tuberin;;p53 pathway by glucose deprivation->TSC2;;p53 pathway by glucose deprivation->TSC2;;;;One Hit Wonders
SOS1_HUMAN Q07889 SOS1 Son of sevenless homolog 1 OS=Homo sapiens GN=SOS1 PE=1 SV=1152450.8 1 1 1 0 0 0 0 1 G-protein mediated signaling;Receptor protein tyrosine kinase signaling pathwayG-protein mediated signaling;Receptor protein tyrosine kinase signaling pathwayInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Son of sevenless;;Interleukin signaling pathway->Son of Sevenless;;Angiogenesis->Son of Sevenless, Drosophila, Homolog 1;;EGF receptor signaling pathway->SOS;;T cell activatioOne Hit Wonders
MAST4_HUMANO15021 MAST4 (KIAA0303)Microtubule-associated serine/threonine-protein kinase 4 OS=Homo sapiens GN=MAST4 PE=1 SV=2266099 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
BRCA1_HUMANP38398 BRCA1 (RNF53)Breast cancer type 1 susceptibility protein OS=Homo sapiens GN=BRCA1 PE=1 SV=2207702.3 1 1 1 0 0 0 0 1 DNA repair;mRNA transcription regulation;Cell cycle control;Tumor suppressorDNA repair;mRNA transcription regulation;Cell cycle control;Tumor suppressor0 One Hit Wonders
PLCH1_HUMAN Q4KWH8 PLCH1 (KIAA1069) (PLCL3)1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase eta-1 OS=Homo sapiens GN=PLCH1 PE=2 SV=1189207.9 1 1 2 0 0 0 0 2 Phospholipid metabolism;Lipid metabolism;G-protein mediated signalingPhospholipid metabolism;Lipid metabolism;G-protein mediated signalingOxytocin receptor mediated signaling pathway->PLC beta;;Thyrotropin-releasing hormone receptor signaling pathway->PLC;;Histamine H1 receptor mediated signaling pathway->PLC;;5HT2 type receptor mediated signaling pathway->PLC;;Inflammation mediated by chemOne Hit Wonders
RNF17_HUMAN Q9BXT8 RNF17 (TDRD4)RING finger protein 17 OS=Homo sapiens GN=RNF17 PE=1 SV=3184628.6 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
PTPRD_HUMAN P23468 PTPRD Receptor-type tyrosine-protein phosphatase delta OS=Homo sapiens GN=PTPRD PE=1 SV=2214742.5 1 1 1 0 0 0 0 1 Protein phosphorylation;Cell adhesion-mediated signaling;Cell adhesion;Other developmental process;Neurogenesis;Cell structure and motilityProtein phosphorylation;Cell adhesion-mediated signaling;Cell adhesion;Other developmental process;Neurogenesis;Cell structure and motility0 One Hit Wonders
FAS_HUMAN P49327 FASN (FAS) Fatty acid synthase OS=Homo sapiens GN=FASN PE=1 SV=2273382 1 1 1 0 0 0 0 1 Amino acid metabolism;Fatty acid biosynthesisAmino acid metabolism;Fatty acid biosynthesis0 One Hit Wonders
CE192_HUMAN Q8TEP8 CEP192 (KIAA1569) (PP8407)Centrosomal protein of 192 kDa OS=Homo sapiens GN=CEP192 PE=1 SV=2213129.5 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
MLL4_HUMAN Q9UMN6 WBP7 (HRX2) (KIAA0304) (KMT2D) (MLL2) (MLL4) (TRX2)Histone-lysine N-methyltransferase MLL4 OS=Homo sapiens GN=WBP7 PE=1 SV=1293494.2 1 1 1 0 0 0 0 1 Not in Panther Not in PantherNot in PantherOne Hit Wonders
SHRM3_HUMANQ8TF72 SHROOM3 (KIAA1481) (SHRML) (MSTP013)Protein Shroom3 OS=Homo sapiens GN=SHROOM3 PE=1 SV=1216645.2 1 1 1 0 0 0 0 1 Other intracellular signaling cascade;Cell communication;Developmental processesOther intracellular signaling cascade;Cell communication;Developmental processes0 One Hit Wonders
FRY_HUMAN Q5TBA9 FRY (C13orf14)Protein furry homolog OS=Homo sapiens GN=FRY PE=1 SV=1338863.2 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
BPTF_HUMAN Q12830 BPTF (FAC1) (FALZ)Nucleosome-remodeling factor subunit BPTF OS=Homo sapiens GN=BPTF PE=1 SV=2324195 1 1 1 0 0 0 0 1 Acetyltransferase mRNA transcription;Chromatin packaging and remodeling0 One Hit Wonders
CV030_HUMAN Q5THK1 C22orf30 Uncharacterized protein C22orf30 OS=Homo sapiens GN=C22orf30 PE=1 SV=1237281.9 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
APOA_HUMAN P08519 LPA Apolipoprotein(a) OS=Homo sapiens GN=LPA PE=1 SV=1501270.9 1 1 2 0 0 0 0 2 Lipid and fatty acid transport;Proteolysis;Transport;Blood clotting;Apoptosis;Angiogenesis;Blood circulation and gas exchange;Cell proliferation and differentiationLipid and fatty acid transport;Proteolysis;Transport;Blood clotting;Apoptosis;Angiogenesis;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Plasminogen;;Plasminogen activating cascade->Plasminogen;;Blood coagulation->Plasmin;;Plasminogen activating cascade->Plasmin;;;;;One Hit Wonders
FA8_HUMAN P00451 F8 (F8C) Coagulation factor VIII OS=Homo sapiens GN=F8 PE=1 SV=1266996.5 1 1 1 0 0 0 0 1 Proteolysis;Signal transduction;Blood clottingProteolysis;Signal transduction;Blood clottingBlood coagulation->FVIIIa;;Blood coagulation->Factor VIII;;;One Hit Wonders
C8AP2_HUMAN Q9UKL3 CASP8AP2 (FLASH) (KIAA1315) (RIP25)CASP8-associated protein 2 OS=Homo sapiens GN=CASP8AP2 PE=1 SV=1222641.8 1 1 1 0 0 0 0 1 Signal transduction;ApoptosisSignal transduction;Apoptosis0 One Hit Wonders
AKP13_HUMAN Q12802 AKAP13 (BRX) (HT31) (LBC)A-kinase anchor protein 13 OS=Homo sapiens GN=AKAP13 PE=1 SV=2307530.6 1 1 1 0 0 0 0 1 Amino acid transport;Signal transduction;Cell adhesion;Phagocytosis;Transport;Apoptosis;Cell cycle;Cell structure and motilityAmino acid transport;Signal transduction;Cell adhesion;Phagocytosis;Transport;Apoptosis;Cell cycle;Cell structure and motilityAxon guidance mediated by semaphorins->Rho guanine nucleotide exchange factor;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Rho guanine nucleotide exchange factor;;Cytoskeletal regulation by Rho GTPase->Rho guanine nuOne Hit Wonders
MYO5C_HUMANQ9NQX4 MYO5C Myosin-Vc OS=Homo sapiens GN=MYO5C PE=1 SV=1202782.4 1 1 1 0 0 0 0 1 General vesicle transportGeneral vesicle transportNicotinic acetylcholine receptor signaling pathway->Myosin;;One Hit Wonders
CHD5_HUMAN Q8TDI0 CHD5 (KIAA0444)Chromodomain-helicase-DNA-binding protein 5 OS=Homo sapiens GN=CHD5 PE=2 SV=1223038.2 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
BAHC1_HUMANQ9P281 BAHCC1 (BAHD2) (KIAA1447)BAH and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=BAHCC1 PE=1 SV=3276915.7 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulation0 One Hit Wonders
NCOR2_HUMANQ9Y618 NCOR2 (CTG26)Nuclear receptor corepressor 2 OS=Homo sapiens GN=NCOR2 PE=1 SV=1274018.9 1 1 1 0 0 0 0 1 mRNA transcription regulationmRNA transcription regulationNotch signaling pathway->Co-repressors;;Huntington disease->Nuclear receptor co-repressor;;;One Hit Wonders
ZZEF1_HUMAN O43149 ZZEF1 (KIAA0399)Zinc finger ZZ-type and EF-hand domain-containing protein 1 OS=Homo sapiens GN=ZZEF1 PE=1 SV=5330998.8 1 1 1 0 0 0 0 1 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
APC_HUMAN P25054 APC (DP2.5) Adenomatous polyposis coli protein OS=Homo sapiens GN=APC PE=1 SV=2311631.1 1 1 5 0 0 0 0 5 Other receptor mediated signaling pathway;Other intracellular signaling cascade;Cell adhesion;Apoptosis;Cell cycle control;Tumor suppressorOther receptor mediated signaling pathway;Other intracellular signaling cascade;Cell adhesion;Apoptosis;Cell cycle control;Tumor suppressorAngiogenesis->Adenomatous Polyposis of the Colon;;Wnt signaling pathway->Adenomatous Polyposis Coli;;;One Hit Wonders
MYH7B_HUMANA7E2Y1 MYH7B (KIAA1512)Myosin-7B OS=Homo sapiens GN=MYH7B PE=2 SV=2221375 1 1 2 0 0 0 0 2 Muscle contraction;Muscle development;CytokinesisMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;One Hit Wonders
SPTN5_HUMAN Q9NRC6 SPTBN5 (SPTBN4)Spectrin beta chain, brain 4 OS=Homo sapiens GN=SPTBN5 PE=2 SV=1416810.5 1 1 1 0 0 0 0 1 Cell structure Cell structure 0 One Hit Wonders
FRYL_HUMAN O94915 FRYL (AF4P12) (KIAA0826)Protein furry homolog-like OS=Homo sapiens GN=FRYL PE=1 SV=2339585.2 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
TOM34_HUMANQ15785 TOMM34 (URCC3)Mitochondrial import receptor subunit TOM34 OS=Homo sapiens GN=TOMM34 PE=1 SV=234542.3 1 1 2 0 0 0 0 2 Biological process unclassifiedBiological process unclassified0 One Hit Wonders
SPT6H_HUMAN Q7KZ85 SUPT6H (KIAA0162) (SPT6H)Transcription elongation factor SPT6 OS=Homo sapiens GN=SUPT6H PE=1 SV=2199058.5 1 1 2 0 0 0 0 2 mRNA transcription;Chromatin packaging and remodelingmRNA transcription;Chromatin packaging and remodeling0 One Hit Wonders
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Supplemental Table 2. List of proteins which have met ≥ 2 unique peptides per protein criterium

I II III IV V VI II I II III IV V VI VII
MYG_HUMAN P02144 MB Myoglobin OS=Homo sapiens GN=MB PE=1 SV=2 17166.4 23 19 24 11 12 16 22 127 503 282 453 90 240 305 481 2354 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
ENOA_HUMAN P06733 ENO1 (ENO1L1) (MBPB1) (MPB1)Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2 47152.2 19 4 18 8 15 7 6 77 77 6 88 13 43 13 11 251 Lyase Glycolysis Glycolysis->Enolase;;High Quality
HBB_HUMAN P68871 HBB Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=215980 14 14 18 18 20 7 2 93 335 164 338 141 239 106 33 1356 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
HBA_HUMAN P69905 HBA1; HBA2 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=215239.6 9 9 13 12 15 5 6 69 161 115 323 192 188 48 95 1122 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
KCRM_HUMAN P06732 CKM (CKMM) Creatine kinase M-type OS=Homo sapiens GN=CKM PE=1 SV=243083.6 31 18 48 20 23 17 21 178 521 267 684 445 656 84 193 2850 Other kinase Muscle contraction 0 High Quality
MDHM_HUMAN P40926 MDH2 Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=235513.7 22 12 28 12 9 11 10 104 229 57 483 99 131 24 30 1053 Dehydrogenase Tricarboxylic acid pathway0 High Quality
PARK7_HUMAN Q99497 PARK7 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 19873.1 13 9 15 8 7 4 4 60 104 38 65 22 55 13 18 315 Other RNA-binding proteinmRNA transcription regulation;Stress response;Cell proliferation and differentiation0 High Quality
MLRV_HUMAN P10916 MYL2 Myosin regulatory light chain 2, ventricular/cardiac muscle isoform OS=Homo sapiens GN=MYL2 PE=1 SV=318771.8 15 15 17 13 15 8 9 92 173 156 154 87 114 42 67 793 Other actin family cytoskeletal protein;Calmodulin related proteinMuscle contraction;Muscle development;Cell structure and motility0 High Quality
KAD1_HUMAN P00568 AK1 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=321617.1 20 18 20 4 7 9 8 86 164 72 148 34 30 26 24 498 Nucleotide kinase Nucleoside, nucleotide and nucleic acid metabolismDe novo purine biosynthesis->Adenylate kinase;;High Quality
AATC_HUMAN P17174 GOT1 Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=346230.1 21 14 31 16 22 8 10 122 210 38 164 74 105 16 21 628 Transaminase Amino acid metabolismAsparagine and aspartate biosynthesis->Aspartate aminotransferase;;Tyrosine biosynthesis->Aromatic amino acid aminotransferase;;Phenylalanine biosynthesis->Aromatic amino acid aminotransferase;;;;High Quality
G3P_HUMAN P04406 GAPDH (GAPD) (CDABP0047) (OK/SW-cl.12)Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=336035.3 24 11 23 14 23 11 14 120 263 58 504 212 307 100 59 1503 Molecular function unclassifiedBiological process unclassified0 High Quality
LDHA_HUMAN P00338 LDHA (PIG19) L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=236671.2 17 2 16 8 6 9 6 64 71 2 42 17 29 19 14 194 Dehydrogenase Glycolysis 0 High Quality
HSP7C_HUMAN P11142 HSPA8 (HSC70) (HSP73) (HSPA10)Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=170881.8 23 13 27 9 14 7 3 96 132 59 105 28 70 14 4 412 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
KCRS_HUMAN P17540 CKMT2 Creatine kinase, sarcomeric mitochondrial OS=Homo sapiens GN=CKMT2 PE=1 SV=247487.6 20 8 36 10 13 11 10 108 370 66 686 117 196 70 114 1619 Other kinase Muscle contraction 0 High Quality
ENOB_HUMAN P13929 ENO3 Beta-enolase OS=Homo sapiens GN=ENO3 PE=1 SV=3 46970.2 25 10 29 11 11 9 10 105 154 30 241 31 46 21 40 563 Lyase Glycolysis Glycolysis->Enolase;;High Quality
DECR_HUMAN Q16698 DECR1 (DECR) 2,4-dienoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=DECR1 PE=1 SV=136050.9 19 5 19 12 14 10 7 86 159 18 110 49 140 35 23 534 Dehydrogenase;ReductaseFatty acid beta-oxidation0 High Quality
FABPH_HUMAN P05413 FABP3 (FABP11) (MDGI)Fatty acid-binding protein, heart OS=Homo sapiens GN=FABP3 PE=1 SV=414840.5 16 17 23 9 14 6 2 87 205 142 270 64 306 7 2 996 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
EF1A2_HUMAN Q05639 EEF1A2 (EEF1AL) (STN)Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=150452.6 18 3 22 10 14 9 4 80 145 10 290 52 88 36 28 649 Translation elongation factorTranslational regulation0 High Quality
MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type OS=Homo sapiens GN=MYBPC3 PE=1 SV=3140588.5 43 16 56 15 24 13 11 178 201 38 171 51 104 30 31 626 Molecular function unclassifiedMuscle contraction 0 High Quality
ALBU_HUMAN P02768 ALB (GIG20) (GIG42) (PRO0903) (PRO1708) (PRO2044) (PRO2619) (PRO2675) (UNQ696/PRO1341)Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2 69348.9 48 20 93 23 35 31 30 280 713 201 1129 197 299 160 170 2869 Other transfer/carrier proteinTransport 0 High Quality
CYC_HUMAN P99999 CYCS (CYC) Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=2 11731.4 10 14 14 2 3 10 10 63 82 113 106 2 10 86 94 493 Mitochondrial carrier proteinOxidative phosphorylation;Apoptotic processesApoptosis signaling pathway->Cytochrome C;;ATP synthesis->Cyt C;;;High Quality
THEM2_HUMAN Q9NPJ3 ACOT13 Thioesterase superfamily member 2 OS=Homo sapiens GN=THEM2 PE=1 SV=114942.6 4 6 5 1 4 3 3 26 12 12 37 7 19 5 12 104 Esterase Acyl-CoA metabolism 0 High Quality
S10A6_HUMAN P06703 S100A6 (CACY)Protein S100-A6 OS=Homo sapiens GN=S100A6 PE=1 SV=1 10162.4 3 3 2 2 2 0 2 14 13 17 2 8 8 0 10 58 Growth factor;Calmodulin related proteinSignal transduction;Cell cycle control;Cell proliferation and differentiation0 High Quality
ACBP_HUMAN P07108 DBI Acyl-CoA-binding protein OS=Homo sapiens GN=DBI PE=1 SV=210026.8 7 11 7 3 5 5 4 42 35 62 33 6 12 15 23 186 Other receptor;Other transporterLipid and fatty acid transport;Vitamin/cofactor transport;Transport0 High Quality
TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=226651.1 20 14 30 10 10 7 6 97 112 51 228 51 65 14 8 529 Isomerase Glycolysis;Other metabolism0 High Quality
PPIA_HUMAN P62937 PPIA (CYPA) Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=217994.9 10 7 6 6 6 5 7 47 73 18 28 68 132 16 26 361 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
PRDX3_HUMAN P30048 PRDX3 (AOP1) Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=327674.7 8 6 12 7 9 1 3 46 35 13 74 39 34 5 5 205 Peroxidase Antioxidation and free radical removal0 High Quality
MYH7_HUMAN P12883 MYH7 (MYHCB)Myosin-7 OS=Homo sapiens GN=MYH7 PE=1 SV=5 223085.9 212 127 190 20 36 80 78 743 2907 1034 1238 92 259 270 354 6154 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
MDHC_HUMAN P40925 MDH1 (MDHA)Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=436408.9 23 9 27 15 23 11 9 117 206 27 325 137 248 34 39 1016 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Malate Dehydrogenase;;High Quality
ANXA6_HUMAN P08133 ANXA6 (ANX6)Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=3 75859.5 41 5 42 8 14 10 12 132 161 10 150 18 50 18 25 432 Transfer/carrier protein;AnnexinBiological process unclassified0 High Quality
MYL3_HUMAN P08590 MYL3 Myosin light chain 3 OS=Homo sapiens GN=MYL3 PE=1 SV=321914.5 15 10 19 8 8 6 8 74 137 69 157 55 86 44 52 600 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
PGAM2_HUMAN P15259 PGAM2 (PGAMM)Phosphoglycerate mutase 2 OS=Homo sapiens GN=PGAM2 PE=1 SV=328748.9 20 9 26 5 6 4 5 75 98 39 212 21 18 13 31 432 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
ES1_HUMAN P30042 C21orf33 (HES1) (KNPI)ES1 protein homolog, mitochondrial OS=Homo sapiens GN=C21orf33 PE=1 SV=328151.6 11 3 14 9 12 8 5 62 58 13 81 23 47 13 14 249 Molecular function unclassifiedBiological process unclassified0 High Quality
LDHB_HUMAN P07195 LDHB L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=236620.6 23 8 30 13 13 14 12 113 341 59 299 132 163 73 105 1172 Dehydrogenase Glycolysis 0 High Quality
CRIP2_HUMAN P52943 CRIP2 (CRP2) Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=122474.5 6 3 5 3 3 7 5 32 41 19 36 14 11 23 21 165 Actin binding cytoskeletal proteinMuscle development 0 High Quality
ACADM_HUMANP11310 ACADM Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADM PE=1 SV=146571.5 17 5 22 14 18 7 6 89 97 10 184 92 96 12 13 504 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
KCRB_HUMAN P12277 CKB (CKBB) Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=142627.1 17 6 20 10 12 7 6 78 158 42 228 68 76 21 16 609 Other kinase Muscle contraction 0 High Quality
PEBP1_HUMAN P30086 PEBP1 (PBP) (PEBP)Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=321038.9 14 11 16 9 8 6 6 70 79 57 89 64 48 16 22 375 Transfer/carrier protein;Kinase inhibitorOther signal transductionFGF signaling pathway->Raf-1 kinase inhibitor protein;;EGF receptor signaling pathway->Raf-1 kinase inhibitor protein;;;High Quality
GSTO1_HUMAN P78417 GSTO1 (GSTTLP28)Glutathione transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=227549.2 12 1 6 5 5 3 6 38 24 1 7 20 11 5 6 74 Other transferase Detoxification;Antioxidation and free radical removal0 High Quality
ALDOA_HUMAN P04075 ALDOA (ALDA)Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=239402.6 27 23 39 15 16 13 13 146 260 115 380 151 133 46 84 1169 Aldolase Glycolysis Fructose galactose metabolism->Fructose bisphosphate aldolase;;Glycolysis->Aldolase;;;High Quality
TYB10_HUMAN P63313 TMSB10 (PTMB10) (THYB10)Thymosin beta-10 OS=Homo sapiens GN=TMSB10 PE=1 SV=2 5008 0 1 1 1 1 1 1 6 0 1 1 1 2 3 8 16 Molecular function unclassifiedBiological process unclassified0 Matchup
SCOT_HUMAN P55809 OXCT1 Succinyl-CoA:3-ketoacid-coenzyme A transferase 1, mitochondrial OS=Homo sapiens GN=OXCT1 PE=1 SV=156140.8 20 9 16 10 9 7 10 81 108 44 145 34 25 12 31 399 Other transferase Carbohydrate metabolism;Fatty acid metabolism;Coenzyme metabolism0 High Quality
THIL_HUMAN P24752 ACAT1 (ACAT) (MAT)Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=145181.8 21 14 39 19 19 10 9 131 251 89 390 107 101 37 33 1008 Acetyltransferase Protein acetylation 0 High Quality
CSRP3_HUMAN P50461 CSRP3 (CLP) (MLP)Cysteine and glycine-rich protein 3 OS=Homo sapiens GN=CSRP3 PE=1 SV=120950.5 10 4 13 7 8 10 10 62 71 18 95 46 55 39 62 386 Actin binding cytoskeletal proteinMuscle development 0 High Quality
SODC_HUMAN P00441 SOD1 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=215917.3 6 5 12 5 7 4 7 46 42 22 87 19 31 9 19 229 Other oxidoreductase Immunity and defense 0 High Quality
FABP5_HUMAN Q01469 FABP5 Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=315146.4 8 7 16 5 6 5 8 55 30 26 107 9 26 7 14 219 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
CRYAB_HUMAN P02511 CRYAB (CRYA2)Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=220141.4 21 21 17 7 6 4 5 81 90 94 55 16 15 19 33 322 Structural protein Muscle contraction;VisionAngiogenesis->Heat-Shock Protein 27;;High Quality
TPM1_HUMAN P09493 TPM1 (C15orf13) (TMSA)Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=232692 29 42 23 5 7 16 20 142 103 181 123 9 50 56 90 612 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
PGM1_HUMAN P36871 PGM1 Phosphoglucomutase-1 OS=Homo sapiens GN=PGM1 PE=1 SV=361433 29 5 23 12 11 12 9 101 96 7 88 29 64 29 41 354 Mutase Monosaccharide metabolism0 High Quality
PRDX6_HUMAN P30041 PRDX6 (AOP2) (KIAA0106)Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=3 25018.1 11 4 14 3 6 6 4 48 23 7 70 5 19 11 5 140 Peroxidase Antioxidation and free radical removal0 High Quality
ANXA2_HUMAN P07355 ANXA2 (ANX2) (ANX2L4) (CAL1H) (LPC2D)Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2 38588.1 24 8 18 10 12 8 9 89 86 11 98 22 30 16 21 284 Transfer/carrier protein;AnnexinIntracellular protein traffic;Mesoderm development;Cell structure and motility0 High Quality
IGKC_HUMAN P01834 IGKC Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=111590.5 7 0 10 4 1 1 1 24 49 0 107 10 1 2 2 171 Molecular function unclassifiedBiological process unclassified0 High Quality
SUCB1_HUMAN Q9P2R7 SUCLA2 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=350300.1 20 5 17 8 11 14 13 88 103 13 51 40 50 19 24 300 Synthetase;Ligase Tricarboxylic acid pathway;Coenzyme and prosthetic group metabolism0 High Quality
1433G_HUMAN P61981 YWHAG 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=228285.1 6 6 5 4 5 6 8 40 48 32 9 12 26 11 26 164 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ETFB_HUMAN P38117 ETFB (FP585) Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=327825.5 20 14 27 7 11 5 6 90 184 83 109 18 61 18 18 491 Hydroxylase Other pathways of electron transport0 High Quality
ETFA_HUMAN P13804 ETFA Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=135062.1 14 2 24 14 15 10 9 88 77 2 151 88 77 22 26 443 Molecular function unclassifiedBiological process unclassified0 High Quality
UGPA_HUMAN Q16851 UGP2 (UGP1) UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=556924 23 3 22 4 10 6 9 77 74 5 61 11 48 15 25 239 NucleotidyltransferaseOther polysaccharide metabolism0 High Quality
HPT_HUMAN P00738 HP Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=1 45186.9 18 11 13 6 5 1 3 57 43 24 41 15 32 2 11 168 Serine protease Proteolysis;Stress response;Other blood circulation and gas exchange activity0 High Quality
PRDX1_HUMAN Q06830 PRDX1 (PAGA) (PAGB) (TDPX2)Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=1 22092.9 17 12 19 5 9 7 10 79 86 20 100 18 24 10 19 277 Peroxidase Antioxidation and free radical removal0 High Quality
ACON_HUMAN Q99798 ACO2 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=285410 49 15 46 22 35 25 24 216 517 76 348 163 280 110 97 1591 Dehydratase;HydrataseTricarboxylic acid pathway0 High Quality
HCDH_HUMAN Q16836 HADH (HAD) (HADHSC) (SCHAD)Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial OS=Homo sapiens GN=HADH PE=1 SV=234260.1 17 6 23 5 5 8 7 71 103 14 103 16 9 17 15 277 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
PGK1_HUMAN P00558 PGK1 (PGKA) (MIG10) (OK/SW-cl.110)Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=344597.3 31 12 35 9 11 12 19 129 215 33 303 12 16 41 55 675 Carbohydrate kinase Glycolysis Glycolysis->Phosphoglycerate kinase;;High Quality
A1AT_HUMAN P01009 SERPINA1 (AAT) (PI) (PRO0684) (PRO2209)Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=346719.9 30 15 32 12 13 17 14 133 301 49 241 52 40 52 108 843 Serine protease inhibitorProteolysis Blood coagulation->alpha1-antitrypsin;;High Quality
THIM_HUMAN P42765 ACAA2 3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=241906.2 17 6 33 7 9 9 6 87 123 8 297 23 41 23 12 527 Other transferase Other protein metabolism0 High Quality
PRDX2_HUMAN P32119 PRDX2 (NKEFB) (TDPX1)Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5 21874.4 13 13 17 7 14 4 5 73 54 47 66 26 53 13 14 273 Peroxidase Antioxidation and free radical removal0 High Quality
PRDX5_HUMAN P30044 PRDX5 (ACR1) (SBBI10)Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=322008.3 8 7 8 4 5 6 7 45 72 28 28 13 16 9 12 178 Peroxidase Antioxidation and free radical removal0 High Quality
FABP4_HUMAN P15090 FABP4 Fatty acid-binding protein, adipocyte OS=Homo sapiens GN=FABP4 PE=1 SV=314700.7 4 2 11 0 1 2 2 22 29 4 95 0 4 5 9 146 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
PROF1_HUMAN P07737 PFN1 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 15036.3 8 4 12 3 3 4 6 40 36 5 41 8 8 8 13 119 Molecular function unclassifiedBiological process unclassifiedCytoskeletal regulation by Rho GTPase->Profilin;;High Quality
S10A1_HUMAN P23297 S100A1 (S100A)Protein S100-A1 OS=Homo sapiens GN=S100A1 PE=1 SV=2 10527.8 3 2 6 1 0 4 3 19 11 9 49 5 0 25 22 121 Calmodulin related proteinIntracellular signaling cascade0 High Quality
ECH1_HUMAN Q13011 ECH1 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=ECH1 PE=1 SV=235798.2 11 3 20 7 13 6 6 66 73 14 69 30 47 20 45 298 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
A1AG1_HUMAN P02763 ORM1 (AGP1) Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=123494.1 8 3 5 1 3 5 3 28 36 9 8 3 5 7 5 73 Other miscellaneous function proteinImmunity and defense 0 High Quality
AATM_HUMAN P00505 GOT2 Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=247458.6 26 11 31 17 18 6 10 119 156 24 200 94 232 26 38 770 Transaminase Amino acid metabolismAsparagine and aspartate biosynthesis->Aspartate aminotransferase;;Tyrosine biosynthesis->Aromatic amino acid aminotransferase;;Phenylalanine biosynthesis->Aromatic amino acid aminotransferase;;;;High Quality
APOA1_HUMAN P02647 APOA1 Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=130760.5 15 12 11 2 2 9 12 63 38 17 34 8 8 16 33 154 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
SUCA_HUMAN P53597 SUCLG1 Succinyl-CoA ligase [GDP-forming] subunit alpha, mitochondrial OS=Homo sapiens GN=SUCLG1 PE=2 SV=335029.7 6 4 15 6 8 4 5 48 19 8 68 34 48 10 15 202 Synthetase Tricarboxylic acid pathwayTCA cycle->Succinyl CoA Synthetase;;High Quality
S10A4_HUMAN P26447 S100A4 (CAPL) (MTS1)Protein S100-A4 OS=Homo sapiens GN=S100A4 PE=1 SV=1 11711 3 3 3 1 1 3 3 17 4 4 4 1 3 3 4 23 Calmodulin related proteinMacrophage-mediated immunity0 High Quality
ECHM_HUMAN P30084 ECHS1 Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=431370.2 16 10 18 5 7 11 10 77 66 19 183 12 19 24 21 344 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
TNNC1_HUMAN P63316 TNNC1 (TNNC)Troponin C, slow skeletal and cardiac muscles OS=Homo sapiens GN=TNNC1 PE=1 SV=118385.3 8 5 11 4 5 7 6 46 42 10 124 7 12 31 32 258 Actin binding cytoskeletal protein;Calmodulin related proteinCalcium mediated signaling;Muscle contraction;Muscle development0 High Quality
NDRG2_HUMAN Q9UN36 NDRG2 (KIAA1248) (SYLD)Protein NDRG2 OS=Homo sapiens GN=NDRG2 PE=1 SV=2 40780.7 7 2 9 4 4 4 1 31 12 3 36 9 13 5 1 79 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
S10A8_HUMAN P05109 S100A8 (CAGA) (CFAG) (MRP8)Protein S100-A8 OS=Homo sapiens GN=S100A8 PE=1 SV=1 10816.9 5 3 2 4 8 1 2 25 8 8 2 11 41 1 2 73 Calmodulin related proteinBiological process unclassified0 High Quality
CH10_HUMAN P61604 HSPE1 10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=210913.7 11 13 8 0 1 1 1 35 39 68 58 0 2 2 1 170 Chaperonin Protein metabolism and modification0 High Quality
ACADV_HUMAN P49748 ACADVL (VLCAD)Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=170373.6 38 7 37 22 20 18 14 156 267 16 183 72 138 33 33 742 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
KAD3_HUMAN Q9UIJ7 AK3 (AK3L1) (AK6) (AKL3L)GTP:AMP phosphotransferase mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=425548.3 11 6 10 1 2 4 4 38 20 9 15 4 2 6 6 62 Nucleotide kinase Purine metabolismDe novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
ALDH2_HUMAN P05091 ALDH2 (ALDM)Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=256363.4 21 6 26 4 6 9 10 82 91 8 89 16 21 12 14 251 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
CLIC4_HUMAN Q9Y696 CLIC4 Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=428755.6 14 2 12 3 3 3 4 41 30 3 35 10 31 4 6 119 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
1433E_HUMAN P62258 YWHAE 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=129157 23 8 15 2 4 7 7 66 105 18 53 51 11 21 21 280 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
FKB1A_HUMAN P62942 FKBP1A (FKBP1) (FKBP12)Peptidyl-prolyl cis-trans isomerase FKBP1A OS=Homo sapiens GN=FKBP1A PE=1 SV=211932.7 3 5 6 1 2 2 3 22 12 16 20 3 6 6 10 73 Other isomerase Protein foldingTGF-beta signaling pathway->FK506 binding protein 12KDa;;High Quality
KPYM_HUMAN P14618 PKM2 (PK2) (PK3) (PKM)Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=457919.5 40 11 45 16 20 13 16 161 292 34 698 72 174 31 38 1339 Carbohydrate kinase Glycolysis Glycolysis->Pyruvate kinase;;Pyruvate metabolism->Pyruvate Kinase;;;High Quality
SODM_HUMAN P04179 SOD2 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=224704.6 7 6 16 11 10 3 3 56 40 18 92 46 68 6 8 278 Other oxidoreductase Antioxidation and free radical removal0 High Quality
ALDOC_HUMAN P09972 ALDOC (ALDC)Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=239438.2 22 11 29 3 5 4 4 78 125 32 114 25 34 18 9 357 Aldolase Glycolysis Fructose galactose metabolism->Fructose bisphosphate aldolase;;Glycolysis->Aldolase;;;High Quality
MOES_HUMAN P26038 MSN Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 67803.8 31 23 15 2 5 6 11 93 111 68 45 5 20 9 15 273 Actin binding cytoskeletal proteinCell structure 0 High Quality
GSTP1_HUMAN P09211 GSTP1 (FAEES3) (GST3)Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=223338.7 6 4 8 8 6 4 5 41 11 7 85 16 12 10 12 153 Other transferase Detoxification 0 High Quality
TNNI3_HUMAN P19429 TNNI3 (TNNC1)Troponin I, cardiac muscle OS=Homo sapiens GN=TNNI3 PE=1 SV=323990.8 10 9 11 1 1 5 8 45 113 74 71 5 8 18 37 326 Non-motor actin binding proteinMuscle contraction;Muscle development0 High Quality
COF2_HUMAN Q9Y281 CFL2 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1 18719.3 11 9 14 2 3 6 5 50 50 25 90 4 6 11 11 197 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
ATPB_HUMAN P06576 ATP5B (ATPMB) (ATPSB)ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=356542.5 22 21 26 20 25 4 5 123 324 131 473 54 73 22 20 1097 Other ion channel;Hydrogen transporter;ATP synthase;HydrolasePurine metabolism;Electron transportATP synthesis->F1 beta;;High Quality
1433F_HUMAN Q04917 YWHAH (YWHA1)14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=428201.6 14 3 4 1 2 1 0 25 30 7 5 1 4 1 0 48 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ACTC_HUMAN P68032 ACTC1 (ACTC) Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=142002.1 23 0 35 15 23 0 8 104 446 0 380 93 146 0 43 1108 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
ATPA_HUMAN P25705 ATP5A1 (ATP5A) (ATP5AL2) (ATPM)ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=159734.1 33 18 39 12 19 7 6 134 332 124 226 51 106 12 13 864 Molecular function unclassifiedBiological process unclassified0 High Quality
ACADS_HUMAN P16219 ACADS Short-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADS PE=1 SV=144281.1 10 1 9 6 5 2 3 36 19 1 19 16 22 2 4 83 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
NIPS2_HUMAN O75323 GBAS (NIPSNAP2)Protein NipSnap homolog 2 OS=Homo sapiens GN=GBAS PE=1 SV=133725.4 7 2 8 3 4 5 4 33 31 26 17 20 28 12 16 150 Membrane traffic proteinGeneral vesicle transport0 High Quality
CATD_HUMAN P07339 CTSD (CPSD) Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 44535 10 2 8 13 11 5 4 53 53 12 30 36 26 22 16 195 Aspartic protease Proteolysis 0 High Quality
PGAM1_HUMAN P18669 PGAM1 (PGAMA) (CDABP0006)Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=228786.8 11 1 10 4 3 2 1 32 20 1 51 45 7 12 5 141 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
CK067_HUMAN Q9H7C9 C11orf67 (PTD015)UPF0366 protein C11orf67 OS=Homo sapiens GN=C11orf67 PE=1 SV=113313.3 8 5 7 1 1 3 3 28 21 9 11 5 3 3 5 57 Molecular function unclassifiedBiological process unclassified0 High Quality
K2C1_HUMAN P04264 KRT1 (KRTA) Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=566001.2 49 41 25 11 14 1 1 142 1410 453 84 32 49 1 1 2030 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PECI_HUMAN O75521 PECI (DRS1) (HCA88)Peroxisomal 3,2-trans-enoyl-CoA isomerase OS=Homo sapiens GN=PECI PE=1 SV=339592.4 7 5 19 2 3 4 5 45 18 14 33 6 20 7 7 105 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
AACT_HUMAN P01011 SERPINA3 (AACT) (GIG24) (GIG25)Alpha-1-antichymotrypsin OS=Homo sapiens GN=SERPINA3 PE=1 SV=247634.9 13 4 9 4 7 4 4 45 63 11 26 10 22 9 11 152 Serine protease inhibitorProteolysis 0 High Quality
DLDH_HUMAN P09622 DLD (GCSL) (LAD) (PHE3)Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=154132.3 22 10 26 14 16 8 11 107 150 29 153 62 109 21 22 546 Dehydrogenase Electron transport 0 High Quality
UB2L3_HUMAN P68036 UBE2L3 (UBCE7) (UBCH7)Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=117844.3 5 3 4 2 1 2 0 17 8 4 5 4 1 3 0 25 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Parkinson disease->ubiquitin-conjugating enzyme E2E2;;Parkinson disease->ubiquitin-conjugating enzyme E2L3;;;;High Quality
GSTM2_HUMAN P28161 GSTM2 (GST4)Glutathione S-transferase Mu 2 OS=Homo sapiens GN=GSTM2 PE=1 SV=225728.5 3 3 7 2 1 5 1 22 6 4 16 3 3 6 1 39 Other transferase Detoxification 0 High Quality
G6PI_HUMAN P06744 GPI Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=463130.4 21 8 25 14 19 9 11 107 151 10 97 38 70 18 38 422 Isomerase Glycolysis;GluconeogenesisPentose phosphate pathway->Glucose-P-Isomerase;;Glycolysis->Phosphoglucose isomerase;;;High Quality
HBD_HUMAN P02042 HBD Hemoglobin subunit delta OS=Homo sapiens GN=HBD PE=1 SV=216037.1 5 3 8 2 3 2 6 29 35 9 15 4 6 3 67 139 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
ATP5J_HUMAN P18859 ATP5J (ATP5A) (ATPM)ATP synthase-coupling factor 6, mitochondrial OS=Homo sapiens GN=ATP5J PE=1 SV=112569.9 1 2 3 1 1 2 1 11 1 2 8 8 17 4 3 43 Hydrogen transporter;SynthaseOxidative phosphorylation;Cation transport0 High Quality
LDB3_HUMAN O75112 LDB3 (KIAA0613) (ZASP)LIM domain-binding protein 3 OS=Homo sapiens GN=LDB3 PE=1 SV=277117.4 19 16 27 10 10 8 6 96 330 154 299 44 35 14 9 885 Actin binding cytoskeletal proteinMuscle development;Heart development;Cell structure;Cell motility0 High Quality
FUMH_HUMAN P07954 FH Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=354619.8 23 11 22 6 9 9 8 88 148 38 185 24 35 19 12 461 Other lyase Amino acid metabolismTCA cycle->Fumarase;;High Quality
SUCB2_HUMAN Q96I99 SUCLG2 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=2 SV=246493.7 20 9 22 4 6 8 8 77 102 16 74 52 52 14 12 322 Synthetase;Ligase Tricarboxylic acid pathway;Coenzyme and prosthetic group metabolism0 High Quality
FHL1_HUMAN Q13642 FHL1 (SLIM1) Four and a half LIM domains protein 1 OS=Homo sapiens GN=FHL1 PE=1 SV=436244 6 1 19 3 5 9 9 52 38 3 101 16 15 27 37 237 Other zinc finger transcription factorMuscle development 0 High Quality
ECHA_HUMAN P40939 HADHA (HADH)Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=282983.9 27 6 41 9 8 12 13 116 159 14 204 30 61 25 24 517 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
DHPR_HUMAN P09417 QDPR (DHPR) Dihydropteridine reductase OS=Homo sapiens GN=QDPR PE=1 SV=225771.5 6 2 10 3 3 5 2 31 12 2 20 3 3 6 2 48 Dehydrogenase;ReductaseAmino acid catabolism;Pterin metabolism0 High Quality
TNNT2_HUMAN P45379 TNNT2 Troponin T, cardiac muscle OS=Homo sapiens GN=TNNT2 PE=1 SV=335905.9 12 7 13 2 2 4 7 47 32 25 116 2 9 23 37 244 Actin binding motor proteinMuscle contraction 0 High Quality
CISY_HUMAN O75390 CS Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=251695.7 22 6 20 12 16 4 4 84 166 17 145 47 71 9 7 462 Synthase;Transferase;Other lyaseTricarboxylic acid pathway;Amino acid biosynthesis;Amino acid catabolismPyruvate metabolism->Citrate Synthetase;;TCA cycle->Citrate Synthase;;;High Quality
DOPD_HUMAN P30046 DDT D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=312694.2 4 5 7 4 5 0 1 26 10 8 13 12 15 0 2 60 Isomerase Macrophage-mediated immunity0 High Quality
CH60_HUMAN P10809 HSPD1 (HSP60)60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=261037.7 32 29 46 8 10 15 13 153 157 100 330 27 30 26 27 697 Chaperonin Protein folding;Protein complex assembly0 High Quality
COF1_HUMAN P23528 CFL1 (CFL) Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 18485.1 8 4 10 1 2 7 10 42 35 23 55 5 7 8 12 145 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
IDH3A_HUMAN P50213 IDH3A Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=139574.5 10 9 13 4 7 3 4 50 43 18 38 26 41 4 5 175 Dehydrogenase Tricarboxylic acid pathway0 High Quality
CYTB_HUMAN P04080 CSTB (CST6) (STFB)Cystatin-B OS=Homo sapiens GN=CSTB PE=1 SV=2 11121.3 2 2 4 3 4 0 1 16 5 2 39 13 17 0 2 78 Cysteine protease inhibitorProteolysis 0 High Quality
ODPA_HUMAN P08559 PDHA1 (PHE1A)Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=343278.5 14 2 20 5 8 2 1 52 84 19 57 27 21 5 2 215 Dehydrogenase Carbohydrate metabolism0 High Quality
HS90B_HUMAN P08238 HSP90AB1 (HSP90B) (HSPC2) (HSPCB)Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=483249.3 46 9 33 5 8 13 7 121 235 19 106 34 22 23 17 456 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
ALDR_HUMAN P15121 AKR1B1 (ALDR1)Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3 35835.9 13 6 18 6 6 6 6 61 31 6 33 16 24 11 10 131 Reductase Other metabolism 0 High Quality
HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=222764.6 18 9 12 5 4 1 2 51 115 62 98 5 9 2 3 294 Other chaperones Protein folding;Stress responsep38 MAPK pathway->heat shock protein 27kD;;High Quality

Unique peptides
# Protein # UniProt 

Gene 
names

Protein Description MW 
(kDa)

Final Quality
# of total
peptides

Spectral counts # of total
spectral

Molecular Function
Biological 
process

Pathway

Supplementary Material (ESI) for Molecular BioSystems. This journal is (c) The Royal Society of Chemistry, 2010



K6PF_HUMAN P08237 PFKM (PFKX) 6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=285165.5 34 5 46 12 13 9 7 126 296 13 196 29 29 40 34 637 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
PYGB_HUMAN P11216 PYGB Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=596680.3 32 2 37 15 15 10 15 126 194 7 99 50 60 24 49 483 Phosphorylase Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase a;;;High Quality
HINT2_HUMAN Q9BX68 HINT2 Histidine triad nucleotide-binding protein 2 OS=Homo sapiens GN=HINT2 PE=1 SV=117143.7 3 5 4 0 1 1 1 15 14 8 8 0 4 1 2 37 Nucleotide phosphataseBiological process unclassified0 High Quality
1433Z_HUMAN P63104 YWHAZ 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=127727.9 12 3 12 2 4 8 10 51 55 15 26 4 8 12 14 134 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ARHL1_HUMAN Q8NDY3 ADPRHL1 (ARH2)[Protein ADP-ribosylarginine] hydrolase-like protein 1 OS=Homo sapiens GN=ADPRHL1 PE=2 SV=140087.7 8 3 9 1 3 4 5 33 19 6 34 3 9 14 12 97 Hydrolase Biological process unclassified0 High Quality
HINT1_HUMAN P49773 HINT1 (HINT) (PKCI1) (PRKCNH1)Histidine triad nucleotide-binding protein 1 OS=Homo sapiens GN=HINT1 PE=1 SV=213784.1 4 2 9 2 3 2 1 23 11 3 38 3 3 5 2 65 Nucleotide phosphataseBiological process unclassified0 High Quality
EFTU_HUMAN P49411 TUFM Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=249524.3 22 9 26 10 16 4 5 92 104 20 142 22 55 8 33 384 Translation elongation factorProtein biosynthesis 0 High Quality
HSPB7_HUMAN Q9UBY9 HSPB7 (CVHSP)Heat shock protein beta-7 OS=Homo sapiens GN=HSPB7 PE=1 SV=118592.7 7 7 9 0 1 1 1 26 25 28 44 0 5 2 4 108 Other chaperones Protein folding;Stress response0 High Quality
ESTD_HUMAN P10768 ESD S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=231445.6 7 0 10 3 2 4 3 29 12 0 21 4 2 5 4 48 Esterase Biological process unclassified0 High Quality
EHD2_HUMAN Q9NZN4 EHD2 (PAST2) EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=261145.2 20 6 16 3 6 1 3 55 61 8 59 9 14 4 5 160 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
DEST_HUMAN P60981 DSTN (ACTDP) (DSN)Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 18488.2 5 2 13 0 3 5 5 33 12 3 34 0 22 10 5 86 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
TBA1B_HUMAN P68363 TUBA1B Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=150133.7 17 5 2 12 13 8 8 65 131 9 9 36 33 17 21 256 Molecular function unclassifiedBiological process unclassified0 High Quality
ADHX_HUMAN P11766 ADH5 (ADHX) (FDH)Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=439705.8 7 3 14 4 2 6 5 41 19 3 26 14 7 9 9 87 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
1433T_HUMAN P27348 YWHAQ 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=127747.4 8 2 4 2 3 2 3 24 12 5 5 3 6 4 6 41 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
MTCPA_HUMAN P56277 MTCP1 (C6.1B)Protein p8 MTCP-1 OS=Homo sapiens GN=MTCP1 PE=1 SV=1 7728.7 1 0 2 1 0 0 1 5 1 0 3 1 0 0 1 6 Other miscellaneous function proteinOther signal transduction0 High Quality
TBB2C_HUMAN P68371 TUBB2C Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=149812.7 25 10 32 17 2 6 7 99 192 47 216 62 19 8 11 555 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
CRYM_HUMAN Q14894 CRYM (THBP) Mu-crystallin homolog OS=Homo sapiens GN=CRYM PE=1 SV=133757.1 10 6 9 5 8 5 5 48 46 11 47 18 34 12 14 182 Other lyase Vision 0 High Quality
ADH1B_HUMAN P00325 ADH1B (ADH2)Alcohol dehydrogenase 1B OS=Homo sapiens GN=ADH1B PE=1 SV=239836.3 8 0 10 6 2 6 5 37 19 0 26 16 14 8 6 89 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
S10AB_HUMAN P31949 S100A11 (MLN70) (S100C)Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=211723.1 5 2 5 1 2 0 1 16 12 7 9 1 4 0 1 34 Signaling molecule;Calmodulin related proteinDNA replication;DNA replication;Tumor suppressor0 High Quality
ODO1_HUMAN Q02218 OGDH 2-oxoglutarate dehydrogenase E1 component, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3115918.7 38 5 44 6 7 6 9 115 145 7 101 25 25 12 12 327 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->alphaketoglutarate Dehydrogenase;;High Quality
AL9A1_HUMAN P49189 ALDH9A1 (ALDH4) (ALDH7) (ALDH9)4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=353784 11 6 14 3 5 6 2 47 38 10 73 6 10 7 3 147 Dehydrogenase Other metabolism 0 High Quality
DHE3_HUMAN P00367 GLUD1 (GLUD)Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=261381.7 19 7 17 3 8 0 2 56 43 13 48 6 32 0 3 145 Dehydrogenase Amino acid catabolismGlutamine glutamate conversion->Glutamate Dehydrogenase;;High Quality
TRFE_HUMAN P02787 TF (PRO1400) Serotransferrin OS=Homo sapiens GN=TF PE=1 SV=2 77032.2 26 3 33 6 5 19 21 113 91 3 185 22 23 36 38 398 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous0 High Quality
GELS_HUMAN P06396 GSN Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 85679.8 20 8 18 8 11 4 8 77 85 21 99 17 27 6 13 268 Non-motor actin binding protein;Other select calcium binding proteinsCell structure FAS signaling pathway->Gelsolin;;High Quality
GRHPR_HUMAN Q9UBQ7 GRHPR (GLXR) (MSTP035)Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=135651.1 8 1 11 3 4 3 2 32 21 1 27 6 8 5 3 71 Reductase Amino acid biosynthesis0 High Quality
HSDL2_HUMAN Q6YN16 HSDL2 Hydroxysteroid dehydrogenase-like protein 2 OS=Homo sapiens GN=HSDL2 PE=2 SV=145378.6 27 10 17 2 5 5 4 70 117 33 151 7 13 6 7 334 Dehydrogenase;ReductaseOther metabolism 0 High Quality
ANXA5_HUMAN P08758 ANXA5 (ANX5) (ENX2) (PP4)Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=2 35920.6 19 2 16 2 4 5 3 51 64 3 57 11 21 6 9 171 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
RAN_HUMAN P62826 RAN (ARA24) (OK/SW-cl.81)GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=324405.1 4 3 6 5 3 2 2 25 4 3 7 8 7 2 2 33 Small GTPase RNA localization;Intracellular signaling cascade;Nuclear transport;Cell cycle0 High Quality
KAD4_HUMAN P27144 AK3L1 (AK3) (AK4); AK3L2Adenylate kinase isoenzyme 4, mitochondrial OS=Homo sapiens GN=AK3L1 PE=1 SV=125250.5 6 2 6 1 2 2 2 21 13 4 12 5 11 6 4 55 Nucleotide kinase Purine metabolismDe novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
PDIA3_HUMAN P30101 PDIA3 (ERP57) (ERP60) (GRP58)Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=456766.6 20 12 23 2 2 4 2 65 48 23 44 4 5 5 2 131 Other isomerase Protein disulfide-isomerase reaction0 High Quality
IDH3B_HUMAN O43837 IDH3B Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial OS=Homo sapiens GN=IDH3B PE=2 SV=242165.6 13 0 14 5 4 2 2 40 37 0 85 7 13 2 3 147 Dehydrogenase Tricarboxylic acid pathway0 High Quality
TGM2_HUMAN P21980 TGM2 Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=277311.1 27 7 16 9 9 4 8 80 157 33 73 22 33 7 29 354 Acyltransferase;Other transferaseProtein modification 0 High Quality
KAD2_HUMAN P54819 AK2 (ADK2) Adenylate kinase isoenzyme 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=226461 8 5 7 1 2 1 0 24 19 9 21 1 4 1 0 55 Nucleotide kinase Purine metabolismDe novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
CALR_HUMAN P27797 CALR (CRTC) Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 48124.9 8 6 14 2 5 8 6 49 25 8 39 6 17 11 11 117 Other select calcium binding proteinsProtein folding 0 High Quality
PPIF_HUMAN P30405 PPIF (CYP3) Peptidyl-prolyl cis-trans isomerase, mitochondrial OS=Homo sapiens GN=PPIF PE=1 SV=122022.4 5 0 6 4 5 4 3 27 13 0 21 13 25 5 4 81 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
PIMT_HUMAN P22061 PCMT1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=324632.9 9 6 9 2 2 4 2 34 25 13 38 9 9 6 8 108 Methyltransferase Protein modification 0 High Quality
ECHB_HUMAN P55084 HADHB (MSTP029)Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=351278 29 10 17 6 6 6 4 78 97 14 84 12 23 8 9 247 Acetyltransferase Protein acetylation 0 High Quality
PDLI5_HUMAN Q96HC4 PDLIM5 (ENH) (L9)PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=363953 12 9 16 3 4 1 6 51 51 20 98 6 12 1 8 196 Actin binding cytoskeletal proteinMuscle development;Heart development;Cell structure;Cell motility0 High Quality
QCR1_HUMAN P31930 UQCRC1 Cytochrome b-c1 complex subunit 1, mitochondrial OS=Homo sapiens GN=UQCRC1 PE=1 SV=352627.9 14 3 17 5 6 2 2 49 33 3 61 17 17 2 2 135 Reductase;MetalloproteaseProteolysis;Electron transport0 High Quality
GPD1L_HUMAN Q8N335 GPD1L (KIAA0089)Glycerol-3-phosphate dehydrogenase 1-like protein OS=Homo sapiens GN=GPD1L PE=1 SV=138401.3 13 0 18 5 6 8 5 55 30 0 71 23 25 9 6 164 Dehydrogenase Phospholipid metabolism0 High Quality
ATOX1_HUMAN O00244 ATOX1 (HAH1)Copper transport protein ATOX1 OS=Homo sapiens GN=ATOX1 PE=1 SV=17383.7 2 0 5 0 1 2 1 11 2 0 24 0 2 4 2 34 Molecular function unclassifiedBiological process unclassified0 High Quality
HEBP2_HUMAN Q9Y5Z4 HEBP2 (C6orf34) (SOUL)Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=122857.7 8 6 8 1 1 2 1 27 11 9 16 2 1 4 3 46 Other miscellaneous function proteinProtein biosynthesis 0 High Quality
CASQ2_HUMAN O14958 CASQ2 Calsequestrin-2 OS=Homo sapiens GN=CASQ2 PE=1 SV=2 46419.8 12 6 12 3 5 9 7 54 60 10 33 9 22 17 16 167 Select calcium binding proteinCalcium mediated signaling0 High Quality
FKBP3_HUMAN Q00688 FKBP3 (FKBP25)FK506-binding protein 3 OS=Homo sapiens GN=FKBP3 PE=1 SV=125159.4 9 10 4 0 1 3 2 29 14 16 7 0 1 7 2 47 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
GRP75_HUMAN P38646 HSPA9 (GRP75) (HSPA9B)Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=273663.3 32 20 31 5 10 9 9 116 128 109 232 11 29 20 20 549 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
LGUL_HUMAN Q04760 GLO1 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=420760.8 7 5 8 2 0 3 2 27 20 7 21 2 0 4 6 60 Other lyase Other carbon metabolism0 High Quality
ALAT1_HUMAN P24298 GPT (AAT1) (GPT1)Alanine aminotransferase 1 OS=Homo sapiens GN=GPT PE=1 SV=354619.1 10 2 11 3 1 1 1 29 26 3 25 9 3 1 2 69 Glycosyltransferase Other polysaccharide metabolism;Protein glycosylation0 High Quality
CALM_HUMAN P62158 CALM1 (CALM) (CAM) (CAM1); CALM2 (CAM2) (CAMB); CALM3 (CALML2) (CAM3) (CAMC) (CAMIII)Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2 16820 5 1 3 1 2 0 2 14 12 1 9 1 12 0 6 41 Calmodulin related proteinCalcium mediated signaling;Cell cycle;Cell proliferation and differentiationT cell activation->Calmodulin;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Calmodulin;;B cell activation->Calmodulin;;;;High Quality
SMPX_HUMAN Q9UHP9 SMPX (SRMX) Small muscular protein OS=Homo sapiens GN=SMPX PE=2 SV=29295.7 4 3 3 1 1 2 1 15 7 6 19 3 1 3 2 41 Molecular function unclassifiedBiological process unclassified0 High Quality
EZRI_HUMAN P15311 EZR (VIL2) Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 69396.6 17 14 22 1 2 6 8 70 48 51 46 2 2 10 11 170 Molecular function unclassifiedBiological process unclassified0 High Quality
K1C9_HUMAN P35527 KRT9 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=262113 31 21 18 22 20 1 1 114 853 261 55 176 193 1 1 1540 Intermediate filament;Structural proteinCell structure 0 High Quality
THIO_HUMAN P10599 TXN (TRDX) (TRX) (TRX1)Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 11719.3 3 2 1 1 1 3 2 13 6 3 2 3 8 5 2 29 Other oxidoreductase Electron transport;Sulfur redox metabolism;Other intracellular signaling cascade;Stress response;Apoptosis;Cell proliferation and differentiationHypoxia response via HIF activation->thioredoxin;;Oxidative stress response->thioredoxin;;;High Quality
PHP14_HUMAN Q9NRX4 PHPT1 (PHP14) (CGI-202) (HSPC141)14 kDa phosphohistidine phosphatase OS=Homo sapiens GN=PHPT1 PE=1 SV=113814.6 4 6 10 0 1 3 5 29 10 16 73 0 6 5 10 120 Molecular function unclassifiedBiological process unclassified0 High Quality
UCRI_HUMAN P47985 UQCRFS1 Cytochrome b-c1 complex subunit Rieske, mitochondrial OS=Homo sapiens GN=UQCRFS1 PE=1 SV=229649.8 0 0 4 1 1 1 0 7 0 0 6 2 3 1 0 12 Reductase Oxidative phosphorylation0 High Quality
MUTA_HUMAN P22033 MUT Methylmalonyl-CoA mutase, mitochondrial OS=Homo sapiens GN=MUT PE=1 SV=383104.6 14 0 9 2 2 1 1 29 29 0 20 3 2 1 1 56 Mutase Tricarboxylic acid pathwaySuccinate to proprionate conversion->Methylmalonyl-CoA mutase;;Methylmalonyl pathway->Methylmalonyl-CoA mutase;;;High Quality
MYL4_HUMAN P12829 MYL4 (MLC1) (PRO1957)Myosin light chain 4 OS=Homo sapiens GN=MYL4 PE=1 SV=321546.9 8 6 7 1 2 4 4 32 19 21 13 2 8 5 5 73 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
ODPB_HUMAN P11177 PDHB (PHE1B) Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=339215.4 11 2 10 6 4 4 2 39 49 4 83 15 14 4 2 171 Dehydrogenase Carbohydrate metabolism0 High Quality
NFU1_HUMAN Q9UMS0 NFU1 (HIRIP5) (CGI-33)NFU1 iron-sulfur cluster scaffold homolog, mitochondrial OS=Homo sapiens GN=NFU1 PE=1 SV=228445.2 3 3 2 1 1 1 0 11 4 6 7 5 4 1 0 27 Molecular function unclassifiedBiological process unclassified0 High Quality
HCD2_HUMAN Q99714 HSD17B10 (ERAB) (HADH2) (MRPP2) (SCHAD) (XH98G2)3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=326905.1 4 0 12 3 1 2 0 22 10 0 45 6 2 2 0 65 Dehydrogenase;ReductaseOther metabolism 0 High Quality
QCR7_HUMAN P14927 UQCRB (UQBP)Cytochrome b-c1 complex subunit 7 OS=Homo sapiens GN=UQCRB PE=2 SV=213513.3 4 5 5 1 0 1 0 16 9 7 6 1 0 1 0 24 Reductase Oxidative phosphorylation0 High Quality
1433B_HUMAN P31946 YWHAB 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=328065.1 8 3 10 2 1 3 3 30 28 4 22 4 4 5 5 72 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
TAGL2_HUMAN P37802 TAGLN2 (KIAA0120) (CDABP0035)Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 22373.9 9 6 9 1 1 3 4 33 55 28 20 2 4 3 7 119 Non-motor actin binding proteinMuscle contraction 0 High Quality
APOA2_HUMAN P02652 APOA2 Apolipoprotein A-II OS=Homo sapiens GN=APOA2 PE=1 SV=111157.2 3 3 4 0 1 1 1 13 5 6 5 0 1 1 1 19 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
HS90A_HUMAN P07900 HSP90AA1 (HSP90A) (HSPC1) (HSPCA)Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=584645.2 25 1 24 13 14 10 17 104 105 1 68 78 42 24 37 355 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
GRP78_HUMAN P11021 HSPA5 (GRP78)78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=272316.7 34 30 27 7 7 5 5 115 140 80 116 26 41 11 9 423 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
ADT1_HUMAN P12235 SLC25A4 (ANT1)ADP/ATP translocase 1 OS=Homo sapiens GN=SLC25A4 PE=1 SV=433047.3 10 0 8 1 1 5 7 32 25 0 17 2 2 9 14 69 Transporter;Mitochondrial carrier proteinNucleoside, nucleotide and nucleic acid transport;Transport0 High Quality
TCTP_HUMAN P13693 TPT1 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=119578.2 3 2 5 1 2 2 2 17 6 2 21 1 3 2 2 37 Non-motor microtubule binding proteinImmunity and defense 0 High Quality
3HIDH_HUMAN P31937 HIBADH 3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=HIBADH PE=1 SV=235312 12 4 11 3 2 4 3 39 56 7 37 13 11 12 6 142 Dehydrogenase Amino acid biosynthesis;Amino acid catabolismAllantoin degradation->Tartronate semialdehyde dehydrogenase;;High Quality
HSP71_HUMAN P08107 HSPA1A (HSPA1); HSPA1BHeat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=570036 23 17 40 6 9 5 6 106 108 60 98 21 23 9 9 328 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
PDLI1_HUMAN O00151 PDLIM1 (CLIM1) (CLP36)PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=436053.3 8 8 10 3 4 4 4 41 25 20 29 7 18 5 7 111 Non-motor actin binding proteinMuscle contraction;Cell motility0 High Quality
GLYG_HUMAN P46976 GYG1 (GYG) Glycogenin-1 OS=Homo sapiens GN=GYG1 PE=1 SV=4 39366.3 9 3 10 3 2 5 2 34 71 25 20 5 4 8 3 136 Glycosyltransferase;Other transferaseGlycogen metabolism 0 High Quality
IGHG1_HUMAN P01857 IGHG1 Ig gamma-1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=136087 9 1 14 4 5 1 2 36 79 2 73 13 11 1 2 181 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
GSTK1_HUMAN Q9Y2Q3 GSTK1 (HDCMD47P)Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=325480.1 8 0 8 2 2 3 2 25 25 0 21 10 4 3 2 65 Transfer/carrier proteinTranslational regulation0 High Quality
UK114_HUMAN P52758 HRSP12 (PSP) Ribonuclease UK114 OS=Homo sapiens GN=HRSP12 PE=1 SV=114476.1 3 1 3 1 0 1 0 9 5 5 8 5 0 1 0 24 Other miscellaneous function proteinTranslational regulation0 High Quality
FHL2_HUMAN Q14192 FHL2 (DRAL) (SLIM3)Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=332174.4 2 0 14 2 2 4 1 25 6 0 44 6 17 6 1 80 Other zinc finger transcription factorMuscle development 0 High Quality
WDR1_HUMAN O75083 WDR1 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=466175.2 18 0 22 7 11 7 7 72 34 0 87 10 23 10 9 173 Non-motor actin binding proteinHearing;Cell motility 0 High Quality
ANKR2_HUMAN Q9GZV1 ANKRD2 (ARPP)Ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=ANKRD2 PE=1 SV=339841.7 9 6 15 0 2 1 1 34 16 7 33 0 3 1 1 61 Molecular function unclassifiedBiological process unclassified0 High Quality
PFD5_HUMAN Q99471 PFDN5 (MM1) (PFD5)Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=217310.3 3 3 3 1 0 1 1 12 6 3 16 1 0 1 2 29 Chaperone Protein folding 0 High Quality
PDIA1_HUMAN P07237 P4HB (ERBA2L) (PDI) (PDIA1) (PO4DB)Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=357100.1 25 9 14 4 6 6 5 69 63 17 33 11 24 7 10 165 Other isomerase Protein disulfide-isomerase reaction0 High Quality
FKBP2_HUMAN P26885 FKBP2 (FKBP13)FK506-binding protein 2 OS=Homo sapiens GN=FKBP2 PE=1 SV=215631.6 4 2 2 1 1 0 2 12 6 2 2 2 1 0 2 15 Other isomerase Protein foldingTGF-beta signaling pathway->FK506 binding protein 12KDa;;High Quality
ODO2_HUMAN P36957 DLST (DLTS) Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLST PE=1 SV=348711.1 10 11 11 2 3 3 7 47 80 39 48 2 14 3 8 194 Acyltransferase Biological process unclassified0 High Quality
VTDB_HUMAN P02774 GC Vitamin D-binding protein OS=Homo sapiens GN=GC PE=1 SV=152946.6 8 1 19 4 4 8 2 46 16 1 40 10 5 10 2 84 Other transfer/carrier proteinCoenzyme and prosthetic group metabolism;TransportVitamin D metabolism and pathway->Vitamin D binding protein;;High Quality
ATP5H_HUMAN O75947 ATP5H (My032)ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=318473.9 10 4 4 0 1 1 1 21 17 8 8 0 1 2 2 38 Molecular function unclassifiedBiological process unclassified0 High Quality
ELOC_HUMAN Q15369 TCEB1 Transcription elongation factor B polypeptide 1 OS=Homo sapiens GN=TCEB1 PE=1 SV=112455.4 2 1 4 2 0 1 1 11 5 1 11 2 0 1 1 21 DNA-directed RNA polymeraseDNA repair;mRNA transcription elongation0 High Quality
THTR_HUMAN Q16762 TST Thiosulfate sulfurtransferase OS=Homo sapiens GN=TST PE=1 SV=433410.8 10 1 6 3 3 3 3 29 20 1 15 5 12 4 5 62 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
ISOC1_HUMAN Q96CN7 ISOC1 (CGI-111)Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=332218.7 10 1 4 5 1 4 4 29 34 1 16 11 1 7 5 75 Hydroxylase Other metabolism 0 High Quality
CAH1_HUMAN P00915 CA1 Carbonic anhydrase 1 OS=Homo sapiens GN=CA1 PE=1 SV=228852.4 11 3 9 1 0 3 2 29 23 3 22 2 0 4 3 57 Dehydratase Other carbon metabolism0 High Quality
ACOC_HUMAN P21399 ACO1 (IREB1) Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=398383 21 0 17 3 5 7 5 58 58 0 32 11 9 11 10 131 Dehydratase;HydrataseTricarboxylic acid pathwayMethylcitrate cycle->Aconitase;;High Quality
LYRM7_HUMAN Q5U5X0 LYRM7 (C5orf31)LYR motif-containing protein 7 OS=Homo sapiens GN=LYRM7 PE=1 SV=111937.2 6 4 1 0 2 1 2 16 11 7 1 0 7 2 2 30 Molecular function unclassifiedBiological process unclassified0 High Quality
DUS3_HUMAN P51452 DUSP3 (VHR) Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=120460.8 7 7 7 3 0 1 0 25 19 16 19 6 0 1 0 61 Protein phosphatase Protein modification;Other intracellular signaling cascadeOxidative stress response->MAP Kinase Phosphatases;;High Quality
MTPN_HUMAN P58546 MTPN Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=2 12877.3 1 2 3 1 1 3 3 14 4 6 4 3 3 4 4 28 Molecular function unclassifiedBiological process unclassified0 High Quality
PTGR2_HUMAN Q8N8N7 PTGR2 (ZADH1)Prostaglandin reductase 2 OS=Homo sapiens GN=PTGR2 PE=2 SV=138481.2 6 1 8 2 4 1 0 22 9 2 10 2 7 1 0 31 Molecular function unclassifiedBiological process unclassified0 High Quality
MMSA_HUMAN Q02252 ALDH6A1 (MMSDH)Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial OS=Homo sapiens GN=ALDH6A1 PE=1 SV=257822.3 22 3 15 4 4 4 5 57 59 3 27 6 7 4 9 115 Dehydrogenase Amino acid metabolism;Pyrimidine metabolismPyrimidine Metabolism->Methylmalonate Semialdehyde Dehydrogenase;;High Quality
NT5D1_HUMAN Q5TFE4 NT5DC1 (NT5C2L1) (LP2642)5'-nucleotidase domain-containing protein 1 OS=Homo sapiens GN=NT5DC1 PE=1 SV=151829.5 4 0 5 1 1 1 1 13 6 0 8 2 2 1 1 20 Molecular function unclassifiedBiological process unclassified0 High Quality
ISCU_HUMAN Q9H1K1 ISCU (NIFUN) Iron-sulfur cluster assembly enzyme ISCU, mitochondrial OS=Homo sapiens GN=ISCU PE=1 SV=117919.4 5 4 3 1 1 2 3 19 6 5 3 1 1 2 4 22 Other miscellaneous function proteinCoenzyme metabolism;Homeostasis0 High Quality
LEG1_HUMAN P09382 LGALS1 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2 14697.8 2 1 7 1 2 1 1 15 6 2 16 1 3 1 2 31 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
ANXA1_HUMAN P04083 ANXA1 (ANX1) (LPC1)Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=2 38697.9 15 4 16 1 1 1 3 41 41 6 51 2 1 1 5 107 Transfer/carrier protein;AnnexinFatty acid metabolism;Cell surface receptor mediated signal transduction;Cell motility0 High Quality
C1QBP_HUMAN Q07021 C1QBP (GC1QBP) (HABP1) (SF2P32)Complement component 1 Q subcomponent-binding protein, mitochondrial OS=Homo sapiens GN=C1QBP PE=1 SV=131344.6 5 1 3 6 4 2 1 22 10 2 12 23 18 4 3 72 Complement component;Antibacterial response proteinComplement-mediated immunity0 High Quality
PDLI3_HUMAN Q53GG5 PDLIM3 (ALP) PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=2 SV=139214.5 6 4 8 1 0 2 0 21 29 27 18 1 0 2 0 77 Non-motor actin binding proteinMuscle contraction;Cell motility0 High Quality
COQ9_HUMAN O75208 COQ9 (C16orf49) (HSPC326) (PSEC0129)Ubiquinone biosynthesis protein COQ9, mitochondrial OS=Homo sapiens GN=COQ9 PE=2 SV=135491.1 8 3 5 5 5 2 2 30 29 3 21 8 13 3 3 80 Molecular function unclassifiedBiological process unclassified0 High Quality
AL7A1_HUMAN P49419 ALDH7A1 (ATQ1)Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=455348.7 20 5 16 2 5 5 6 59 57 6 38 2 8 6 16 133 Dehydrogenase Other metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
GLO2_HUMAN Q16775 HAGH (GLO2) (HAGH1)Hydroxyacylglutathione hydrolase OS=Homo sapiens GN=HAGH PE=1 SV=128841.6 9 4 9 0 1 4 6 33 24 11 29 0 1 12 17 94 Other hydrolase Detoxification;Antioxidation and free radical removal0 High Quality
CPNS1_HUMAN P04632 CAPNS1 (CAPN4) (CAPNS)Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=128298.6 5 1 4 2 2 1 0 15 14 2 4 4 5 1 0 30 Cysteine protease;Calmodulin related proteinProteolysis;Signal transductionHuntington disease->Calpain;;High Quality
NIT2_HUMAN Q9NQR4 NIT2 (CUA002)Nitrilase homolog 2 OS=Homo sapiens GN=NIT2 PE=1 SV=1 30590.8 15 1 7 3 3 2 0 31 24 2 9 10 5 2 0 52 Other hydrolase Other carbon metabolismPyrimidine Metabolism->Beta-Ureidopropionase;;High Quality
LEG3_HUMAN P17931 LGALS3 (MAC2)Galectin-3 OS=Homo sapiens GN=LGALS3 PE=1 SV=4 26170.8 5 3 0 0 1 2 1 12 10 6 0 0 2 2 5 25 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
ANX11_HUMAN P50995 ANXA11 (ANX11)Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=1 54373.7 18 3 15 4 5 3 2 50 53 6 77 6 13 6 3 164 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
SRCA_HUMAN Q86TD4 SRL Sarcalumenin OS=Homo sapiens GN=SRL PE=2 SV=2 100771.9 19 6 16 3 2 10 10 66 85 12 34 15 9 17 23 195 Molecular function unclassifiedBiological process unclassified0 High Quality
EF2_HUMAN P13639 EEF2 (EF2) Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4 95322.1 28 1 31 3 6 6 10 85 121 9 105 5 12 11 17 280 Translation elongation factorProtein biosynthesis 0 High Quality
TALDO_HUMAN P37837 TALDO1 (TAL) (TALDO) (TALDOR)Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2 37523.7 9 8 6 3 4 2 2 34 26 13 10 8 14 3 3 77 Transaldolase Pentose-phosphate shuntAngiogenesis->Beta-catenin;;Pentose phosphate pathway->Transaldolase;;Alzheimer disease-presenilin pathway->beta-catenin;;Cadherin signaling pathway->Beta-catenin;;p53 pathway feedback loops 2->beta-catenin;;Wnt signaling pathway->Beta-Catenin;;;;;;;High Quality
RINI_HUMAN P13489 RNH1 (PRI) (RNH)Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=249956.4 10 1 21 10 8 2 3 55 21 1 55 32 22 2 4 137 Other enzyme inhibitorBiological process unclassified0 High Quality
KAP0_HUMAN P10644 PRKAR1A (PKR1) (PRKAR1) (TSE1)cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=142964.4 11 2 10 3 3 2 0 31 25 5 18 10 10 3 0 71 Kinase modulator Protein phosphorylation;Signal transductionTranscription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Protein kinase A, regulatory subunit;;GABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;High Quality
TXNL1_HUMAN O43396 TXNL1 (TRP32) (TXL) (TXNL)Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=332233.4 10 1 6 3 3 4 2 29 18 1 14 4 4 5 3 49 Other oxidoreductase Electron transport;Sulfur redox metabolism0 High Quality
HXK1_HUMAN P19367 HK1 Hexokinase-1 OS=Homo sapiens GN=HK1 PE=1 SV=3 102470.4 31 3 32 12 15 6 7 106 130 4 108 30 46 7 7 332 Carbohydrate kinase Glycolysis Pentose phosphate pathway->Hexokinase;;Glycolysis->Hexokinase;;Fructose galactose metabolism->Hexokinase;;;;High Quality
GDIR1_HUMAN P52565 ARHGDIA (GDIA1)Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=323189.5 7 3 5 3 2 1 0 21 15 3 12 12 8 1 0 51 Other signaling molecule;Other G-protein modulatorIntracellular signaling cascade0 High Quality
CACP_HUMAN P43155 CRAT (CAT1) Carnitine O-acetyltransferase OS=Homo sapiens GN=CRAT PE=1 SV=470909.3 16 0 10 8 4 6 5 49 36 0 18 13 20 9 9 105 Acetyltransferase;AcyltransferaseAmino acid metabolism;Fatty acid metabolism0 High Quality
PSME2_HUMAN Q9UL46 PSME2 Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=327344.3 9 0 1 0 1 1 2 14 15 0 1 0 2 1 2 21 Other miscellaneous function proteinProteolysis Cell cycle->Proteasome;;High Quality
SYWC_HUMAN P23381 WARS (IFI53) (WRS)Tryptophanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=253149.6 15 4 9 2 3 3 2 38 29 22 15 7 13 4 3 93 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
AL4A1_HUMAN P30038 ALDH4A1 (ALDH4) (P5CDH)Delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH4A1 PE=1 SV=361702.4 12 6 9 2 5 4 5 43 32 9 20 13 15 4 5 98 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
GDIA_HUMAN P31150 GDI1 (GDIL) (OPHN2) (RABGDIA) (XAP4)Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=250566.1 11 3 14 2 2 5 4 41 27 13 27 2 3 7 8 87 G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
PSA7_HUMAN O14818 PSMA7 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=127869.1 9 0 9 2 2 2 0 24 13 0 15 8 9 2 0 47 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
OLA1_HUMAN Q9NTK5 OLA1 (GTPBP9) (PTD004) (PRO2455)Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=2 44727.4 13 2 5 2 2 4 4 32 22 3 18 5 2 4 5 59 Glycosyltransferase Protein glycosylation;Cell communication0 High Quality
TCP4_HUMAN P53999 SUB1 (PC4) (RPO2TC1)Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=314377.9 4 0 3 1 1 1 3 13 7 0 4 2 2 1 4 20 Transcription cofactor;Other DNA-binding proteinGeneral mRNA transcription activities;mRNA transcription regulation0 High Quality
FIBB_HUMAN P02675 FGB Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=255910.6 13 0 16 7 6 1 3 46 21 0 39 24 21 1 4 110 Other signaling molecule;Extracellular matrixBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Gs alpha subunit;;Blood coagulation->Fibrinogen;;High Quality
DCXR_HUMAN Q7Z4W1 DCXR L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=225894.2 6 3 14 2 3 0 1 29 12 4 50 5 16 0 1 88 Dehydrogenase;ReductaseOther metabolism 0 High Quality
NP1L4_HUMAN Q99733 NAP1L4 (NAP2)Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=142805.8 7 5 7 1 1 2 3 26 15 15 14 3 3 3 5 58 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
HEMO_HUMAN P02790 HPX Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=2 51658.5 10 0 7 2 3 1 3 26 22 0 35 10 15 3 10 95 Other transfer/carrier proteinVitamin/cofactor transport;Other coenzyme and prosthetic group metabolism;Transport0 High Quality
KCY_HUMAN P30085 CMPK1 (CMK) (CMPK) (UCK) (UMK) (UMPK)UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=3 22205 5 2 7 1 1 2 3 21 9 3 11 1 1 2 5 32 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism0 High Quality
NDKB_HUMAN P22392 NME2 (NM23B)Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=117280.2 8 4 6 1 0 0 2 21 22 10 9 6 0 0 3 50 Nucleotide kinase Pyrimidine metabolismDe novo purine biosynthesis->GDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->UDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthHigh Quality
SAMP_HUMAN P02743 APCS (PTX2) Serum amyloid P-component OS=Homo sapiens GN=APCS PE=1 SV=225369.7 5 2 2 1 1 2 1 14 6 2 2 3 2 2 2 19 Antibacterial response protein;Other defense and immunity proteinOther immune and defense;Stress response;Cytokine/chemokine mediated immunity0 High Quality
IDHC_HUMAN O75874 IDH1 (PICD) Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=246642.5 12 0 7 0 1 1 1 22 26 0 11 0 4 2 1 44 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Isocitrate Dehydrogenase;;High Quality
CATB_HUMAN P07858 CTSB (CPSB) Cathepsin B OS=Homo sapiens GN=CTSB PE=1 SV=3 37803.2 1 1 7 2 1 2 2 16 5 8 42 7 4 2 2 70 Cysteine protease Proteolysis;Other oncogenesis0 High Quality
CLIC1_HUMAN O00299 CLIC1 (NCC27)Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=426905.3 7 1 14 1 1 3 1 28 12 1 23 1 1 5 1 44 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
AIFM1_HUMAN O95831 AIFM1 (AIF) (PDCD8)Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=166883.5 21 2 14 3 1 4 7 52 48 9 45 5 7 5 12 131 Molecular function unclassifiedApoptosis Apoptosis signaling pathway->Apoptosis inducing factor;;High Quality
ABHDA_HUMAN Q9NUJ1 ABHD10 Abhydrolase domain-containing protein 10, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=133915.3 8 0 4 5 5 1 1 24 15 0 4 20 16 1 1 57 Molecular function unclassifiedBiological process unclassified0 High Quality
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TPM2_HUMAN P07951 TPM2 (TMSB) Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=132833.7 10 16 7 2 2 4 7 48 18 34 10 2 4 5 9 82 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
PSME1_HUMAN Q06323 PSME1 (IFI5111)Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=128705.8 12 1 5 1 1 2 2 24 25 2 15 9 13 2 2 68 Other miscellaneous function proteinProteolysis 0 High Quality
TX1B3_HUMAN O14907 TAX1BP3 (TIP1)Tax1-binding protein 3 OS=Homo sapiens GN=TAX1BP3 PE=1 SV=213716.6 2 1 1 1 1 1 0 7 3 1 1 4 2 1 0 12 Molecular function unclassifiedBiological process unclassified0 High Quality
PGS2_HUMAN P07585 DCN (SLRR1B) Decorin OS=Homo sapiens GN=DCN PE=1 SV=1 39730.2 7 0 3 2 3 5 4 24 18 0 5 3 5 5 5 41 Receptor;Extracellular matrixCell adhesion-mediated signaling;Skeletal development0 High Quality
MCCB_HUMAN Q9HCC0 MCCC2 (MCCB)Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=MCCC2 PE=1 SV=161316.7 14 3 15 3 5 4 6 50 43 5 28 10 21 8 11 126 Other ligase Amino acid catabolism 0 High Quality
SRCH_HUMAN P23327 HRC (HCP) Sarcoplasmic reticulum histidine-rich calcium-binding protein OS=Homo sapiens GN=HRC PE=2 SV=180220.4 17 7 9 3 1 3 4 44 86 32 18 12 4 3 5 160 Other select calcium binding proteinsCalcium ion homeostasis0 High Quality
AK1A1_HUMAN P14550 AKR1A1 (ALDR1) (ALR)Alcohol dehydrogenase [NADP+] OS=Homo sapiens GN=AKR1A1 PE=1 SV=336555.6 8 1 9 2 3 2 2 27 12 1 11 6 7 4 4 45 Reductase Other metabolism 0 High Quality
DBLOH_HUMAN Q9NR28 DIABLO (SMAC)Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=127112.7 7 6 0 1 3 2 1 20 17 11 0 4 11 3 1 47 Molecular function unclassifiedBiological process unclassified0 High Quality
GYS1_HUMAN P13807 GYS1 (GYS) Glycogen [starch] synthase, muscle OS=Homo sapiens GN=GYS1 PE=1 SV=283769.1 21 1 11 4 5 3 3 48 73 3 18 8 13 5 9 129 Synthase;GlycosyltransferaseGlycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Glycogen synthase D;;High Quality
ACOT1_HUMAN Q86TX2 ACOT1 (CTE1) Acyl-coenzyme A thioesterase 1 OS=Homo sapiens GN=ACOT1 PE=2 SV=146260.2 1 5 1 4 4 2 5 22 10 24 1 9 10 4 8 66 Molecular function unclassifiedBiological process unclassified0 High Quality
CAH2_HUMAN P00918 CA2 Carbonic anhydrase 2 OS=Homo sapiens GN=CA2 PE=1 SV=229228.6 8 1 9 1 1 2 2 24 9 1 14 1 1 2 3 31 Dehydratase Other carbon metabolism0 High Quality
TPPP3_HUMAN Q9BW30 TPPP3 (CGI-38)Tubulin polymerization-promoting protein family member 3 OS=Homo sapiens GN=TPPP3 PE=1 SV=118967.9 6 6 2 0 1 1 2 18 10 11 3 0 2 2 4 32 Serine protease Proteolysis 0 High Quality
PTMA_HUMAN P06454 PTMA (TMSA) Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=2 12184.5 2 0 1 1 1 2 2 9 3 0 1 2 1 10 9 26 Miscellaneous functionNucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
IC1_HUMAN P05155 SERPING1 (C1IN) (C1NH)Plasma protease C1 inhibitor OS=Homo sapiens GN=SERPING1 PE=1 SV=255137.5 9 0 2 2 5 1 0 19 29 0 6 2 7 1 0 45 Serine protease inhibitorProteolysis 0 High Quality
NAMPT_HUMAN P43490 NAMPT (PBEF) (PBEF1)Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=155504.5 13 2 9 5 4 4 4 41 35 2 26 7 10 5 6 91 Other cytokine Ligand-mediated signaling;Immunity and defense0 High Quality
EHD4_HUMAN Q9H223 EHD4 (HCA10) (HCA11) (PAST4) (FKSG7)EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=161159.6 22 4 12 4 6 4 3 55 38 5 25 7 9 5 4 93 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
MYH9_HUMAN P35579 MYH9 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 226519.5 73 27 40 5 6 11 14 176 283 60 78 9 18 14 21 483 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
ODPX_HUMAN O00330 PDHX (PDX1) Pyruvate dehydrogenase protein X component, mitochondrial OS=Homo sapiens GN=PDHX PE=1 SV=354105.8 6 6 9 2 2 4 3 32 31 18 42 3 10 6 5 115 Molecular function unclassifiedCarbohydrate metabolism;Coenzyme metabolism0 High Quality
PYGM_HUMAN P11217 PYGM Glycogen phosphorylase, muscle form OS=Homo sapiens GN=PYGM PE=1 SV=697076.8 42 1 22 3 6 5 7 86 176 8 50 5 18 10 8 275 Phosphorylase Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase a;;;High Quality
MACD1_HUMAN Q9BQ69 MACROD1 (LRP16)MACRO domain-containing protein 1 OS=Homo sapiens GN=MACROD1 PE=1 SV=235488 4 2 4 1 2 1 3 17 11 4 16 2 4 4 3 44 Other select calcium binding proteinsCell cycle control 0 High Quality
IPYR2_HUMAN Q9H2U2 PPA2 (HSPC124)Inorganic pyrophosphatase 2, mitochondrial OS=Homo sapiens GN=PPA2 PE=1 SV=237903.4 10 0 3 2 3 5 1 24 19 0 7 5 7 5 1 44 Pyrophosphatase Polyphosphate catabolism0 High Quality
CO3_HUMAN P01024 C3 (CPAMD1) Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 187131.1 55 5 32 9 13 5 10 129 146 7 71 28 50 8 20 330 Complement componentComplement-mediated immunity0 High Quality
PFD4_HUMAN Q9NQP4 PFDN4 (PFD4) Prefoldin subunit 4 OS=Homo sapiens GN=PFDN4 PE=1 SV=115296.6 4 3 0 1 1 1 1 11 6 5 0 5 2 1 1 20 Molecular function unclassifiedBiological process unclassified0 High Quality
K6PP_HUMAN Q01813 PFKP (PFKF) 6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=285579.4 26 3 27 2 2 3 4 67 116 5 55 4 5 7 7 199 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
IF4A2_HUMAN Q14240 EIF4A2 (DDX2B) (EIF4F)Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=246385.6 15 3 3 1 4 3 5 34 37 3 6 1 4 3 7 61 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
IPYR_HUMAN Q15181 PPA1 (IOPPP) (PP)Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=232642.6 9 1 3 2 1 5 3 24 11 1 4 4 3 7 4 34 Pyrophosphatase Polyphosphate catabolism0 High Quality
MYOM2_HUMANP54296 MYOM2 Myomesin-2 OS=Homo sapiens GN=MYOM2 PE=2 SV=1 164776.4 35 11 36 9 13 7 6 117 102 21 104 29 35 8 7 306 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
TCPB_HUMAN P78371 CCT2 (99D8.1) (CCTB)T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=457471.9 16 2 16 2 1 2 3 42 29 2 27 7 2 4 4 75 Chaperonin Protein folding;Protein complex assembly0 High Quality
BCAT2_HUMAN O15382 BCAT2 (BCATM) (BCT2) (ECA40)Branched-chain-amino-acid aminotransferase, mitochondrial OS=Homo sapiens GN=BCAT2 PE=1 SV=244270.2 8 0 6 2 3 2 4 25 16 0 9 5 7 3 5 45 Transporter;Membrane traffic proteinIntracellular protein traffic;Apoptosis0 High Quality
SBP1_HUMAN Q13228 SELENBP1 (SBP)Selenium-binding protein 1 OS=Homo sapiens GN=SELENBP1 PE=1 SV=252374 17 2 20 2 0 3 1 45 41 2 39 3 0 4 1 90 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 High Quality
PGM5_HUMAN Q15124 PGM5 (PGMRP)Phosphoglucomutase-like protein 5 OS=Homo sapiens GN=PGM5 PE=1 SV=262209.1 20 0 2 3 5 0 2 32 37 0 3 13 29 0 2 84 Mutase Monosaccharide metabolism0 High Quality
PTRF_HUMAN Q6NZI2 PTRF (FKSG13)Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=143458.5 11 5 6 1 2 1 5 31 36 21 20 1 3 5 9 95 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
LIS1_HUMAN P43034 PAFAH1B1 (LIS1) (MDCR) (MDS) (PAFAHA)Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=246619.4 10 0 8 2 3 3 5 31 14 0 20 2 3 4 5 48 Esterase Neurogenesis;Cell structure and motility0 High Quality
TEBP_HUMAN Q15185 PTGES3 (P23) (TEBP)Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=118679.9 2 0 3 1 1 0 3 10 2 0 6 2 2 0 4 16 Molecular function unclassifiedBiological process unclassified0 High Quality
QCR2_HUMAN P22695 UQCRC2 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=348425.4 14 1 10 3 4 3 4 39 52 1 18 11 13 5 6 106 Reductase;MetalloproteaseProteolysis;Electron transport0 High Quality
CALU_HUMAN O43852 CALU Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 37089.6 4 3 2 1 2 3 4 19 4 8 2 4 20 3 4 45 Select calcium binding proteinCalcium mediated signaling0 High Quality
VIME_HUMAN P08670 VIM Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 53634.6 10 13 10 1 1 3 3 41 24 38 27 1 2 6 6 104 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
ACDSB_HUMAN P45954 ACADSB Short/branched chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADSB PE=1 SV=147469.1 10 0 14 2 1 2 3 32 16 0 36 2 1 3 3 61 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
CN159_HUMAN Q7Z3D6 C14orf159 (UNQ2439/PRO5000)UPF0317 protein C14orf159, mitochondrial OS=Homo sapiens GN=C14orf159 PE=2 SV=266418.8 13 4 18 1 4 5 4 49 29 6 59 1 4 8 7 114 Molecular function unclassifiedBiological process unclassified0 High Quality
RD23A_HUMAN P54725 RAD23A UV excision repair protein RAD23 homolog A OS=Homo sapiens GN=RAD23A PE=1 SV=139591.1 3 2 1 4 2 0 1 13 5 4 2 10 11 0 2 34 Damaged DNA-binding proteinDNA repair 0 High Quality
SKP1_HUMAN P63208 SKP1 (EMC19) (OCP2) (SKP1A) (TCEB1L)S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=218640.3 1 1 2 0 1 1 2 8 3 1 13 0 2 1 2 22 Ubiquitin-protein ligaseProteolysis;Chromosome segregation0 High Quality
APOH_HUMAN P02749 APOH (B2G1) Beta-2-glycoprotein 1 OS=Homo sapiens GN=APOH PE=1 SV=338280.5 1 1 7 3 3 3 3 21 3 2 13 7 8 4 4 41 Apolipoprotein Blood clotting 0 High Quality
KAP2_HUMAN P13861 PRKAR2A (PKR2) (PRKAR2)cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=245500.8 14 6 10 1 1 0 1 33 25 7 20 3 3 0 2 60 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatHigh Quality
SYIM_HUMAN Q9NSE4 IARS2 Isoleucyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2113776.1 23 1 9 2 1 3 2 41 56 1 16 9 6 4 3 95 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
DHSA_HUMAN P31040 SDHA (SDH2) (SDHF)Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=272673.7 12 1 19 4 3 2 2 43 19 1 53 8 7 6 7 101 Dehydrogenase Carbohydrate metabolism;Oxidative phosphorylation0 High Quality
FIBG_HUMAN P02679 FGG (PRO2061)Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=351495.3 9 0 9 2 4 2 1 27 21 0 42 8 11 2 1 85 Other signaling molecule;Extracellular matrixBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Blood coagulation->Fibrinogen;;;;;High Quality
AMPL_HUMAN P28838 LAP3 (LAPEP) (PEPS)Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=356149.7 16 7 14 2 3 2 0 44 34 11 32 12 11 2 0 102 G-protein coupled receptorG-protein mediated signaling;Cytokine and chemokine mediated signaling pathway;Cytokine/chemokine mediated immunity;Apoptosis;Neurogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Chemokine receptor;;Axon guidance mediated by Slit/Robo->Chemokine, CXC motif, receptor4;;;High Quality
ODBA_HUMAN P12694 BCKDHA 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial OS=Homo sapiens GN=BCKDHA PE=1 SV=250454 10 2 6 1 0 1 0 20 20 3 10 2 0 1 0 36 Dehydrogenase Amino acid catabolism 0 High Quality
TIM10_HUMAN P62072 TIMM10 (TIM10)Mitochondrial import inner membrane translocase subunit Tim10 OS=Homo sapiens GN=TIMM10 PE=1 SV=110314.9 1 1 0 1 0 0 1 4 1 1 0 1 0 0 1 4 Mitochondrial carrier proteinMitochondrial transport0 Matchup
RS17_HUMAN P08708 RPS17 40S ribosomal protein S17 OS=Homo sapiens GN=RPS17 PE=1 SV=215532.5 2 0 2 1 1 1 2 9 2 0 2 9 7 1 2 23 Ribosomal protein Protein biosynthesis 0 High Quality
ACOT9_HUMAN Q9Y305 ACOT9 (CGI-16)Acyl-coenzyme A thioesterase 9 OS=Homo sapiens GN=ACOT9 PE=2 SV=146337.2 13 1 12 1 3 0 1 31 39 1 22 2 10 0 1 75 Esterase Fatty acid metabolism;Other metabolism0 High Quality
RHG01_HUMAN Q07960 ARHGAP1 (CDC42GAP) (RHOGAP1)Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=150419.9 12 0 3 1 3 2 1 22 21 0 5 2 4 2 1 35 Other G-protein modulatorCell motility PDGF signaling pathway->GTPase-activating protein Rho;;Cytoskeletal regulation by Rho GTPase->Rho-GTPase-activating proteins;;Angiogenesis->Rho GTPase;;VEGF signaling pathway->Rho GTPase;;;;;High Quality
TCPE_HUMAN P48643 CCT5 (CCTE) (KIAA0098)T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=159654.3 15 5 9 1 3 1 1 35 21 6 25 1 4 1 1 59 Chaperonin Protein folding;Protein complex assembly0 High Quality
TCPG_HUMAN P49368 CCT3 (CCTG) (TRIC5)T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=460517.4 14 2 10 1 1 1 1 30 19 2 16 3 1 1 1 43 Chaperonin Protein folding;Protein complex assembly0 High Quality
GLNA_HUMAN P15104 GLUL (GLNS) Glutamine synthetase OS=Homo sapiens GN=GLUL PE=1 SV=442046.9 1 0 1 0 1 1 1 5 2 0 1 0 1 1 2 7 Synthetase;Other ligaseAmino acid biosynthesis;Nitrogen metabolismGlutamine glutamate conversion->Glutamine synthetase;;Glutamine glutamate conversion->Glutamine synthase;;;Matchup
LUM_HUMAN P51884 LUM (LDC) (SLRR2D)Lumican OS=Homo sapiens GN=LUM PE=1 SV=2 38413.5 3 0 6 3 2 2 1 17 9 0 14 13 6 3 1 46 Receptor;Extracellular matrixCell adhesion-mediated signaling;Vision0 High Quality
NDUA6_HUMAN P56556 NDUFA6 (LYRM6) (NADHB14)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6 OS=Homo sapiens GN=NDUFA6 PE=2 SV=215118.4 2 0 0 1 1 1 0 5 3 0 0 2 2 1 0 8 Dehydrogenase Oxidative phosphorylation0 High Quality
MRLC2_HUMAN O14950 MYL12B Myosin regulatory light chain MRLC2 OS=Homo sapiens GN=MYLC2B PE=1 SV=219777.2 5 3 2 1 1 1 0 13 11 8 3 1 1 1 0 25 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
SEC13_HUMAN P55735 SEC13 (D3S1231E) (SEC13L1) (SEC13R)Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=335521.6 1 0 1 1 1 1 1 6 1 0 7 5 1 1 1 16 Membrane traffic regulatory proteinRNA localization;Constitutive exocytosis;Transport0 Matchup
TPM4_HUMAN P67936 TPM4 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=328504.4 5 7 6 1 2 2 1 24 5 10 8 1 3 3 2 32 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
SPB6_HUMAN P35237 SERPINB6 (PI6) (PTI)Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=3 42604.8 13 3 9 1 1 1 2 30 45 7 32 4 2 1 2 93 Serine protease inhibitorProteolysis 0 High Quality
ENPL_HUMAN P14625 HSP90B1 (TRA1)Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1 92453.7 33 3 17 2 2 9 9 75 85 3 46 4 3 19 20 180 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
PDIA6_HUMAN Q15084 PDIA6 (TXNDC7)Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=148104.3 9 4 10 2 3 1 2 31 20 5 18 4 8 2 2 59 Other isomerase Protein disulfide-isomerase reaction0 High Quality
ASAH1_HUMAN Q13510 ASAH1 (ASAH) (HSD33) (HSD-33)Acid ceramidase OS=Homo sapiens GN=ASAH1 PE=1 SV=4 44633.1 9 6 7 4 3 0 1 30 18 8 30 11 8 0 1 76 Molecular function unclassifiedBiological process unclassified0 High Quality
PANK4_HUMAN Q9NVE7 PANK4 Pantothenate kinase 4 OS=Homo sapiens GN=PANK4 PE=1 SV=185975.3 15 0 5 1 1 3 3 28 30 0 6 1 1 4 3 45 Other kinase Coenzyme metabolismCoenzyme A biosynthesis->Pantothenate kinase;;High Quality
ECHD1_HUMAN Q9NTX5 ECHDC1 Enoyl-CoA hydratase domain-containing protein 1 OS=Homo sapiens GN=ECHDC1 PE=2 SV=233681.3 9 0 3 1 0 0 1 14 25 0 4 1 0 0 1 31 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
LPP_HUMAN Q93052 LPP Lipoma-preferred partner OS=Homo sapiens GN=LPP PE=1 SV=165728.2 5 3 11 0 1 2 0 22 7 5 29 0 2 2 0 45 Actin binding cytoskeletal proteinCell communication;Muscle development;Oncogene;Cell structure;Cell motility0 High Quality
DC1I2_HUMAN Q13409 DYNC1I2 (DNCI2) (DNCIC2)Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=371437.8 6 7 3 1 2 1 0 20 11 8 3 2 3 1 0 28 Microtubule family cytoskeletal proteinRNA localization;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
PCCB_HUMAN P05166 PCCB Propionyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=PCCB PE=1 SV=358198 15 0 9 2 3 2 1 32 37 0 17 5 7 3 1 70 Other ligase Fatty acid biosynthesisSuccinate to proprionate conversion->Methylmalonyl-CoA decarboxylase;;Methylmalonyl pathway->Propionyl-CoA carboxylase;;;High Quality
PLCX3_HUMAN Q63HM9 PLCXD3 Phosphatidylinositol-specific phospholipase C X domain-containing protein 3 OS=Homo sapiens GN=PLCXD3 PE=2 SV=136283.1 5 0 0 3 1 2 1 12 8 0 0 6 2 2 2 20 Molecular function unclassifiedBiological process unclassified0 High Quality
UBA1_HUMAN P22314 UBA1 (A1S9T) (UBE1)Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3117832.3 20 5 19 4 5 3 3 59 78 7 29 7 10 4 3 138 NucleotidyltransferaseProtein glycosylation 0 High Quality
CDC37_HUMAN Q16543 CDC37 (CDC37A)Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=144450.2 6 4 7 0 1 1 1 20 11 4 12 0 2 1 1 31 Other chaperones;Kinase activatorProtein folding;Other signal transduction;Cell cycle control;Cytokinesis;Cell proliferation and differentiation;Cell structure0 High Quality
PSA_HUMAN P55786 NPEPPS (PSA) Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2103261.1 34 1 14 5 5 2 3 64 99 1 29 15 15 3 6 168 Metalloprotease Proteolysis 0 High Quality
CNDP2_HUMAN Q96KP4 CNDP2 (CN2) (CPGL) (PEPA)Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=252861.7 16 8 12 1 2 2 3 44 33 14 17 2 3 2 3 74 Metalloprotease Protein phosphorylationArginine biosynthesis->N-acetylornithine deacetylase;;High Quality
NDRG4_HUMAN Q9ULP0 NDRG4 (BDM1) (KIAA1180)Protein NDRG4 OS=Homo sapiens GN=NDRG4 PE=2 SV=2 38440.3 2 0 5 2 1 0 1 11 4 0 13 9 1 0 2 29 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
C1TC_HUMAN P11586 MTHFD1 (MTHFC) (MTHFD)C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3101543.5 38 6 11 5 5 4 5 74 93 6 14 6 11 4 6 140 Synthase;Other oxidoreductase;Other hydrolase;Other ligaseAmino acid biosynthesis;Other metabolismFormyltetrahydroformate biosynthesis->Methylenetetrahydrofolate dehydrogenase;;High Quality
SAP_HUMAN P07602 PSAP (GLBA) (SAP1)Proactivator polypeptide OS=Homo sapiens GN=PSAP PE=1 SV=258094 1 1 4 1 1 4 3 15 3 2 12 5 4 8 9 43 Mitochondrial carrier proteinSmall molecule transport0 High Quality
SAR1A_HUMAN Q9NR31 SAR1A (SAR1) (SARA) (SARA1)GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=122349.7 3 2 0 1 1 2 1 10 4 3 0 1 1 2 1 12 Small GTPase General vesicle transport0 High Quality
STIP1_HUMAN P31948 STIP1 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=162624.1 7 12 13 0 1 7 7 47 10 21 18 0 2 9 10 70 Molecular function unclassifiedStress response 0 High Quality
SNAA_HUMAN P54920 NAPA (SNAPA)Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=333216.1 9 1 5 1 2 1 0 19 16 1 6 3 7 2 0 35 Other membrane traffic proteinIntracellular protein traffic0 High Quality
GPX3_HUMAN P22352 GPX3 (GPXP) Glutathione peroxidase 3 OS=Homo sapiens GN=GPX3 PE=1 SV=225535.1 1 1 2 0 1 1 2 8 5 2 3 0 1 1 2 14 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
ODP2_HUMAN P10515 DLAT (DLTA) Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLAT PE=1 SV=265763.9 11 3 14 3 2 0 1 34 31 5 23 8 3 0 1 71 Molecular function unclassifiedCarbohydrate metabolism;Coenzyme metabolism0 High Quality
QOR_HUMAN Q08257 CRYZ Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=135189.3 10 2 11 0 1 4 3 31 18 2 21 0 8 5 9 63 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
VINC_HUMAN P18206 VCL Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 123783.2 67 32 36 3 3 4 6 151 272 60 102 9 11 5 6 465 Cell adhesion molecule;Non-motor actin binding proteinCell structure Integrin signalling pathway->Vinculin;;High Quality
HSP74_HUMAN P34932 HSPA4 (APG2) Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=494313.9 29 3 13 2 2 4 3 56 56 3 20 5 5 5 4 98 Hsp 70 family chaperoneProtein folding 0 High Quality
ABEC2_HUMAN Q9Y235 APOBEC2 Probable C->U-editing enzyme APOBEC-2 OS=Homo sapiens GN=APOBEC2 PE=1 SV=125685.8 8 0 4 1 2 0 2 17 9 0 11 2 4 0 3 29 Nucleic acid binding;DeaminasePyrimidine metabolism;Pre-mRNA processing0 High Quality
SSDH_HUMAN P51649 ALDH5A1 (SSADH)Succinate-semialdehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH5A1 PE=1 SV=257196.9 11 2 11 4 2 4 3 37 21 2 21 6 2 7 4 63 Dehydrogenase Amino acid metabolismGamma-aminobutyric acid synthesis->SSADH;;Aminobutyrate degradation->Succinate semialdehyde dehydrogenase;;;High Quality
IDH3G_HUMAN P51553 IDH3G Isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial OS=Homo sapiens GN=IDH3G PE=2 SV=142776.1 9 1 10 1 2 2 2 27 16 1 66 2 3 3 4 95 Dehydrogenase Tricarboxylic acid pathway0 High Quality
GPDA_HUMAN P21695 GPD1 Glycerol-3-phosphate dehydrogenase [NAD+], cytoplasmic OS=Homo sapiens GN=GPD1 PE=1 SV=437549.6 8 0 10 0 1 1 1 21 11 0 21 0 4 1 1 38 Dehydrogenase Phospholipid metabolism0 High Quality
ATP5I_HUMAN P56385 ATP5I (ATP5K)ATP synthase subunit e, mitochondrial OS=Homo sapiens GN=ATP5I PE=2 SV=27915.7 5 5 1 0 0 1 2 14 15 21 1 0 0 1 7 45 ATP synthase Biological process unclassified0 High Quality
CATA_HUMAN P04040 CAT Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 59738.5 16 1 7 2 2 1 0 29 30 1 18 2 3 1 0 55 Other transferase Fatty acid metabolism 0 High Quality
2AAA_HUMAN P30153 PPP2R1A Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=465291.7 9 5 13 2 4 3 0 36 20 9 32 4 9 3 0 77 Protein phosphatase Biological process unclassifiedFGF signaling pathway->protein phosphatase 2A;;High Quality
TBA4A_HUMAN P68366 TUBA4A (TUBA1)Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=149906.6 4 1 5 2 2 2 2 18 23 1 18 8 9 4 7 70 Molecular function unclassifiedBiological process unclassified0 High Quality
CNN1_HUMAN P51911 CNN1 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=2 33153 7 5 9 0 1 2 1 25 21 16 21 0 2 2 1 63 Non-motor actin binding proteinMuscle contraction 0 High Quality
PPT1_HUMAN P50897 PPT1 (PPT) Palmitoyl-protein thioesterase 1 OS=Homo sapiens GN=PPT1 PE=1 SV=134176 2 0 2 1 1 0 1 7 3 0 2 1 2 0 1 9 Esterase Protein-lipid modification0 High Quality
MPI_HUMAN P34949 MPI (PMI1) Mannose-6-phosphate isomerase OS=Homo sapiens GN=MPI PE=1 SV=246639 4 0 9 3 4 1 2 23 7 0 13 6 8 1 3 38 Isomerase Monosaccharide metabolismMannose metabolism->Mannose 6-P isomerase;;High Quality
DYL1_HUMAN P63167 DYNLL1 (DLC1) (DNCL1) (DNCLC1) (HDLC1)Dynein light chain 1, cytoplasmic OS=Homo sapiens GN=DYNLL1 PE=1 SV=110348.1 1 0 0 1 1 1 2 6 1 0 0 1 2 1 2 7 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
SBDS_HUMAN Q9Y3A5 SBDS (CGI-97) Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=428745.9 12 1 4 0 1 1 1 20 14 1 9 0 1 3 2 30 Transcription factor;NucleaseBiological process unclassified0 High Quality
CSN5_HUMAN Q92905 COPS5 (CSN5) (JAB1)COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=437561.9 7 0 2 3 1 1 1 15 9 0 3 3 1 1 1 18 Other transcription factormRNA transcriptionPDGF signaling pathway->c-Jun;;High Quality
TCPQ_HUMAN P50990 CCT8 (CCTQ) (KIAA0002)T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=459603 20 2 12 2 2 3 3 44 45 2 31 3 4 4 4 93 Chaperonin Protein folding;Protein complex assembly0 High Quality
GSTM3_HUMAN P21266 GSTM3 (GST5)Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=326543.1 2 1 0 1 0 3 1 8 3 1 0 2 0 4 1 11 Other transferase Detoxification 0 High Quality
NEBL_HUMAN O76041 NEBL Nebulette OS=Homo sapiens GN=NEBL PE=1 SV=1 116438 40 9 18 2 4 3 10 86 100 11 38 12 16 4 11 192 Non-motor actin binding proteinMuscle contraction 0 High Quality
TCPA_HUMAN P17987 CCT1 (CCTA) (TCP1)T-complex protein 1 subunit alpha OS=Homo sapiens GN=CCT1 PE=1 SV=160327.2 12 2 11 2 0 2 4 33 14 4 21 2 0 2 9 52 Chaperonin Protein folding;Protein complex assembly0 High Quality
ARP2_HUMAN P61160 ACTR2 (ARP2) Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=144743.7 6 0 5 1 0 1 1 14 8 0 21 1 0 1 1 32 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureAlzheimer disease-presenilin pathway->actin;;Cadherin signaling pathway->Filamentous F-actin;;Huntington disease->Actin;;;;High Quality
CPT2_HUMAN P23786 CPT2 (CPT1) Carnitine O-palmitoyltransferase 2, mitochondrial OS=Homo sapiens GN=CPT2 PE=1 SV=273761.2 13 0 14 5 4 3 2 41 17 0 20 10 7 3 5 62 Acetyltransferase;AcyltransferaseAmino acid metabolism;Fatty acid metabolism0 High Quality
FLNC_HUMAN Q14315 FLNC (ABPL) (FLN2)Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=2 290934 90 17 53 8 15 4 5 192 519 68 151 21 27 7 8 801 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
B2L13_HUMAN Q9BXK5 BCL2L13 (MIL1) (CD003)Bcl-2-like 13 protein OS=Homo sapiens GN=BCL2L13 PE=1 SV=152705.2 2 0 1 1 1 0 2 7 2 0 1 1 1 0 4 9 Molecular function unclassifiedBiological process unclassified0 High Quality
IGHA1_HUMAN P01876 IGHA1 Ig alpha-1 chain C region OS=Homo sapiens GN=IGHA1 PE=1 SV=237635.8 6 0 9 3 0 2 0 20 7 0 17 5 0 2 0 31 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
ADCK3_HUMAN Q8NI60 CABC1 (ADCK3) (PP265)Chaperone activity of bc1 complex-like, mitochondrial OS=Homo sapiens GN=CABC1 PE=1 SV=171933.9 12 3 6 3 3 1 2 30 33 7 25 6 5 3 4 83 Chaperone Oxidative phosphorylation;Other coenzyme and prosthetic group metabolism0 High Quality
SPRE_HUMAN P35270 SPR Sepiapterin reductase OS=Homo sapiens GN=SPR PE=1 SV=128031.5 9 1 5 1 0 2 1 19 21 3 8 5 0 2 1 40 Dehydrogenase;ReductaseOther metabolism 0 High Quality
DPYL2_HUMAN Q16555 DPYSL2 (CRMP2)Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=162276 14 4 19 4 4 1 3 49 38 8 62 17 10 3 4 142 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
UBP14_HUMAN P54578 USP14 (TGT) Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=356052.3 9 2 10 2 2 1 1 27 18 5 12 3 3 1 1 43 Cysteine protease Proteolysis 0 High Quality
OTUB1_HUMAN Q96FW1 OTUB1 (OTB1) (OTU1) (HSPC263)Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=231266.6 7 0 3 1 1 0 1 13 14 0 6 1 2 0 1 24 Other hydrolase Protein metabolism and modification;Immunity and defense0 High Quality
TBA8_HUMAN Q9NY65 TUBA8 (TUBAL2)Tubulin alpha-8 chain OS=Homo sapiens GN=TUBA8 PE=2 SV=150075.7 6 1 9 2 1 1 2 22 21 4 14 9 8 1 3 60 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motility0 High Quality
PSB7_HUMAN Q99436 PSMB7 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=129947.9 5 0 2 0 1 1 1 10 11 0 2 0 1 1 1 16 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
PEDF_HUMAN P36955 SERPINF1 (PEDF)Pigment epithelium-derived factor OS=Homo sapiens GN=SERPINF1 PE=1 SV=346326.4 8 2 2 1 1 1 0 15 13 2 4 1 2 1 0 23 Serine protease inhibitorProteolysis Blood coagulation->alpha2-antiplasmin;;Plasminogen activating cascade->alpha2 antiplasmin;;;High Quality
F13A_HUMAN P00488 F13A1 (F13A) Coagulation factor XIII A chain OS=Homo sapiens GN=F13A1 PE=1 SV=483249.3 17 1 14 0 2 4 0 38 51 1 39 0 7 8 0 106 Other transferase Blood clottingBlood coagulation->Factor XIII;;Blood coagulation->Factor XIIIa;;;High Quality
DHRS4_HUMAN Q9BTZ2 DHRS4 (UNQ851/PRO1800)Dehydrogenase/reductase SDR family member 4 OS=Homo sapiens GN=DHRS4 PE=1 SV=227553.6 5 0 2 1 1 0 1 10 7 0 2 4 4 0 2 19 Dehydrogenase;ReductaseOther metabolism 0 High Quality
ANXA3_HUMAN P12429 ANXA3 (ANX3)Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=3 36359.4 17 2 8 0 1 1 1 30 25 2 14 0 2 1 1 45 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
EST2_HUMAN O00748 CES2 (ICE) Carboxylesterase 2 OS=Homo sapiens GN=CES2 PE=1 SV=1 61789.3 13 1 3 1 0 0 1 19 22 1 4 2 0 0 3 32 Esterase Detoxification 0 High Quality
FIBA_HUMAN P02671 FGA Fibrinogen alpha chain OS=Homo sapiens GN=FGA PE=1 SV=294955.4 6 6 6 0 1 3 7 29 19 18 16 0 13 3 13 82 Other signaling molecule;Extracellular matrix glycoproteinBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Blood coagulation->Fibrinogen;;Plasminogen activating cascade->Fibrin degradation products;;;;;;High Quality
CAN2_HUMAN P17655 CAPN2 (CANPL2)Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=579995.1 16 1 9 2 2 1 1 32 27 2 13 3 4 3 8 60 Cysteine protease Proteolysis;Signal transductionHuntington disease->Calpain;;High Quality
GLU2B_HUMAN P14314 PRKCSH (G19P1)Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=259407.7 8 5 5 1 0 2 4 25 19 13 20 17 0 2 4 75 Other enzyme regulatorRegulation of carbohydrate metabolism;Protein glycosylation0 High Quality
GLRX3_HUMAN O76003 GLRX3 (PICOT) (TXNL2) (HUSSY-22)Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=2 37414.8 3 0 3 4 3 1 1 15 3 0 5 7 6 1 1 23 Other oxidoreductase Sulfur redox metabolism0 High Quality
NACA_HUMAN Q13765 NACA (HSD48)Nascent polypeptide-associated complex subunit alpha OS=Homo sapiens GN=NACA PE=1 SV=123365.3 3 1 2 2 2 0 1 11 10 1 3 3 3 0 1 21 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
ACAD9_HUMAN Q9H845 ACAD9 Acyl-CoA dehydrogenase family member 9, mitochondrial OS=Homo sapiens GN=ACAD9 PE=1 SV=168744.8 7 1 2 1 4 1 1 17 12 1 2 2 7 1 1 26 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
ARPC2_HUMAN O15144 ARPC2 (ARC34) (PRO2446)Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=134315.7 12 0 1 2 3 1 1 20 18 0 2 4 11 1 1 37 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;;High Quality
MECR_HUMAN Q9BV79 MECR (NBRF1) (CGI-63)Trans-2-enoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=MECR PE=1 SV=140410 3 3 3 1 1 1 2 14 5 3 3 2 2 3 3 21 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
GDIB_HUMAN P50395 GDI2 (RABGDIB)Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=250647.5 20 1 6 0 1 4 2 34 44 1 11 0 4 7 2 69 G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
6PGD_HUMAN P52209 PGD (PGDH) 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=353123.9 8 1 2 0 1 3 0 15 20 1 2 0 1 3 0 27 Dehydrogenase Pentose-phosphate shuntPentose phosphate pathway->Gluconate Dehydrogenase;;High Quality
CLUS_HUMAN P10909 CLU (APOJ) (CLI) (KUB1) (AAG4)Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 52476.9 3 1 3 1 1 2 0 11 3 1 3 2 2 3 0 14 Molecular function unclassifiedApoptosis 0 High Quality
GLGB_HUMAN Q04446 GBE1 1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=280444.9 17 2 2 2 2 2 1 28 33 3 7 3 4 2 1 53 Amylase Glycogen metabolism 0 High Quality
ARK72_HUMAN O43488 AKR7A2 (AFAR) (AFAR1) (AKR7)Aflatoxin B1 aldehyde reductase member 2 OS=Homo sapiens GN=AKR7A2 PE=1 SV=339571 8 3 5 0 1 1 0 18 18 8 10 0 2 1 0 39 Reductase Other metabolism 0 High Quality
PABP4_HUMAN Q13310 PABPC4 (APP1) (PABP4)Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=170765.8 5 0 4 0 1 1 0 11 6 0 4 0 2 1 0 13 Other RNA-binding proteinmRNA polyadenylation;mRNA end-processing and stability0 High Quality
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LDHD_HUMAN Q86WU2 LDHD Probable D-lactate dehydrogenase, mitochondrial OS=Homo sapiens GN=LDHD PE=1 SV=154851 6 3 15 1 1 1 0 27 12 6 61 1 1 1 0 82 Dehydrogenase Other carbohydrate metabolism;Electron transport0 High Quality
SDPR_HUMAN O95810 SDPR Serum deprivation-response protein OS=Homo sapiens GN=SDPR PE=1 SV=347154.9 3 3 5 1 1 1 3 17 4 5 13 8 3 1 3 37 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
PARVA_HUMAN Q9NVD7 PARVA (MXRA2)Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=1 42226.7 8 1 2 0 1 2 1 15 11 2 2 0 2 3 1 21 Actin and actin related proteinCell motility Integrin signalling pathway->Parvin;;High Quality
NIBA_HUMAN Q9BZQ8 FAM129A Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1 103116.4 10 1 14 3 4 4 3 39 22 1 30 8 18 7 7 93 Molecular function unclassifiedOncogenesis 0 High Quality
COQ5_HUMAN Q5HYK3 COQ5 Ubiquinone biosynthesis methyltransferase COQ5, mitochondrial OS=Homo sapiens GN=COQ5 PE=2 SV=237123.1 11 0 4 2 1 1 0 19 23 0 5 3 1 1 0 33 Methyltransferase Other carbon metabolism0 High Quality
HNRPD_HUMAN Q14103 HNRNPD (AUF1) (HNRPD)Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=138416.5 4 1 6 2 2 0 1 16 9 1 9 6 10 0 1 36 Molecular function unclassifiedBiological process unclassified0 High Quality
FERM2_HUMAN Q96AC1 FERMT2 (KIND2) (MIG2) (PLEKHC1)Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=177845.9 18 1 7 2 3 1 2 34 44 1 17 5 7 1 2 77 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;High Quality
RSU1_HUMAN Q15404 RSU1 (RSP1) Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=331524.2 8 0 6 1 1 1 1 18 18 0 8 2 2 2 1 33 Growth factor;Kinase modulatorIntracellular signaling cascade0 High Quality
COQ3_HUMAN Q9NZJ6 COQ3 (UG0215E05)Hexaprenyldihydroxybenzoate methyltransferase, mitochondrial OS=Homo sapiens GN=COQ3 PE=2 SV=240980.1 5 0 2 1 2 2 1 13 8 0 5 1 2 2 1 19 Methyltransferase Coenzyme metabolism 0 High Quality
A2MG_HUMAN P01023 A2M (CPAMD5) (FWP007)Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=1163258.8 11 0 21 7 9 1 2 51 32 0 65 13 25 1 2 138 Other cytokine;Serine protease inhibitorProteolysis;Ligand-mediated signaling;Immunity and defenseBlood coagulation->alpha-2-macroglobulin;;High Quality
AASS_HUMAN Q9UDR5 AASS Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Homo sapiens GN=AASS PE=1 SV=1102117.4 21 1 12 0 2 1 0 37 37 1 17 0 3 1 0 59 Dehydrogenase;ReductaseAmino acid catabolism 0 High Quality
TCPZ_HUMAN P40227 CCT6A (CCT6) (CCTZ)T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=358007.3 11 2 12 1 2 1 2 31 22 2 28 5 3 1 4 65 Chaperonin Protein folding;Protein complex assembly0 High Quality
TCPH_HUMAN Q99832 CCT7 (CCTH) (NIP7-1)T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=259349.8 10 0 10 3 1 1 3 28 14 0 17 5 1 2 3 42 Chaperonin Protein folding;Protein complex assembly0 High Quality
GCST_HUMAN P48728 AMT (GCST) Aminomethyltransferase, mitochondrial OS=Homo sapiens GN=AMT PE=1 SV=143927.6 3 0 2 1 1 1 0 8 4 0 2 2 1 1 0 10 Dehydrogenase Amino acid catabolism;Other metabolism0 High Quality
TRAP1_HUMAN Q12931 TRAP1 (HSP75)Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=380094.9 16 1 5 1 1 1 2 27 34 1 6 2 2 1 3 49 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
LASP1_HUMAN Q14847 LASP1 (MLN50)LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=229698.8 2 4 0 1 1 1 0 9 2 7 0 1 2 4 0 16 Non-motor actin binding proteinMuscle contraction 0 High Quality
MARE3_HUMAN Q9UPY8 MAPRE3 Microtubule-associated protein RP/EB family member 3 OS=Homo sapiens GN=MAPRE3 PE=1 SV=131964.8 2 0 3 1 0 0 1 7 3 0 3 5 0 0 1 12 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
ROA2_HUMAN P22626 HNRNPA2B1 (HNRPA2B1)Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=237412.3 5 2 3 1 1 1 1 14 7 9 3 2 2 1 3 27 Molecular function unclassifiedBiological process unclassified0 High Quality
PURA1_HUMAN Q8N142 ADSSL1 (ADSS1)Adenylosuccinate synthetase isozyme 1 OS=Homo sapiens GN=ADSSL1 PE=1 SV=150190.8 15 3 12 0 1 2 1 34 26 5 33 0 2 2 3 71 Synthetase;Other ligaseNucleoside, nucleotide and nucleic acid metabolismWnt signaling pathway->NFAT Target Genes;;De novo purine biosynthesis->Adenylosuccinate synthase;;;High Quality
FA9_HUMAN P00740 F9 Coagulation factor IX OS=Homo sapiens GN=F9 PE=1 SV=2 51759.6 5 0 2 1 0 3 3 14 6 0 8 1 0 5 6 26 Oxidoreductase;Serine protease;Defense/immunity protein;Calmodulin related protein;AnnexinProteolysis;Blood clottingBlood coagulation->Factor XI;;Blood coagulation->Factor IXa;;Blood coagulation->FXIa;;Blood coagulation->Factor IX;;;;;High Quality
LRC20_HUMAN Q8TCA0 LRRC20 (UNQ2429/PRO4989)Leucine-rich repeat-containing protein 20 OS=Homo sapiens GN=LRRC20 PE=2 SV=120491.7 4 1 0 1 0 0 1 7 10 1 0 3 0 0 1 15 Molecular function unclassifiedBiological process unclassified0 High Quality
PA2G4_HUMAN Q9UQ80 PA2G4 (EBP1) Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=343768.7 9 2 7 2 0 1 3 24 17 2 16 2 0 2 4 43 Other transcription factor;Other nucleic acid bindingProtein biosynthesis;Cell proliferation and differentiation0 High Quality
CFAB_HUMAN P00751 CFB (BF) (BFD)Complement factor B OS=Homo sapiens GN=CFB PE=1 SV=2 85515.2 16 0 9 3 3 3 3 37 41 0 22 4 4 3 3 77 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
MSRB3_HUMAN Q8IXL7 MSRB3 (UNQ1965/PRO4487)Methionine-R-sulfoxide reductase B3, mitochondrial OS=Homo sapiens GN=MSRB3 PE=1 SV=119992.3 1 0 3 1 1 0 1 7 1 0 5 4 1 0 1 12 Reductase Protein modification;Stress response0 High Quality
FKBP4_HUMAN Q02790 FKBP4 FK506-binding protein 4 OS=Homo sapiens GN=FKBP4 PE=1 SV=351787.9 3 1 11 1 0 1 1 18 4 1 26 2 0 1 1 35 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
HNRPK_HUMAN P61978 HNRNPK (HNRPK)Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=150960.5 5 10 6 1 2 0 1 25 8 15 10 5 7 0 1 46 Ribonucleoprotein mRNA transcription;Pre-mRNA processing;Translational regulation;Signal transduction;Nuclear transport;Induction of apoptosis0 High Quality
ATPF1_HUMAN Q5TC12 ATPAF1 (ATP11)ATP synthase mitochondrial F1 complex assembly factor 1 OS=Homo sapiens GN=ATPAF1 PE=1 SV=136418.9 11 2 5 1 2 0 1 22 25 4 8 5 5 0 1 48 Chaperone Protein complex assembly;Other metabolism0 High Quality
HIBCH_HUMAN Q6NVY1 HIBCH 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Homo sapiens GN=HIBCH PE=1 SV=243466 9 2 6 0 1 3 3 24 19 5 13 0 1 4 5 47 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
RAB21_HUMAN Q9UL25 RAB21 (KIAA0118)Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=324329.9 2 0 6 0 1 1 0 10 3 0 9 0 1 1 0 14 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
DCMC_HUMAN O95822 MLYCD Malonyl-CoA decarboxylase, mitochondrial OS=Homo sapiens GN=MLYCD PE=1 SV=354986.4 12 1 7 1 1 2 2 26 20 3 10 1 2 3 2 41 Molecular function unclassifiedBiological process unclassified0 High Quality
NDUAA_HUMAN O95299 NDUFA10 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 10, mitochondrial OS=Homo sapiens GN=NDUFA10 PE=1 SV=140733.7 3 0 6 1 1 2 2 15 7 0 8 2 2 2 2 23 Oxidoreductase Oxidative phosphorylation0 High Quality
NDUS1_HUMAN P28331 NDUFS1 NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial OS=Homo sapiens GN=NDUFS1 PE=1 SV=379450.5 19 1 12 1 1 2 4 40 52 2 26 1 1 4 4 90 Reductase Electron transport 0 High Quality
PURA_HUMAN Q00577 PURA (PUR1) Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=234893.1 2 0 4 1 1 1 0 9 3 0 7 1 3 1 0 15 Other transcription factor;Single-stranded DNA-binding protein;Other DNA-binding proteinGeneral mRNA transcription activities0 High Quality
TKT_HUMAN P29401 TKT Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 67861.4 7 2 3 0 1 1 1 15 8 2 6 0 1 1 1 19 Transketolase Pentose-phosphate shunt;Vitamin metabolism0 High Quality
STRAP_HUMAN Q9Y3F4 STRAP (MAWD) (UNRIP)Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=138421.4 4 0 2 1 0 1 1 9 6 0 3 1 0 1 1 12 Other miscellaneous function proteinReceptor protein serine/threonine kinase signaling pathway0 High Quality
DESM_HUMAN P17661 DES Desmin OS=Homo sapiens GN=DES PE=1 SV=3 53518.6 7 5 17 0 1 1 1 32 11 10 26 0 1 2 1 51 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
GDE_HUMAN P35573 AGL (GDE) Glycogen debranching enzyme OS=Homo sapiens GN=AGL PE=1 SV=3174749.6 18 4 27 3 2 3 6 63 36 5 55 5 6 4 6 117 Glycosyltransferase;GlycosidaseGlycogen metabolism 0 High Quality
ACTZ_HUMAN P61163 ACTR1A (CTRN1)Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=1 42597.2 7 0 3 1 2 0 2 15 11 0 9 2 4 0 2 28 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureCytoskeletal regulation by Rho GTPase->Actin;;Nicotinic acetylcholine receptor signaling pathway->Actin;;Alzheimer disease-presenilin pathway->actin;;Wnt signaling pathway->NFAT Target Genes;;Cadherin signaling pathway->Filamentous F-actin;;Integrin signaHigh Quality
PDIA4_HUMAN P13667 PDIA4 (ERP70) (ERP72)Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=272916 20 4 4 2 2 2 1 35 33 13 10 3 3 2 1 65 Other isomerase Protein disulfide-isomerase reaction0 High Quality
IF4H_HUMAN Q15056 EIF4H (KIAA0038) (WBSCR1) (WSCR1)Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=527368 5 3 2 1 0 0 2 13 9 11 3 2 0 0 4 29 Translation initiation factorProtein biosynthesis 0 High Quality
MAOM_HUMAN P23368 ME2 NAD-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME2 PE=1 SV=165428.2 11 0 8 1 1 1 0 22 16 0 15 7 7 1 0 46 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
TXND4_HUMAN Q9BS26 ERP44 Thioredoxin domain-containing protein 4 OS=Homo sapiens GN=TXNDC4 PE=1 SV=146954.5 3 2 4 1 1 0 1 12 4 2 7 2 1 0 2 18 Other isomerase Protein disulfide-isomerase reaction0 High Quality
GCDH_HUMAN Q92947 GCDH Glutaryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=GCDH PE=1 SV=148110.5 8 1 10 1 1 1 2 24 21 3 31 2 5 1 2 65 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
PSD7_HUMAN P51665 PSMD7 (MOV34L)26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=237007.5 7 0 2 0 2 1 0 12 11 0 4 0 2 1 0 18 Other miscellaneous function proteinProteolysis;Developmental processes;Cell cycle control;Cell proliferation and differentiationCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
BZW2_HUMAN Q9Y6E2 BZW2 (HSPC028) (MSTP017)Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=148146 10 1 1 1 1 1 2 17 18 1 2 2 2 1 2 28 Nuclease;Translation initiation factorProtein biosynthesis;Translational regulation;Other protein metabolism0 High Quality
ULA1_HUMAN Q13564 NAE1 (APPBP1) (HPP1)NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=160230.3 8 0 3 2 2 2 1 18 11 0 3 4 4 2 1 25 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
CSN3_HUMAN Q9UNS2 COPS3 (CSN3) COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=347856.5 3 1 3 1 1 1 2 12 6 4 4 2 1 1 2 20 Other enzyme activatorProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
NIPS1_HUMAN Q9BPW8 NIPSNAP1 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=133292.9 4 0 0 0 1 0 1 6 6 0 0 0 2 0 1 9 Membrane traffic proteinGeneral vesicle transport0 High Quality
CATZ_HUMAN Q9UBR2 CTSZ Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 33850.2 3 0 3 2 1 1 0 10 5 0 12 4 3 2 0 26 Cysteine protease Proteolysis 0 High Quality
EF1A3_HUMAN Q5VTE0 EEF1AL3 (Putative elongation factor 1-alpha-like 3) Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150167.4 3 0 0 1 2 4 10 20 11 0 0 1 4 4 32 52 Translation elongation factorTranslational regulation0 High Quality
PSB1_HUMAN P20618 PSMB1 (PSC5) Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=226472.5 5 0 4 1 2 0 1 13 5 0 9 9 10 0 2 35 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
SMYD1_HUMAN Q8NB12 SMYD1 SET and MYND domain-containing protein 1 OS=Homo sapiens GN=SMYD1 PE=2 SV=156598.7 13 0 7 0 1 1 1 23 22 0 32 0 4 1 3 62 Transcription cofactor mRNA transcription regulation;Cell proliferation and differentiation0 High Quality
TRXR2_HUMAN Q9NNW7 TXNRD2 (KIAA1652) (TRXR2)Thioredoxin reductase 2, mitochondrial OS=Homo sapiens GN=TXNRD2 PE=1 SV=356487.8 7 1 9 0 2 0 1 20 10 1 13 0 8 0 2 34 Reductase Electron transport;Other metabolism0 High Quality
MK01_HUMAN P28482 MAPK1 (ERK2) (PRKM1) (PRKM2)Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=341373.9 2 1 1 2 1 0 1 8 2 1 1 3 2 0 1 10 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAngiotensin II-stimulated signaling through G proteins and beta-arrestin->mitogen-activated protein kinase;;Interleukin signaling pathway->Extracellular signal-regulated kinase family;;Ras Pathway->Extracellular signal-regulated kinase;;B cell activation-High Quality
ATPD_HUMAN P30049 ATP5D ATP synthase subunit delta, mitochondrial OS=Homo sapiens GN=ATP5D PE=1 SV=217471.9 4 5 3 2 2 0 0 16 20 22 25 16 14 0 0 97 Hydrogen transporter;Synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Electron transport;Cation transport0 High Quality
LPPRC_HUMAN P42704 LRPPRC (LRP130)Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3157894.2 15 0 13 0 1 5 4 38 23 0 22 0 1 5 6 57 Serine/threonine protein kinase receptor;Protein kinaseProtein phosphorylation0 High Quality
RS2_HUMAN P15880 RPS2 (RPS4) 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=231307.2 5 0 1 1 0 0 1 8 7 0 2 1 0 0 1 11 Ribosomal protein Protein biosynthesis 0 High Quality
MIF_HUMAN P14174 MIF (GLIF) (MMIF)Macrophage migration inhibitory factor OS=Homo sapiens GN=MIF PE=1 SV=412458.5 3 1 3 3 4 0 0 14 17 24 14 12 10 0 0 77 Cytokine Macrophage-mediated immunity0 High Quality
UN45B_HUMAN Q8IWX7 UNC45B (CMYA4) (UNC45)UNC45 homolog B OS=Homo sapiens GN=UNC45B PE=2 SV=1103718.4 24 0 12 2 3 2 3 46 70 0 13 4 6 2 6 101 Molecular function unclassifiedBiological process unclassified0 High Quality
TPM3_HUMAN P06753 TPM3 Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=132802.2 4 3 0 1 2 0 1 11 4 4 0 2 9 0 1 20 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
MPPA_HUMAN Q10713 PMPCA (INPP5E) (KIAA0123) (MPPA)Mitochondrial-processing peptidase subunit alpha OS=Homo sapiens GN=PMPCA PE=1 SV=258235.8 6 1 4 2 1 0 1 15 8 1 7 2 1 0 1 20 Reductase;Esterase;MetalloproteaseProteolysis;Electron transport0 High Quality
K1881_HUMAN Q96Q06 KIAA1881 Protein KIAA1881 OS=Homo sapiens GN=KIAA1881 PE=2 SV=2134407 21 6 58 1 4 5 5 100 93 11 233 3 9 6 7 362 Molecular function unclassifiedBiological process unclassified0 High Quality
CV028_HUMAN Q9Y3I0 C22orf28 (HSPC117)UPF0027 protein C22orf28 OS=Homo sapiens GN=C22orf28 PE=1 SV=155192.2 6 1 6 2 2 1 2 20 13 2 22 4 4 3 5 53 Molecular function unclassifiedBiological process unclassified0 High Quality
HYES_HUMAN P34913 EPHX2 Epoxide hydrolase 2 OS=Homo sapiens GN=EPHX2 PE=1 SV=262599.1 10 1 4 1 0 1 3 20 18 1 6 1 0 1 3 30 Hydrolase Detoxification;Other metabolism0 High Quality
PUR2_HUMAN P22102 GART (PGFT) (PRGS)Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1107750.4 8 0 12 1 1 1 2 25 11 0 14 2 2 2 3 34 Other ligase Purine metabolismDe novo purine biosynthesis->Phosphoribosylamine glycine ligase;;High Quality
ACY1_HUMAN Q03154 ACY1 Aminoacylase-1 OS=Homo sapiens GN=ACY1 PE=1 SV=1 45866.3 4 2 4 1 1 0 2 14 4 2 6 2 4 0 2 20 Other hydrolase;MetalloproteaseAmino acid biosynthesis0 High Quality
CAD13_HUMAN P55290 CDH13 (CDHH)Cadherin-13 OS=Homo sapiens GN=CDH13 PE=1 SV=1 78269.6 6 5 4 0 1 0 1 17 25 43 9 0 1 0 1 79 Cadherin Cell adhesion-mediated signaling;Cell adhesion;OncogenesisWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;High Quality
CERU_HUMAN P00450 CP Ceruloplasmin OS=Homo sapiens GN=CP PE=1 SV=1 122189.9 12 2 12 4 5 1 0 36 22 3 20 6 6 1 0 58 Other transporter;Other transfer/carrier protein;OxidaseOther homeostasis activities0 High Quality
PCCA_HUMAN P05165 PCCA Propionyl-CoA carboxylase alpha chain, mitochondrial OS=Homo sapiens GN=PCCA PE=1 SV=377336.1 18 1 13 2 2 1 1 38 42 1 27 2 5 1 1 79 Other ligase GluconeogenesisMethylmalonyl pathway->Propionyl-CoA carboxylase;;High Quality
SNX6_HUMAN Q9UNH7 SNX6 Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=1 46632.4 5 1 2 0 2 1 0 11 6 1 2 0 4 1 0 14 Membrane traffic regulatory proteinIntracellular protein traffic0 High Quality
SEP11_HUMAN Q9NVA2 SEP11 Septin-11 OS=Homo sapiens GN=SEPT11 PE=1 SV=3 49381.1 11 2 4 1 0 2 1 21 14 5 6 1 0 2 1 29 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 High Quality
ACSF2_HUMAN Q96CM8 ACSF2 (UNQ493/PRO1009)Acyl-CoA synthetase family member 2, mitochondrial OS=Homo sapiens GN=ACSF2 PE=1 SV=268107.5 9 0 5 1 1 0 2 18 11 0 6 1 1 0 6 25 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
FKBP5_HUMAN Q13451 FKBP5 (AIG6) (FKBP51)FK506-binding protein 5 OS=Homo sapiens GN=FKBP5 PE=1 SV=251195.6 2 2 3 0 1 0 1 9 2 2 3 0 2 0 1 10 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
PREP_HUMAN Q5JRX3 PITRM1 (KIAA1104) (MP1)Presequence protease, mitochondrial OS=Homo sapiens GN=PITRM1 PE=1 SV=2117439.4 11 3 8 1 1 1 4 29 25 4 12 2 1 1 5 50 Metalloprotease Proteolysis 0 High Quality
LONM_HUMAN P36776 LONP1 (PRSS15)Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=2 SV=2106473.3 28 0 15 1 1 2 5 52 71 0 44 2 5 2 5 129 Serine protease Proteolysis 0 High Quality
PDK1_HUMAN Q15118 PDK1 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 1, mitochondrial OS=Homo sapiens GN=PDK1 PE=1 SV=149227.8 6 1 4 2 1 1 0 15 11 1 4 2 1 1 0 20 Protein kinase Protein phosphorylationTCA cycle->Pyruvate Dehydrogenase;;High Quality
PLST_HUMAN P13797 PLS3 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=3 70420.5 10 0 7 1 0 2 0 20 13 0 8 1 0 2 0 24 Non-motor actin binding proteinCell structure 0 High Quality
VDAC2_HUMAN P45880 VDAC2 Voltage-dependent anion-selective channel protein 2 OS=Homo sapiens GN=VDAC2 PE=1 SV=231549.3 5 0 6 0 1 0 1 13 8 0 21 0 1 0 1 31 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
AT2A2_HUMAN P16615 ATP2A2 (ATP2B)Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1114740.8 8 2 12 1 3 0 2 28 27 3 26 1 6 0 3 66 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
SH3L3_HUMAN Q9H299 SH3BGRL3 (P1725)SH3 domain-binding glutamic acid-rich-like protein 3 OS=Homo sapiens GN=SH3BGRL3 PE=1 SV=110419.8 2 4 3 2 2 0 0 13 3 9 11 4 5 0 0 32 Molecular function unclassifiedBiological process unclassified0 High Quality
DCD_HUMAN P81605 DCD (AIDD) (DSEP)Dermcidin OS=Homo sapiens GN=DCD PE=1 SV=2 11266.1 4 5 3 1 2 0 0 15 71 73 4 1 72 0 0 221 Molecular function unclassifiedBiological process unclassified0 High Quality
SYG_HUMAN P41250 GARS Glycyl-tRNA synthetase OS=Homo sapiens GN=GARS PE=1 SV=283123.5 7 1 5 2 3 0 1 19 10 1 5 6 10 0 1 33 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
SAKS1_HUMAN Q04323 UBXN1 SAPK substrate protein 1 OS=Homo sapiens GN=SAKS1 PE=1 SV=233307.4 2 2 1 1 0 1 1 8 2 4 3 1 0 1 1 12 Other miscellaneous function proteinProteolysis 0 High Quality
KINH_HUMAN P33176 KIF5B (KNS) (KNS1)Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1109668.3 24 11 13 1 1 4 3 57 46 11 18 2 4 4 3 88 Microtubule binding motor proteinIntracellular protein traffic;Cell structure0 High Quality
CFAH_HUMAN P08603 CFH (HF) (HF1) (HF2)Complement factor H OS=Homo sapiens GN=CFH PE=1 SV=4139078.2 1 0 14 1 0 1 1 18 1 0 36 1 0 1 1 40 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
LIMS1_HUMAN P48059 LIMS1 (PINCH) (PINCH1)LIM and senescent cell antigen-like-containing domain protein 1 OS=Homo sapiens GN=LIMS1 PE=1 SV=437232.7 0 0 3 1 0 0 1 5 0 0 7 1 0 0 1 9 Actin binding cytoskeletal protein;Structural proteinOther receptor mediated signaling pathway;Cell motilityIntegrin signalling pathway->PINCH;;High Quality
S10A9_HUMAN P06702 S100A9 (CAGB) (CFAG) (MRP14)Protein S100-A9 OS=Homo sapiens GN=S100A9 PE=1 SV=1 13224.3 4 7 2 2 3 0 0 18 6 17 3 16 11 0 0 53 Calmodulin related proteinMacrophage-mediated immunity;Cell motility0 High Quality
K1C10_HUMAN P13645 KRT10 (KPP) Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=459494.3 29 23 5 8 12 0 0 77 990 375 10 18 20 0 0 1413 Intermediate filament;Structural proteinCell structure 0 High Quality
PPR1A_HUMAN Q13522 PPP1R1A (IPP1)Protein phosphatase 1 regulatory subunit 1A OS=Homo sapiens GN=PPP1R1A PE=1 SV=118921.3 0 1 4 0 1 1 0 7 0 1 5 0 1 2 0 9 Other signaling molecule;Phosphatase inhibitorG-protein mediated signaling;Other intracellular signaling cascade;Other neuronal activity0 High Quality
MYH6_HUMAN P13533 MYH6 (MYHCA)Myosin-6 OS=Homo sapiens GN=MYH6 PE=1 SV=3 223677.5 13 6 13 0 1 2 4 39 39 9 27 0 1 4 4 84 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
OPA1_HUMAN O60313 OPA1 (KIAA0567)Dynamin-like 120 kDa protein, mitochondrial OS=Homo sapiens GN=OPA1 PE=1 SV=2111642.9 25 3 15 1 2 3 7 56 65 6 27 2 3 5 8 116 Transcription cofactor;Nucleic acid bindingmRNA transcription regulation0 High Quality
METK2_HUMAN P31153 MAT2A (AMS2) (MATA2)S-adenosylmethionine synthetase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=143642.8 5 1 2 1 1 1 3 14 9 1 8 1 1 2 5 27 NucleotidyltransferaseOther amino acid metabolismS adenosyl methionine biosynthesis->S-Adenosyl methionine synthetase;;High Quality
TXLNB_HUMAN Q8N3L3 TXLNB (C6orf198) (MDP77)Beta-taxilin OS=Homo sapiens GN=TXLNB PE=1 SV=3 76501.2 3 1 4 0 1 0 2 11 8 1 10 0 1 0 2 22 Antibacterial response proteinGeneral vesicle transport0 High Quality
NUCL_HUMAN P19338 NCL Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 76597.9 9 4 4 0 2 2 2 23 22 7 6 0 5 2 2 44 Other RNA-binding proteinrRNA metabolism 0 High Quality
MYOM1_HUMANP52179 MYOM1 Myomesin-1 OS=Homo sapiens GN=MYOM1 PE=1 SV=1 162435.3 12 0 17 1 4 2 1 37 18 0 24 1 5 3 2 53 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
LAMB1_HUMAN P07942 LAMB1 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=1198045.3 14 3 8 1 1 2 1 30 16 3 12 2 1 2 1 37 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
RT09_HUMAN P82933 MRPS9 (RPMS9)28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=145806 2 0 1 0 1 0 1 5 2 0 1 0 2 0 1 6 Ribonucleoprotein;Ribosomal proteinProtein biosynthesis 0 High Quality
CHM1B_HUMAN Q7LBR1 CHMP1B (C18orf2)Charged multivesicular body protein 1b OS=Homo sapiens GN=CHMP1B PE=1 SV=122091.3 1 1 1 1 0 1 1 6 1 1 1 1 0 1 1 6 Membrane traffic proteinGeneral vesicle transport0 Matchup
CYGB_HUMAN Q8WWM9 CYGB (STAP) Cytoglobin OS=Homo sapiens GN=CYGB PE=1 SV=1 21386.1 3 0 0 1 1 0 1 6 4 0 0 4 2 0 1 11 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
HMGCL_HUMAN P35914 HMGCL Hydroxymethylglutaryl-CoA lyase, mitochondrial OS=Homo sapiens GN=HMGCL PE=1 SV=234342.3 4 0 2 1 1 1 0 9 6 0 3 1 1 1 0 12 Other lyase Acyl-CoA metabolism 0 High Quality
IF2M_HUMAN P46199 MTIF2 Translation initiation factor IF-2, mitochondrial OS=Homo sapiens GN=MTIF2 PE=2 SV=181327.1 7 0 2 1 2 1 1 14 8 0 7 1 2 1 1 20 Translation initiation factor;HydrolaseProtein biosynthesis 0 High Quality
CRIP1_HUMAN P50238 CRIP1 (CRIP) Cysteine-rich protein 1 OS=Homo sapiens GN=CRIP1 PE=1 SV=38514.7 1 1 1 0 0 0 1 4 1 2 1 0 0 0 1 5 Actin binding cytoskeletal proteinMuscle development 0 Matchup
DCTN2_HUMAN Q13561 DCTN2 (DCTN50)Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=444213.7 6 5 9 0 1 2 1 24 8 6 15 0 2 2 1 34 Microtubule binding motor proteinGeneral vesicle transport;Synaptic transmission;Chromosome segregation;Cell proliferation and differentiation;Cell structure0 High Quality
KU70_HUMAN P12956 XRCC6 (G22P1)ATP-dependent DNA helicase 2 subunit 1 OS=Homo sapiens GN=XRCC6 PE=1 SV=269828.4 11 1 3 2 1 1 1 20 17 1 4 3 2 2 1 30 DNA helicase DNA repair;DNA recombination;Immunity and defense0 High Quality
LAMC1_HUMAN P11047 LAMC1 (LAMB2)Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=2177587.1 17 8 13 1 2 2 3 46 73 21 30 3 3 3 3 136 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
F262_HUMAN O60825 PFKFB2 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2 OS=Homo sapiens GN=PFKFB2 PE=1 SV=258460 11 1 4 0 1 0 2 19 15 1 5 0 2 ` 2 25 Carbohydrate phosphataseGlycolysis;Monosaccharide metabolism0 High Quality
TCPD_HUMAN P50991 CCT4 (CCTD) (SRB)T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=457907.9 14 1 9 0 1 2 4 31 28 2 22 0 2 2 5 61 Chaperonin Protein folding;Protein complex assembly0 High Quality
ACS2L_HUMAN Q9NUB1 ACSS1 (ACAS2L) (KIAA1846)Acetyl-coenzyme A synthetase 2-like, mitochondrial OS=Homo sapiens GN=ACSS1 PE=2 SV=274838.6 14 0 8 2 1 1 2 28 33 0 9 5 3 1 3 54 Synthetase;Other ligaseFatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
PUR9_HUMAN P31939 ATIC (PURH) (OK/SW-cl.86)Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=364598.5 18 2 19 1 0 1 1 42 30 2 35 2 0 1 1 71 Methyltransferase;Other hydrolasePurine metabolismDe novo purine biosynthesis->AICAR transformylase;;De novo purine biosynthesis->IMP cyclohydrolase;;;High Quality
PDC6I_HUMAN Q8WUM4 PDCD6IP (AIP1) (ALIX) (KIAA1375)Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=196007.4 29 0 12 1 0 4 1 47 77 0 47 2 0 4 1 131 Transmembrane receptor regulatory/adaptor proteinInduction of apoptosis;Cell proliferation and differentiation0 High Quality
PDCD5_HUMAN O14737 PDCD5 (TFAR19)Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=314267.3 5 9 5 0 1 0 0 20 7 19 7 0 2 0 0 35 Select regulatory moleculeInduction of apoptosis;Apoptotic processes0 High Quality
NDUV1_HUMAN P49821 NDUFV1 (UQOR1)NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=Homo sapiens GN=NDUFV1 PE=1 SV=450799.8 11 4 14 0 1 1 2 33 23 4 28 0 1 2 3 61 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
TIM13_HUMAN Q9Y5L4 TIMM13 (TIM13B) (TIMM13A) (TIMM13B)Mitochondrial import inner membrane translocase subunit Tim13 OS=Homo sapiens GN=TIMM13 PE=1 SV=110482.2 2 2 5 0 0 0 2 11 4 3 10 0 0 0 2 19 Other miscellaneous function proteinIntracellular protein traffic;Protein targeting;Transport;Hearing0 High Quality
FLNA_HUMAN P21333 FLNA (FLN) (FLN1)Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 280711.4 50 8 35 2 4 4 2 105 194 18 48 3 5 6 2 276 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
NUBPL_HUMAN Q8TB37 NUBPL (C14orf127)Nucleotide-binding protein-like OS=Homo sapiens GN=NUBPL PE=1 SV=334064.8 8 0 1 0 1 1 1 12 12 0 1 0 2 1 1 17 Other hydrolase Protein metabolism and modification0 High Quality
UBP5_HUMAN P45974 USP5 (ISOT) Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=295770.1 21 1 8 0 2 1 1 34 41 1 12 0 5 1 1 61 Cysteine protease Proteolysis 0 High Quality
NDKA_HUMAN P15531 NME1 (NDPKA) (NM23)Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=117130.7 1 0 0 0 1 1 0 3 2 0 0 0 1 1 0 4 Nucleotide kinase Pyrimidine metabolismDe novo purine biosynthesis->GDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->UDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthMatchup
ORN_HUMAN Q9Y3B8 REXO2 (SFN) (SMFN) (CGI-114)Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=326815.7 1 1 2 1 1 0 1 7 1 1 4 1 3 0 1 11 Molecular function unclassifiedBiological process unclassified0 High Quality
COX17_HUMAN Q14061 COX17 Cytochrome c oxidase copper chaperone OS=Homo sapiens GN=COX17 PE=1 SV=26897.2 1 1 3 0 0 3 1 9 6 5 8 0 0 5 2 26 Transfer/carrier proteinOxidative phosphorylation0 High Quality
DHB4_HUMAN P51659 HSD17B4 (EDH17B4)Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=379670.4 13 1 11 1 1 1 2 30 21 1 23 1 1 1 2 50 Dehydrogenase;ReductaseSteroid metabolismAndrogen/estrogene/progesterone biosynthesis->Estradiol 17beta-dehydrogenase;;High Quality
TLN1_HUMAN Q9Y490 TLN1 (KIAA1027) (TLN)Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 269747.1 62 8 52 2 0 7 5 136 150 10 87 2 0 8 6 263 Cell adhesion molecule;Actin binding cytoskeletal proteinCell structure 0 High Quality
FBLN2_HUMAN P98095 FBLN2 Fibulin-2 OS=Homo sapiens GN=FBLN2 PE=1 SV=1 126521.6 3 3 8 0 1 0 1 16 13 8 17 0 2 0 2 42 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 High Quality
PTGDS_HUMAN P41222 PTGDS (PDS) Prostaglandin-H2 D-isomerase OS=Homo sapiens GN=PTGDS PE=1 SV=121011.1 3 2 3 2 2 0 0 12 13 3 8 4 3 0 0 31 Synthase;Isomerase Fatty acid biosynthesis;Lipid metabolism;Intracellular signaling cascade;Transport;Muscle contraction;Developmental processes;Other metabolism0 High Quality
ACTA_HUMAN P62736 ACTA2 (ACTSA) (ACTVS) (GIG46)Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=142002.1 0 16 0 0 0 1 0 17 0 294 0 0 0 6 0 300 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
IDE_HUMAN P14735 IDE Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=3118009 6 0 0 1 3 1 1 12 8 0 0 1 3 1 1 14 Metalloprotease Proteolysis 0 High Quality
S10AD_HUMAN Q99584 S100A13 Protein S100-A13 OS=Homo sapiens GN=S100A13 PE=1 SV=111453.7 4 3 8 0 0 2 2 19 9 4 14 0 0 2 3 32 Calmodulin related proteinSignal transduction;Developmental processes;Cell proliferation and differentiation0 High Quality
HSPB6_HUMAN O14558 HSPB6 Heat shock protein beta-6 OS=Homo sapiens GN=HSPB6 PE=1 SV=217117.2 6 6 8 5 5 0 0 30 22 24 51 16 13 0 0 126 Other chaperones Protein folding;Stress response0 High Quality
TIM8A_HUMAN O60220 TIMM8A (DDP) (DDP1) (TIM8A)Mitochondrial import inner membrane translocase subunit Tim8 A OS=Homo sapiens GN=TIMM8A PE=1 SV=110980.2 2 2 5 1 1 0 0 11 5 3 13 1 1 0 0 23 Other transporter Protein targeting;Other transport;Hearing;Neurogenesis0 High Quality
SDSL_HUMAN Q96GA7 SDSL Serine dehydratase-like OS=Homo sapiens GN=SDSL PE=2 SV=134655.2 3 0 2 1 0 0 1 7 3 0 2 1 0 0 1 7 Dehydratase Gluconeogenesis;Amino acid metabolism0 High Quality
RS28_HUMAN P62857 RPS28 40S ribosomal protein S28 OS=Homo sapiens GN=RPS28 PE=1 SV=17822.9 4 5 3 1 1 0 0 14 8 11 4 2 2 0 0 27 Ribosomal protein Protein biosynthesis 0 High Quality
GANAB_HUMAN Q14697 GANAB (G2AN) (KIAA0088)Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3106857.9 26 1 8 0 1 0 1 37 55 1 18 0 1 0 1 76 Glucosidase Other polysaccharide metabolism;Protein modification0 High Quality
PSMD8_HUMAN P48556 PSMD8 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=129988.6 2 0 1 0 1 1 0 5 3 0 1 0 2 1 0 7 Select regulatory moleculeProteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
PALLD_HUMAN Q8WX93 PALLD (KIAA0992) (CGI-151)Palladin OS=Homo sapiens GN=PALLD PE=1 SV=2 150519.8 12 6 16 0 1 1 1 37 27 9 36 0 2 1 1 76 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
CX6B1_HUMAN P14854 COX6B1 (COX6B)Cytochrome c oxidase subunit VIb isoform 1 OS=Homo sapiens GN=COX6B1 PE=2 SV=210174.3 3 3 5 2 2 0 0 15 8 7 15 12 24 0 0 66 Oxidase Oxidative phosphorylation0 High Quality
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SSB_HUMAN Q04837 SSBP1 Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=117241.7 5 4 2 0 1 0 0 12 10 8 6 0 4 0 0 28 Single-stranded DNA-binding proteinDNA replication;DNA replication0 High Quality
DBPA_HUMAN P16989 CSDA (DBPA) DNA-binding protein A OS=Homo sapiens GN=CSDA PE=1 SV=440071.4 2 1 1 1 0 1 1 7 3 2 1 3 0 2 1 12 Other transcription factor;Nucleic acid bindingmRNA transcription regulation0 High Quality
DP13A_HUMAN Q9UKG1 APPL1 (APPL) (DIP13A) (KIAA1428)DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=179647.1 8 1 9 2 2 1 1 24 13 1 13 6 3 1 1 38 Molecular function unclassifiedBiological process unclassified0 High Quality
UBIQ_HUMAN P62988 RPS27A (UBA80) (UBCEP1); UBA52 (UBCEP2); UBB; UBCUbiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1 8547.2 8 9 1 0 2 0 0 20 76 56 1 0 5 0 0 138 Ribosomal protein Proteolysis 0 High Quality
LAC_HUMAN P01842 IGLC1; IGLC2; IGLC3Ig lambda chain C regions OS=Homo sapiens GN=IGLC1 PE=1 SV=111218.1 4 3 5 3 2 0 0 17 15 4 21 4 4 0 0 48 Molecular function unclassifiedBiological process unclassified0 High Quality
BLVRB_HUMAN P30043 BLVRB (FLR) Flavin reductase OS=Homo sapiens GN=BLVRB PE=1 SV=3 22100.7 6 2 8 3 3 0 0 22 13 3 21 7 5 0 0 49 Reductase Biological process unclassified0 High Quality
GDIR2_HUMAN P52566 ARHGDIB (GDIA2) (GDID4) (RAP1GN1)Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=322970.4 8 2 4 0 0 1 2 17 14 3 10 0 0 1 2 30 Other signaling molecule;Other G-protein modulatorIntracellular signaling cascade0 High Quality
D3D2_HUMAN P42126 DCI 3,2-trans-enoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=DCI PE=1 SV=132798.5 7 3 6 1 2 0 0 19 43 12 19 2 4 0 0 80 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
EEA1_HUMAN Q15075 EEA1 (ZFYVE2)Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=1162450 22 3 7 1 0 0 1 34 36 3 15 1 0 0 1 56 Membrane traffic regulatory proteinEndocytosis 0 High Quality
KNG1_HUMAN P01042 KNG1 (BDK) (KNG)Kininogen-1 OS=Homo sapiens GN=KNG1 PE=1 SV=2 71939.6 0 0 9 1 1 1 0 12 0 0 10 1 1 1 0 13 Cysteine protease inhibitorBlood clotting;Regulation of vasoconstriction, dilationBlood coagulation->High molecular weight kininogen;;Blood coagulation->Bradykinin;;Blood coagulation->Kininogen;;;;High Quality
FBLN1_HUMAN P23142 FBLN1 (PP213)Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=3 77240.8 6 0 6 1 0 2 1 16 7 0 10 1 0 4 1 23 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 High Quality
CALD1_HUMAN Q05682 CALD1 (CAD) (CDM)Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=2 93232.8 8 13 2 0 1 4 5 33 13 19 2 0 2 4 5 45 Non-motor actin binding proteinMitosis;Cell structure 0 High Quality
S10AA_HUMAN P60903 S100A10 (ANX2LG) (CAL1L) (CLP11)Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=211185.5 5 1 3 0 0 3 2 14 13 1 7 0 0 5 6 32 Calmodulin related proteinDevelopmental processes0 High Quality
BDH2_HUMAN Q9BUT1 BDH2 (DHRS6) (UNQ6308/PRO20933)3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=226705.9 2 0 0 1 1 1 1 6 2 0 0 1 1 2 1 7 Dehydrogenase;ReductaseOther metabolism 0 High Quality
SNX3_HUMAN O60493 SNX3 Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=3 18745 6 2 3 0 0 0 1 12 10 2 8 0 0 0 1 21 Molecular function unclassifiedBiological process unclassified0 High Quality
CL005_HUMAN Q9NQ88 TIGAR Uncharacterized protein C12orf5 OS=Homo sapiens GN=C12orf5 PE=1 SV=130045.1 2 0 0 1 1 0 1 5 2 0 0 2 2 0 1 7 Other synthase/synthetase;MutaseVitamin biosynthesisCobalamin biosynthesis->Ribazole-5-phosphate phosphatase;;High Quality
APM2_HUMAN Q15847 APM2 (C10orf116)Adipose most abundant gene transcript 2 protein OS=Homo sapiens GN=APM2 PE=1 SV=17836.7 1 1 3 0 0 0 1 6 1 1 7 0 0 0 1 10 Molecular function unclassifiedBiological process unclassified0 High Quality
ACSL1_HUMAN P33121 ACSL1 (FACL1) (FACL2) (LACS) (LACS1) (LACS2)Long-chain-fatty-acid--CoA ligase 1 OS=Homo sapiens GN=ACSL1 PE=1 SV=177927.1 20 2 4 0 1 1 0 28 33 3 7 0 4 1 0 48 Other ligase Fatty acid metabolism 0 High Quality
ACYP2_HUMAN P14621 ACYP2 (ACYP) Acylphosphatase-2 OS=Homo sapiens GN=ACYP2 PE=1 SV=211121.4 8 5 1 0 0 1 1 16 17 12 1 0 0 1 1 32 Other phosphatase Miscellaneous 0 High Quality
VPS35_HUMAN Q96QK1 VPS35 (MEM3) (TCCCTA00141)Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=291692 10 0 4 2 0 2 1 19 24 0 6 5 0 7 3 45 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
IMA3_HUMAN O00505 KPNA3 Importin subunit alpha-3 OS=Homo sapiens GN=KPNA3 PE=1 SV=257868.9 4 1 1 0 2 1 0 9 5 2 1 0 2 1 0 11 Transfer/carrier proteinNuclear transport;Protein targeting0 High Quality
CYB5_HUMAN P00167 CYB5A (CYB5) Cytochrome b5 OS=Homo sapiens GN=CYB5A PE=1 SV=2 15312.3 3 2 0 0 0 1 0 6 4 5 0 0 0 1 0 10 Oxidase Steroid metabolism;Other pathways of electron transport0 High Quality
CYTA_HUMAN P01040 CSTA (STF1) (STFA)Cystatin-A OS=Homo sapiens GN=CSTA PE=1 SV=1 10988.6 0 1 1 3 7 0 0 12 0 6 1 14 65 0 0 86 Cysteine protease inhibitorProteolysis 0 High Quality
PPIL1_HUMAN Q9Y3C6 PPIL1 (CYPL1) (CGI-124) (UNQ2425/PRO4984)Peptidyl-prolyl cis-trans isomerase-like 1 OS=Homo sapiens GN=PPIL1 PE=1 SV=118219.3 5 1 2 1 0 0 0 9 9 1 2 1 0 0 0 13 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
DSC1_HUMAN Q08554 DSC1 (CDHF1) Desmocollin-1 OS=Homo sapiens GN=DSC1 PE=1 SV=1 100028.2 2 2 2 3 2 1 0 12 2 3 2 9 3 1 0 20 Cadherin;Other cell junction proteinCell adhesion-mediated signaling;Cell adhesion0 High Quality
MCEE_HUMAN Q96PE7 MCEE Methylmalonyl-CoA epimerase, mitochondrial OS=Homo sapiens GN=MCEE PE=2 SV=118730.8 1 1 4 0 0 1 3 10 2 1 5 0 0 1 3 12 DNA glycosylase Biological process unclassifiedMethylmalonyl pathway->Methylmalonyl-CoA epimerase;;High Quality
CLH1_HUMAN Q00610 CLTC (CLH17) (CLTCL2) (KIAA0034)Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5191600.9 4 1 7 0 1 0 1 14 11 1 10 0 1 0 1 24 Vesicle coat protein Ligand-mediated signaling;Receptor mediated endocytosis;Neurotransmitter releaseHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Clathrin;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Clathrin;;;High Quality
ELOB_HUMAN Q15370 TCEB2 Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=113115.2 1 3 5 2 2 0 0 13 1 3 12 7 3 0 0 26 Transcription cofactor mRNA transcription elongation0 High Quality
NDUV2_HUMAN P19404 NDUFV2 NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Homo sapiens GN=NDUFV2 PE=1 SV=227373.8 5 6 4 1 2 0 0 18 11 8 9 3 4 0 0 35 Dehydrogenase;ReductaseOxidative phosphorylationParkinson disease->Complex I;;High Quality
FHIT_HUMAN P49789 FHIT Bis(5'-adenosyl)-triphosphatase OS=Homo sapiens GN=FHIT PE=1 SV=316839.6 2 0 2 0 0 1 0 5 6 0 9 0 0 1 0 16 Nucleotide phosphataseBiological process unclassified0 High Quality
RO60_HUMAN P10155 TROVE2 (RO60) (SSA2)60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=260654.1 6 0 4 0 1 0 1 12 7 0 8 0 2 0 1 18 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism;Protein biosynthesis0 High Quality
CALL5_HUMAN Q9NZT1 CALML5 (CLSP)Calmodulin-like protein 5 OS=Homo sapiens GN=CALML5 PE=1 SV=115902.9 3 4 2 4 7 0 0 20 17 25 3 8 18 0 0 71 Calmodulin related proteinCalcium mediated signaling;Cell cycle;Cell proliferation and differentiation0 High Quality
THTM_HUMAN P25325 MPST (TST2) 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=333160.8 8 5 4 1 0 0 0 18 15 6 7 1 0 0 0 29 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
DCTN1_HUMAN Q14203 DCTN1 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3141679.6 18 8 4 2 1 0 1 34 41 11 8 2 1 0 1 64 Non-motor microtubule binding proteinGeneral vesicle transportHuntington disease->Dynactin;;High Quality
HMGB1_HUMAN P09429 HMGB1 (HMG1)High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=324876.7 12 0 9 0 0 7 6 34 23 0 26 0 0 14 11 74 Molecular function unclassifiedBiological process unclassified0 High Quality
DYHC1_HUMAN Q14204 DYNC1H1 (DHC1) (DNCH1) (DNCL) (DNECL) (DYHC) (KIAA0325)Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5532387.6 51 15 22 5 4 2 1 100 128 36 32 6 7 2 1 212 Microtubule binding motor protein;HydrolaseGeneral vesicle transport;Gametogenesis;Fertilization;Chromosome segregation;Cell proliferation and differentiation;Cell structureHuntington disease->Dynein complex;;High Quality
MK03_HUMAN P27361 MAPK3 (ERK1) (PRKM3)Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=443119.4 1 2 2 0 0 1 0 6 1 3 5 0 0 1 0 10 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAngiotensin II-stimulated signaling through G proteins and beta-arrestin->mitogen-activated protein kinase;;Interleukin signaling pathway->Extracellular signal-regulated kinase family;;Ras Pathway->Extracellular signal-regulated kinase;;B cell activation-High Quality
LAMA2_HUMAN P24043 LAMA2 (LAMM)Laminin subunit alpha-2 OS=Homo sapiens GN=LAMA2 PE=1 SV=3342752.6 22 6 27 1 3 3 3 65 68 7 55 1 5 3 7 146 Extracellular matrix linker proteinExtracellular matrix protein-mediated signaling;Cell adhesion;Developmental processesIntegrin signalling pathway->Laminin;;High Quality
VATA_HUMAN P38606 ATP6V1A (ATP6A1) (ATP6V1A1) (VPP2)Vacuolar ATP synthase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=268287.4 6 0 3 0 1 0 1 11 8 0 4 0 1 0 1 14 Other ion channel;Hydrogen transporter;ATP synthase;HydrolaseOther nucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
PSMD2_HUMAN Q13200 PSMD2 (TRAP2)26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3100184.2 18 1 2 1 1 1 1 25 35 1 2 2 1 2 2 45 Other enzyme regulatorProteolysis;Cell cycle controlUbiquitin proteasome pathway->26S proteasome;;High Quality
TAGL_HUMAN Q01995 TAGLN (SM22) (WS3-10)Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=4 22592.9 13 3 8 0 0 1 2 27 49 15 36 0 0 1 3 104 Non-motor actin binding proteinMuscle contraction 0 High Quality
K22E_HUMAN P35908 KRT2 (KRT2A) (KRT2E)Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=165848.4 36 32 14 0 3 0 0 85 690 292 18 0 11 0 0 1011 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
KAT_HUMAN Q8NFU3 KAT Putative thiosulfate sulfurtransferase KAT OS=Homo sapiens GN=KAT PE=1 SV=312512.7 2 4 1 0 1 0 0 8 3 5 3 0 4 0 0 15 Miscellaneous functionMitosis 0 High Quality
DYL2_HUMAN Q96FJ2 DYNLL2 (DLC2)Dynein light chain 2, cytoplasmic OS=Homo sapiens GN=DYNLL2 PE=1 SV=110332.1 2 0 3 0 0 4 2 11 4 0 17 0 0 6 3 30 Cytoskeletal protein Intracellular protein traffic;Developmental processes0 High Quality
INP4B_HUMAN O15327 INPP4B Type II inositol-3,4-bisphosphate 4-phosphatase OS=Homo sapiens GN=INPP4B PE=2 SV=3104707 4 0 6 2 1 0 1 14 6 0 12 3 2 0 1 24 Molecular function unclassifiedBiological process unclassified0 High Quality
GLRX1_HUMAN P35754 GLRX (GRX) Glutaredoxin-1 OS=Homo sapiens GN=GLRX PE=1 SV=2 11757.8 3 2 5 2 1 0 0 13 11 12 14 3 2 0 0 42 Other oxidoreductase Sulfur redox metabolism0 High Quality
ATIF1_HUMAN Q9UII2 ATPIF1 (ATPI) ATPase inhibitor, mitochondrial OS=Homo sapiens GN=ATPIF1 PE=2 SV=112230.8 1 6 3 1 2 0 0 13 3 11 3 1 4 0 0 22 Other miscellaneous function proteinOxidative phosphorylation0 High Quality
CAND2_HUMAN O75155 CAND2 (KIAA0667)Cullin-associated NEDD8-dissociated protein 2 OS=Homo sapiens GN=CAND2 PE=2 SV=2122667.6 4 2 3 1 0 0 1 11 6 2 6 1 0 0 1 16 Transcription factor mRNA transcription 0 High Quality
CA031_HUMAN Q5JTJ3 C1orf31 Uncharacterized protein C1orf31 OS=Homo sapiens GN=C1orf31 PE=2 SV=114098.5 2 2 0 0 0 0 1 5 3 2 0 0 0 0 2 7 Molecular function unclassifiedBiological process unclassified0 High Quality
SPB3_HUMAN P29508 SERPINB3 (SCCA) (SCCA1)Serpin B3 OS=Homo sapiens GN=SERPINB3 PE=1 SV=2 44547.9 0 5 0 1 8 0 0 14 0 6 0 1 16 0 0 23 Serine protease inhibitorProteolysis 0 High Quality
COX5A_HUMAN P20674 COX5A Cytochrome c oxidase subunit 5A, mitochondrial OS=Homo sapiens GN=COX5A PE=1 SV=116756.6 3 2 3 3 1 0 0 12 4 4 13 8 4 0 0 33 Oxidase Oxidative phosphorylation0 High Quality
SRBS2_HUMAN O94875 SORBS2 (ARGBP2) (KIAA0777)Sorbin and SH3 domain-containing protein 2 OS=Homo sapiens GN=SORBS2 PE=1 SV=3124092.1 8 5 2 0 1 1 0 17 15 13 5 0 2 1 0 36 Cytoskeletal protein Biological process unclassified0 High Quality
AN32A_HUMAN P39687 ANP32A (C15orf1) (LANP) (MAPM) (PHAP1)Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=128568.1 5 5 5 1 1 0 0 17 6 6 6 2 2 0 0 22 Phosphatase inhibitor Biological process unclassified0 High Quality
PEA15_HUMAN Q15121 PEA15 Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=215023.2 1 4 2 0 0 0 1 8 2 6 2 0 0 0 2 12 Molecular function unclassifiedBiological process unclassified0 High Quality
EF1D_HUMAN P29692 EEF1D (EF1D) Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=531103.9 6 5 4 0 0 1 1 17 11 7 7 0 0 1 2 28 Translation elongation factorProtein biosynthesis 0 High Quality
FLNB_HUMAN O75369 FLNB (FLN1L) (FLN3) (TABP) (TAP)Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=1 278171.9 30 3 15 0 1 0 1 50 62 5 26 0 1 0 1 95 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
DDAH1_HUMAN O94760 DDAH1 (DDAH)N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=331103.7 1 2 3 0 0 0 1 7 2 3 5 0 0 0 2 12 Other hydrolase Angiogenesis;Cell proliferation and differentiation0 High Quality
GLSK_HUMAN O94925 GLS (GLS1) (KIAA0838)Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=173444.2 0 0 2 0 1 0 1 4 0 0 2 0 2 0 1 5 Hydrolase Amino acid metabolism0 High Quality
MSTN1_HUMAN Q8IVN3 MUSTN1 Musculoskeletal embryonic nuclear protein 1 OS=Homo sapiens GN=MUSTN1 PE=2 SV=18907.1 4 8 1 0 0 1 1 15 9 15 1 0 0 3 3 31 Molecular function unclassifiedBiological process unclassified0 High Quality
PSA5_HUMAN P28066 PSMA5 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=326393.3 7 3 7 3 2 0 0 22 12 5 22 4 4 0 0 47 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
CD36_HUMAN P16671 CD36 (GP3B) (GP4)Platelet glycoprotein 4 OS=Homo sapiens GN=CD36 PE=1 SV=253036.3 1 0 0 1 1 1 0 4 1 0 0 3 4 1 0 9 Other receptor Cell adhesion;Transport0 Matchup
RS21_HUMAN P63220 RPS21 40S ribosomal protein S21 OS=Homo sapiens GN=RPS21 PE=1 SV=19093.6 5 7 3 1 1 0 0 17 7 18 11 1 1 0 0 38 Ribosomal protein Protein biosynthesis 0 High Quality
CASPE_HUMAN P31944 CASP14 Caspase-14 OS=Homo sapiens GN=CASP14 PE=1 SV=2 27661.8 3 2 0 0 6 0 0 11 6 4 0 0 15 0 0 25 Cysteine protease Proteolysis;Apoptosis 0 High Quality
NDUV3_HUMAN P56181 NDUFV3 NADH dehydrogenase [ubiquinone] flavoprotein 3, mitochondrial OS=Homo sapiens GN=NDUFV3 PE=2 SV=211922.8 1 1 0 0 0 0 1 3 1 1 0 0 0 0 1 3 Oxidoreductase Oxidative phosphorylation;Phosphate metabolism;Other metabolism0 Matchup
SYAC_HUMAN P49588 AARS Alanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2106795.2 18 1 10 0 1 1 0 31 30 1 11 0 12 1 0 55 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
UBE2N_HUMAN P61088 UBE2N (BLU) Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=117120.6 4 2 3 4 3 0 0 16 11 5 4 9 9 0 0 38 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Ubc13;;;High Quality
PNPO_HUMAN Q9NVS9 PNPO Pyridoxine-5'-phosphate oxidase OS=Homo sapiens GN=PNPO PE=1 SV=129970.2 7 1 4 0 0 0 1 13 10 2 13 0 0 0 1 26 Oxidase Fatty acid metabolism;Coenzyme metabolismPyridoxal phosphate salvage pathway->Pyridoxine-5-phosphate oxidase;;PLP biosynthesis->Pyridoxine-5-phosphate oxidase;;Vitamin B6 metabolism->Pyridoxamine phosphate oxidase;;Pyridoxal phosphate salvage pathway->Pyridoxamine-5-phosphate oxidase;;;;;High Quality
FIS1_HUMAN Q9Y3D6 FIS1 (TTC11) (CGI-135)Mitochondrial fission 1 protein OS=Homo sapiens GN=FIS1 PE=1 SV=216920.3 1 1 0 0 0 1 1 4 3 2 0 0 0 1 2 8 Molecular function unclassifiedApoptotic processes 0 Matchup
TBCA_HUMAN O75347 TBCA Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=312837.2 11 10 4 0 0 0 2 27 29 33 4 0 0 0 4 70 Chaperonin Protein folding 0 High Quality
ACTN4_HUMAN O43707 ACTN4 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2 104839.2 19 0 2 0 1 0 1 23 34 0 2 0 2 0 1 39 Non-motor actin binding proteinCell structure Integrin signalling pathway->alpha actinin;;High Quality
SH3L1_HUMAN O75368 SH3BGRL SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=112756.5 4 5 3 0 0 0 1 13 9 5 9 0 0 0 1 24 Molecular function unclassifiedBiological process unclassified0 High Quality
FRIH_HUMAN P02794 FTH1 (FTH) (FTHL6) (OK/SW-cl.84) (PIG15)Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=2 21208.2 10 7 7 0 1 0 0 25 63 24 17 0 4 0 0 108 Storage protein Cation transport;Other homeostasis activities0 High Quality
STXB6_HUMAN Q8NFX7 STXBP6 (HSPC156)Syntaxin-binding protein 6 OS=Homo sapiens GN=STXBP6 PE=1 SV=223536.2 1 0 1 0 0 0 1 3 1 0 1 0 0 0 1 3 Other transfer/carrier proteinRegulated exocytosis;General vesicle transport;Transport0 Matchup
TBB5_HUMAN P07437 TUBB (TUBB5) (OK/SW-cl.56)Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2 49652.6 5 4 7 2 17 0 0 35 38 19 31 5 60 0 0 153 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
THIK_HUMAN P09110 ACAA1 (ACAA) (PTHIO)3-ketoacyl-CoA thiolase, peroxisomal OS=Homo sapiens GN=ACAA1 PE=1 SV=244274.1 4 2 8 0 0 3 2 19 6 3 12 0 0 3 2 26 Other transferase Other protein metabolism0 High Quality
TFAM_HUMAN Q00059 TFAM (TCF6L2)Transcription factor A, mitochondrial OS=Homo sapiens GN=TFAM PE=1 SV=129079.8 5 0 5 0 0 3 2 15 7 0 6 0 0 3 3 19 Molecular function unclassifiedBiological process unclassified0 High Quality
COX5B_HUMAN P10606 COX5B Cytochrome c oxidase subunit 5B, mitochondrial OS=Homo sapiens GN=COX5B PE=1 SV=213677.7 3 2 1 0 0 0 1 7 15 3 1 0 0 0 1 20 Oxidase Oxidative phosphorylation0 High Quality
CAN1_HUMAN P07384 CAPN1 (CANPL1) (PIG30)Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=181874.6 0 0 2 0 1 1 0 4 0 0 4 0 2 1 0 7 Cysteine protease Proteolysis;Signal transductionHuntington disease->Calpain;;High Quality
DHSO_HUMAN Q00796 SORD Sorbitol dehydrogenase OS=Homo sapiens GN=SORD PE=1 SV=338278.7 9 0 9 0 0 1 1 20 10 0 22 0 0 1 1 34 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
DLRB1_HUMAN Q9NP97 DYNLRB1 (BITH) (DNCL2A) (DNLC2A) (ROBLD1) (HSPC162)Dynein light chain roadblock-type 1 OS=Homo sapiens GN=DYNLRB1 PE=1 SV=310903.9 3 5 3 1 0 0 0 12 5 8 4 2 0 0 0 19 Microtubule family cytoskeletal proteinCell motility 0 High Quality
CSRP1_HUMAN P21291 CSRP1 (CSRP) (CYRP)Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=320549.1 2 1 3 0 0 2 1 9 5 1 3 0 0 2 1 12 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
FUND2_HUMAN Q9BWH2 FUNDC2 (HCBP6) (DC44) (HCC3) (PD03104)FUN14 domain-containing protein 2 OS=Homo sapiens GN=FUNDC2 PE=1 SV=220657.8 4 0 1 0 0 1 0 6 4 0 1 0 0 1 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
SORCN_HUMAN P30626 SRI Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1 21658.7 4 2 5 1 2 0 0 14 7 5 7 7 5 0 0 31 Transmembrane receptor regulatory/adaptor proteinMuscle contraction 0 High Quality
HAP28_HUMAN Q13442 PDAP1 (HASPP28)28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=120612.8 2 2 0 0 0 0 1 5 4 2 0 0 0 0 1 7 Molecular function unclassifiedBiological process unclassified0 High Quality
PIN1_HUMAN Q13526 PIN1 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens GN=PIN1 PE=1 SV=118225.7 5 3 4 0 0 2 0 14 15 5 9 0 0 2 0 31 Molecular function unclassifiedBiological process unclassified0 High Quality
TXD17_HUMAN Q9BRA2 TXNDC17 (TXNL5)Thioredoxin domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 PE=1 SV=113922.4 1 1 4 0 0 1 1 8 1 2 17 0 0 1 1 22 Other oxidoreductase Electron transport;Sulfur redox metabolismHypoxia response via HIF activation->thioredoxin;;High Quality
MSRB2_HUMAN Q9Y3D2 MSRB2 (CBS-1) (MSRB) (CGI-131)Methionine-R-sulfoxide reductase B2, mitochondrial OS=Homo sapiens GN=MSRB2 PE=2 SV=219518.3 5 4 5 0 0 0 1 15 15 9 6 0 0 0 1 31 Reductase Protein modification;Stress response0 High Quality
NEDD8_HUMAN Q15843 NEDD8 NEDD8 OS=Homo sapiens GN=NEDD8 PE=1 SV=1 9054 4 1 1 0 0 1 1 8 13 5 1 0 0 1 1 21 Ribosomal protein Proteolysis 0 High Quality
UB2V2_HUMAN Q15819 UBE2V2 (MMS2) (UEV2)Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=416344.9 6 4 0 2 0 0 0 12 14 9 0 3 0 0 0 26 Other ligase Protein modification;Proteolysis;Cell cycle controlUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Uev1A;;;High Quality
CNPY2_HUMAN Q9Y2B0 CNPY2 (MSAP) (TMEM4) (ZSIG9) (UNQ1943/PRO4426)Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=120634.5 2 1 1 0 0 0 1 5 4 1 1 0 0 0 1 7 Molecular function unclassifiedBiological process unclassified0 High Quality
ACPM_HUMAN O14561 NDUFAB1 Acyl carrier protein, mitochondrial OS=Homo sapiens GN=NDUFAB1 PE=1 SV=317399.9 0 0 0 2 3 0 1 6 0 0 0 5 18 0 1 24 Transfer/carrier proteinFatty acid biosynthesis 0 High Quality
RL28_HUMAN P46779 RPL28 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=315729.9 0 0 2 0 0 0 1 3 0 0 2 0 0 0 1 3 Ribosomal protein Protein biosynthesis 0 High Quality
SAA_HUMAN P02735 SAA1 Serum amyloid A protein OS=Homo sapiens GN=SAA1 PE=1 SV=213514.5 2 5 2 0 0 0 2 11 7 15 6 0 0 0 4 32 Transporter;Apolipoprotein;Defense/immunity proteinImmunity and defense 0 High Quality
CHC10_HUMAN Q8WYQ3 CHCHD10 (C22orf16)Coiled-coil-helix-coiled-coil-helix domain-containing protein 10 OS=Homo sapiens GN=CHCHD10 PE=1 SV=114130.7 0 0 2 2 1 0 0 5 0 0 7 37 17 0 0 61 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
LACRT_HUMAN Q9GZZ8 LACRT Extracellular glycoprotein lacritin OS=Homo sapiens GN=LACRT PE=1 SV=114228.4 0 1 0 1 1 0 0 3 0 2 0 2 1 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
HDGF_HUMAN P51858 HDGF (HMG1L2)Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=126770.5 4 5 3 0 0 3 3 18 4 8 3 0 0 4 4 23 Growth factor mRNA transcription;Ligand-mediated signaling;Cell proliferation and differentiation0 High Quality
NDUA7_HUMAN O95182 NDUFA7 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 7 OS=Homo sapiens GN=NDUFA7 PE=1 SV=312533.8 7 4 2 0 0 0 1 14 11 10 2 0 0 0 1 24 Other oxidoreductase Biological process unclassified0 High Quality
H4_HUMAN P62805 HIST1H4A (H4/A) (H4FA); HIST1H4B (H4/I) (H4FI); HIST1H4C (H4/G) (H4FG); HIST1H4D (H4/B) (H4FB); HIST1H4E (H4/J) (H4FJ); HIST1H4F (H4/C) (H4FC); HIST1H4H (H4/H) (H4FH); HIST1H4I (H4/M) (H4FM); HIST1H4J (H4/E) (H4FE); HIST1H4K (H4/D) (H4FD); HIST1H4L (H4/K)Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2 11349.7 0 0 1 0 0 0 1 2 0 0 1 0 0 0 1 2 Histone Chromatin packaging and remodeling0 Matchup
RAB7A_HUMAN P51149 RAB7A (RAB7)Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=123472 1 0 2 0 0 1 1 5 1 0 2 0 0 1 1 5 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RLA2_HUMAN P05387 RPLP2 (D11S2243E) (RPP2)60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=111647.4 3 5 3 0 0 2 2 15 4 8 6 0 0 2 2 22 Ribosomal protein Protein biosynthesis 0 High Quality
PSMD9_HUMAN O00233 PSMD9 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=2 SV=224635.2 5 4 3 0 0 1 2 15 6 6 10 0 0 1 2 25 Select regulatory moleculeProteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
DMD_HUMAN P11532 DMD Dystrophin OS=Homo sapiens GN=DMD PE=1 SV=2 426672.6 6 5 11 1 0 1 1 25 16 7 23 2 0 1 1 50 Non-motor actin binding protein;Select calcium binding proteinNO mediated signal transduction;Synaptic transmission;Muscle development;Cell structure and motility0 High Quality
EDF1_HUMAN O60869 EDF1 Endothelial differentiation-related factor 1 OS=Homo sapiens GN=EDF1 PE=1 SV=116351 3 5 0 0 0 1 2 11 7 9 0 0 0 2 6 24 Transcription cofactor;Nucleic acid bindingmRNA transcription regulation0 High Quality
AIF1_HUMAN P55008 AIF1 (G1) (IBA1)Allograft inflammatory factor 1 OS=Homo sapiens GN=AIF1 PE=1 SV=116686.8 0 1 0 0 0 1 0 2 0 1 0 0 0 1 0 2 Calmodulin related protein;AnnexinStress response;Cell cycle control;Cell proliferation and differentiation0 Matchup
KCC2D_HUMAN Q13557 CAMK2D (CAMKD)Calcium/calmodulin-dependent protein kinase type II delta chain OS=Homo sapiens GN=CAMK2D PE=1 SV=356352.7 12 1 10 0 0 2 0 25 32 1 24 0 0 2 0 59 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
S10AG_HUMAN Q96FQ6 S100A16 (AAG13)Protein S100-A16 OS=Homo sapiens GN=S100A16 PE=1 SV=111783.9 1 1 0 0 0 0 1 3 1 1 0 0 0 0 1 3 Calmodulin related proteinBiological process unclassified0 Matchup
PSA1_HUMAN P25786 PSMA1 (PROS30) (PSC2)Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=129538 12 1 7 0 0 1 0 21 23 3 14 0 0 2 0 42 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
RL35_HUMAN P42766 RPL35 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=214534.5 0 0 0 0 2 0 1 3 0 0 0 0 7 0 1 8 Molecular function unclassifiedProtein metabolism and modification0 High Quality
CAP1_HUMAN Q01518 CAP1 (CAP) Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=451837.5 6 0 8 0 0 2 0 16 11 0 14 0 0 3 0 28 Actin binding cytoskeletal protein;Other miscellaneous function proteinOther intracellular signaling cascade;Cell communication;Cell structure and motility0 High Quality
TM1L2_HUMAN Q6ZVM7 TOM1L2 TOM1-like protein 2 OS=Homo sapiens GN=TOM1L2 PE=1 SV=155538.7 3 3 10 0 0 0 1 17 3 5 26 0 0 0 1 35 Other transporter Other intracellular protein traffic;Other transport0 High Quality
ACTG_HUMAN P63261 ACTG1 (Actin, cytoplasmic 2, N-terminally processed) Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141775.9 0 0 0 2 4 3 1 10 0 0 0 3 19 11 9 42 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
MFAP4_HUMAN P55083 MFAP4 Microfibril-associated glycoprotein 4 OS=Homo sapiens GN=MFAP4 PE=1 SV=228631.3 1 0 2 3 3 0 0 9 2 0 3 9 6 0 0 20 Extracellular matrix glycoproteinCell communication;Cell adhesion0 High Quality
RS19_HUMAN P39019 RPS19 40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=216042.5 2 5 1 1 2 0 0 11 3 5 1 6 3 0 0 18 Ribosomal protein Protein biosynthesis 0 High Quality
ATP5L_HUMAN O75964 ATP5L ATP synthase subunit g, mitochondrial OS=Homo sapiens GN=ATP5L PE=1 SV=311410.5 4 0 0 0 0 1 0 5 6 0 0 0 0 1 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
PPAC_HUMAN P24666 ACP1 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=318024.7 5 3 7 0 1 0 0 16 13 6 10 0 2 0 0 31 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
PCNP_HUMAN Q8WW12 PCNP PEST proteolytic signal-containing nuclear protein OS=Homo sapiens GN=PCNP PE=1 SV=218907.4 4 4 2 0 0 2 2 14 4 5 2 0 0 2 2 15 Molecular function unclassifiedBiological process unclassified0 High Quality
IDHP_HUMAN P48735 IDH2 Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=250892.4 0 9 36 0 0 0 13 58 0 45 277 0 0 0 75 397 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Isocitrate Dehydrogenase;;High Quality
NARG1_HUMAN Q9BXJ9 NARG1 (GA19) (NATH) (TBDN100)NMDA receptor-regulated protein 1 OS=Homo sapiens GN=NARG1 PE=1 SV=1101259.9 5 0 0 1 1 1 0 8 7 0 0 1 1 1 0 10 Acetyltransferase mRNA transcription regulation;Protein acetylationMetabotropic glutamate receptor group I pathway->N-methyl-D-aspartate Receptor;;High Quality
SH3BG_HUMAN P55822 SH3BGR SH3 domain-binding glutamic acid-rich protein OS=Homo sapiens GN=SH3BGR PE=1 SV=226039.7 4 2 2 0 0 3 3 14 7 3 15 0 0 5 4 34 Molecular function unclassifiedBiological process unclassified0 High Quality
IMPA1_HUMAN P29218 IMPA1 (IMPA) Inositol monophosphatase OS=Homo sapiens GN=IMPA1 PE=1 SV=130170.5 11 1 7 0 0 2 2 23 19 1 22 0 0 2 2 46 Other phosphatase Phospholipid metabolism0 High Quality
KV204_HUMAN P01617 n.o Ig kappa chain V-II region TEW OS=Homo sapiens PE=1 SV=112297.3 0 0 1 1 3 0 0 5 0 0 4 4 5 0 0 13 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
ICAL_HUMAN P20810 CAST Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=4 76557.3 9 6 14 0 0 8 9 46 18 19 33 0 0 12 13 95 Cysteine protease inhibitorProteolysis 0 High Quality
REEP5_HUMAN Q00765 REEP5 (C5orf18) (DP1) (TB2)Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=321476.5 4 3 1 0 0 1 2 11 12 3 1 0 0 2 4 22 Receptor;Transporter Carbohydrate transport;Transport0 High Quality
RS12_HUMAN P25398 RPS12 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=214507.7 1 0 3 0 0 0 1 5 2 0 12 0 0 0 2 16 Ribosomal protein Protein biosynthesis 0 High Quality
DUT_HUMAN P33316 DUT Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=326689 5 4 1 0 0 1 0 11 12 11 1 0 0 1 0 25 Other phosphatase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolismDe novo pyrimidine deoxyribonucleotide biosynthesis->dUTP pyrophosphatase;;High Quality
ISOC2_HUMAN Q96AB3 ISOC2 Isochorismatase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ISOC2 PE=1 SV=122319.4 1 0 4 1 1 0 0 7 1 0 14 1 2 0 0 18 Hydroxylase Other metabolism 0 High Quality
KV122_HUMAN P04430 n.o Ig kappa chain V-I region BAN OS=Homo sapiens PE=1 SV=1 11822.3 0 0 1 1 1 0 0 3 0 0 1 2 1 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
TNNI1_HUMAN P19237 TNNI1 Troponin I, slow skeletal muscle OS=Homo sapiens GN=TNNI1 PE=1 SV=321674.9 2 1 1 0 0 0 1 5 3 1 1 0 0 0 1 6 Non-motor actin binding proteinMuscle contraction;Muscle development0 High Quality
ENSA_HUMAN O43768 ENSA Alpha-endosulfine OS=Homo sapiens GN=ENSA PE=1 SV=1 13371.4 0 0 0 1 1 1 1 4 0 0 0 1 4 2 1 8 Other miscellaneous function proteinCation transport 0 Matchup
PA1B2_HUMAN P68402 PAFAH1B2 (PAFAHB)Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=125551.5 3 1 4 1 3 0 0 12 5 1 5 1 3 0 0 15 Molecular function unclassifiedBiological process unclassified0 High Quality
HMGN2_HUMANP05204 HMGN2 (HMG17)Non-histone chromosomal protein HMG-17 OS=Homo sapiens GN=HMGN2 PE=1 SV=39375.1 0 1 1 0 0 1 1 4 0 1 2 0 0 1 1 5 Chromatin/chromatin-binding proteinDNA replication;mRNA transcription;DNA replication0 Matchup
GCSH_HUMAN P23434 GCSH Glycine cleavage system H protein, mitochondrial OS=Homo sapiens GN=GCSH PE=2 SV=118892.7 1 0 2 2 1 0 0 6 2 0 30 8 2 0 0 42 Other hydrolase Amino acid catabolism 0 High Quality
EFTS_HUMAN P43897 TSFM Elongation factor Ts, mitochondrial OS=Homo sapiens GN=TSFM PE=1 SV=235373 8 0 6 1 2 0 0 17 14 0 18 8 6 0 0 46 Translation elongation factor;Guanyl-nucleotide exchange factorProtein biosynthesis 0 High Quality
CPZIP_HUMAN Q6JBY9 RCSD1 (CAPZIP)Capz-interacting protein OS=Homo sapiens GN=RCSD1 PE=1 SV=144485.1 1 1 0 1 1 0 0 4 1 1 0 1 1 0 0 4 Cytoskeletal protein MAPKKK cascade;JNK cascade0 Matchup
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PROSC_HUMAN O94903 PROSC Proline synthetase co-transcribed bacterial homolog protein OS=Homo sapiens GN=PROSC PE=1 SV=130325.8 7 2 7 0 0 1 1 18 14 3 8 0 0 1 2 28 Other synthase/synthetaseAmino acid metabolism0 High Quality
ODB2_HUMAN P11182 DBT (BCATE2) Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DBT PE=1 SV=353470.5 11 2 6 0 0 2 2 23 19 2 13 0 0 3 2 39 Acyltransferase Other metabolism 0 High Quality
TLN2_HUMAN Q9Y4G6 TLN2 (KIAA0320)Talin-2 OS=Homo sapiens GN=TLN2 PE=1 SV=3 271535 10 0 8 0 1 0 1 20 13 0 12 0 1 0 1 27 Cell adhesion molecule;Actin binding cytoskeletal proteinCell structure 0 High Quality
SEPT2_HUMAN Q15019 SEPT2 (DIFF6) (KIAA0158) (NEDD5)Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 41470.1 8 3 4 0 0 1 3 19 10 12 44 0 0 1 5 72 Cytoskeletal protein;Small GTPaseCytokinesis Parkinson disease->Cell division cycle-related protein 1;;High Quality
GLRX5_HUMAN Q86SX6 GLRX5 (C14orf87)Glutaredoxin-related protein 5 OS=Homo sapiens GN=GLRX5 PE=1 SV=216610.1 2 0 3 3 1 0 0 9 4 0 4 3 4 0 0 15 Reductase Electron transport;Sulfur redox metabolism;Stress response;Antioxidation and free radical removal0 High Quality
HIG1A_HUMAN Q9Y241 HIGD1A (HIG1) (HSPC010)HIG1 domain family member 1A OS=Homo sapiens GN=HIGD1A PE=1 SV=110125.1 1 0 0 1 1 0 0 3 3 0 0 2 1 0 0 6 Molecular function unclassifiedBiological process unclassified0 Matchup
XTP3A_HUMAN Q9H773 DCTPP1 XTP3-transactivated gene A protein OS=Homo sapiens GN=XTP3TPA PE=1 SV=118663.2 2 1 4 1 1 0 0 9 2 1 7 3 2 0 0 15 Microtubule binding motor proteinLipid metabolism;Other metabolism0 High Quality
ARPC4_HUMAN P59998 ARPC4 (ARC20)Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=319649.4 3 2 2 0 0 2 1 10 3 2 2 0 0 3 1 11 Other actin family cytoskeletal proteinCell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;High Quality
SRP14_HUMAN P37108 SRP14 Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=214552.6 0 0 2 0 1 0 0 3 0 0 2 0 1 0 0 3 Other RNA-binding proteinProtein targeting 0 High Quality
DHB8_HUMAN Q92506 HSD17B8 (FABGL) (HKE6) (RING2)Estradiol 17-beta-dehydrogenase 8 OS=Homo sapiens GN=HSD17B8 PE=1 SV=226955.2 6 1 5 0 0 0 1 13 10 1 6 0 0 0 2 19 Dehydrogenase;ReductaseOther metabolism 0 High Quality
MYL6_HUMAN P60660 MYL6 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=216911.8 4 4 6 0 0 1 1 16 11 7 12 0 0 1 1 32 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
LKHA4_HUMAN P09960 LTA4H (LTA4) Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=269269.1 15 1 8 0 0 3 2 29 25 1 24 0 0 5 2 57 Other hydrolase;MetalloproteaseFatty acid biosynthesis;Lipid metabolism;Proteolysis;Other immune and defense0 High Quality
RS3_HUMAN P23396 RPS3 (OK/SW-cl.26)40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=226670.5 13 0 3 0 0 1 1 18 22 0 4 0 0 1 1 28 Ribosomal protein Protein biosynthesis 0 High Quality
ZA2G_HUMAN P25311 AZGP1 (ZAG) (ZNGP1)Zinc-alpha-2-glycoprotein OS=Homo sapiens GN=AZGP1 PE=1 SV=133854.1 3 2 2 1 4 0 0 12 6 2 5 1 5 0 0 19 Major histocompatibility complex antigenMHCI-mediated immunity0 High Quality
PFD2_HUMAN Q9UHV9 PFDN2 (PFD2) (HSPC231)Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=116629.8 5 5 3 0 0 1 1 15 11 9 6 0 0 1 3 30 Chaperone Protein folding 0 High Quality
MARCS_HUMAN P29966 MARCKS (MACS) (PRKCSL)Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=431536.2 4 1 0 0 0 5 5 15 4 1 0 0 0 8 8 21 Other signaling molecule;Non-motor actin binding protein;Structural proteinCalcium mediated signaling0 High Quality
SGTA_HUMAN O43765 SGTA (SGT) (SGT1)Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=134045.9 4 3 2 1 2 0 0 12 4 3 3 2 2 0 0 14 Other chaperones Protein folding 0 High Quality
TIM9_HUMAN Q9Y5J7 TIMM9 (TIM9) (TIM9A) (TIMM9A)Mitochondrial import inner membrane translocase subunit Tim9 OS=Homo sapiens GN=TIMM9 PE=1 SV=110360.1 2 2 0 1 1 0 0 6 2 3 0 2 1 0 0 8 Mitochondrial carrier proteinMitochondrial transport0 High Quality
IAH1_HUMAN Q2TAA2 IAH1 Isoamyl acetate-hydrolyzing esterase 1 homolog OS=Homo sapiens GN=IAH1 PE=2 SV=127581.7 1 0 3 1 2 0 0 7 1 0 6 2 3 0 0 12 Molecular function unclassifiedBiological process unclassified0 High Quality
SAHH_HUMAN P23526 AHCY (SAHH) Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=447699.1 17 3 7 1 2 0 0 30 43 5 15 4 16 0 0 83 Other hydrolase Purine metabolism 0 High Quality
NDUA5_HUMAN Q16718 NDUFA5 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5 OS=Homo sapiens GN=NDUFA5 PE=1 SV=313441 3 3 3 0 0 1 0 10 6 3 6 0 0 1 0 16 Other oxidoreductase Oxidative phosphorylation0 High Quality
2A5D_HUMAN Q14738 PPP2R5D Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=169976.4 4 3 1 0 0 1 1 10 6 8 1 0 0 1 1 17 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
CYBP_HUMAN Q9HB71 CACYBP (S100A6BP) (SIP) (PNAS-107)Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=226192.3 7 1 5 1 1 0 0 15 7 1 6 1 2 0 0 17 Ubiquitin-protein ligaseProteolysis 0 High Quality
RADI_HUMAN P35241 RDX Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 68547.5 15 10 4 0 0 4 3 36 26 19 11 0 0 6 5 67 Actin binding cytoskeletal proteinCell structure 0 High Quality
NSF1C_HUMAN Q9UNZ2 NSFL1C (UBXN2C)NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=240555.2 8 10 4 0 0 1 2 25 8 19 5 0 0 1 5 38 Membrane traffic regulatory proteinMitosis 0 High Quality
SYFB_HUMAN Q9NSD9 FARSB (FARSLB) (FRSB) (HSPC173)Phenylalanyl-tRNA synthetase beta chain OS=Homo sapiens GN=FARSB PE=1 SV=266114.6 8 1 5 0 0 0 3 17 12 1 6 0 0 0 3 22 Molecular function unclassifiedBiological process unclassified0 High Quality
RDH13_HUMAN Q8NBN7 RDH13 (PSEC0082) (UNQ736/PRO1430)Retinol dehydrogenase 13 OS=Homo sapiens GN=RDH13 PE=2 SV=235915.1 10 1 3 0 0 2 1 17 10 1 4 0 0 2 1 18 Dehydrogenase;ReductaseOther metabolismPentose phosphate pathway->Ribitol Dehydrogenase;;High Quality
EIF1_HUMAN P41567 EIF1 (Eukaryotic translation initiation factor 1 OS=Homo sapiens GN=EIF1B PE=1 SV=2OS=Homo sapiens GN=EIF1B PE=1 SV=212714.9 0 2 1 0 0 1 2 6 0 3 1 0 0 1 3 8 Molecular function unclassifiedBiological process unclassified0 High Quality
ATPO_HUMAN P48047 ATP5O (ATPO)ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=123259.4 5 3 8 0 1 0 0 17 9 4 13 0 2 0 0 28 Hydrogen transporter;Synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Coenzyme metabolism;Cation transport0 High Quality
TERA_HUMAN P55072 VCP Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=489306.8 26 3 0 3 3 0 0 35 101 14 0 4 13 0 0 132 Molecular function unclassifiedProtein metabolism and modification;Exocytosis;Protein targeting and localization;Transport0 High Quality
M6PBP_HUMAN O60664 M6PRBP1 (TIP47)Mannose-6-phosphate receptor-binding protein 1 OS=Homo sapiens GN=M6PRBP1 PE=1 SV=247027.6 10 1 8 0 0 2 1 22 12 3 18 0 0 2 1 36 Transfer/carrier proteinRegulation of lipid, fatty acid and steroid metabolism0 High Quality
MARE1_HUMAN Q15691 MAPRE1 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=329981.5 8 1 5 2 1 0 0 17 8 1 9 2 3 0 0 23 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
RL21_HUMAN P46778 RPL21 60S ribosomal protein L21 OS=Homo sapiens GN=RPL21 PE=1 SV=218547 0 0 2 0 0 0 1 3 0 0 5 0 0 0 1 6 Ribosomal protein Protein biosynthesis 0 High Quality
EF1B_HUMAN P24534 EEF1B2 (EEF1B) (EF1B)Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=324746.2 2 1 4 0 0 1 2 10 2 2 8 0 0 1 4 17 Translation elongation factorProtein biosynthesis 0 High Quality
CNN3_HUMAN Q15417 CNN3 Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=1 36396.6 3 3 10 0 0 0 1 17 4 4 20 0 0 0 1 29 Non-motor actin binding proteinMuscle contraction 0 High Quality
CCD72_HUMAN Q9Y2S6 CCDC72 (HSPC016) (HSPC330)Coiled-coil domain-containing protein 72 OS=Homo sapiens GN=CCDC72 PE=2 SV=17048.8 1 1 1 0 0 1 1 5 1 1 1 0 0 1 1 5 Molecular function unclassifiedBiological process unclassified0 Matchup
ACTS_HUMAN P68133 ACTA1 (ACTA)Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=142034.1 2 0 3 0 0 7 0 12 27 0 35 0 0 52 0 114 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
NIT1_HUMAN Q86X76 NIT1 Nitrilase homolog 1 OS=Homo sapiens GN=NIT1 PE=2 SV=2 35878.6 7 0 7 1 0 0 0 15 14 0 22 1 0 0 0 37 Other hydrolase Other carbon metabolismPyrimidine Metabolism->Beta-Ureidopropionase;;High Quality
MCCA_HUMAN Q96RQ3 MCCC1 (MCCA)Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Homo sapiens GN=MCCC1 PE=1 SV=380455.6 19 2 16 0 0 2 4 43 35 3 35 0 0 2 4 79 Other ligase Gluconeogenesis 0 High Quality
PSD13_HUMAN Q9UNM6 PSMD13 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=142900.9 5 0 3 1 1 0 0 10 5 0 4 1 1 0 0 11 Other enzyme regulatorProteolysis Cell cycle->Proteasome;;Parkinson disease->19S proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;;High Quality
HEBP1_HUMAN Q9NRV9 HEBP1 (HBP) Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=121079.4 7 3 3 0 0 0 1 14 10 3 3 0 0 0 1 17 Other miscellaneous function proteinProtein biosynthesis 0 High Quality
CMBL_HUMAN Q96DG6 CMBL Carboxymethylenebutenolidase homolog OS=Homo sapiens GN=CMBL PE=1 SV=128030.6 4 0 4 0 0 1 1 10 6 0 7 0 0 4 7 24 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism0 High Quality
COXAM_HUMAN Q7Z7K0 CMC1 (C3orf68)COX assembly mitochondrial protein homolog OS=Homo sapiens GN=CMC1 PE=2 SV=112471.8 2 2 0 0 0 1 0 5 5 3 0 0 0 1 0 9 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism0 High Quality
HEM2_HUMAN P13716 ALAD Delta-aminolevulinic acid dehydratase OS=Homo sapiens GN=ALAD PE=1 SV=136277.3 7 0 3 1 2 0 0 13 13 0 3 1 3 0 0 20 Dehydratase Porphyrin metabolismHeme biosynthesis->porphobilinogen synthase;;High Quality
NDUS2_HUMAN O75306 NDUFS2 NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial OS=Homo sapiens GN=NDUFS2 PE=1 SV=252528.5 5 0 1 0 0 1 0 7 6 0 1 0 0 1 0 8 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
GNPI1_HUMAN P46926 GNPDA1 (GNPI) (HLN) (KIAA0060)Glucosamine-6-phosphate isomerase 1 OS=Homo sapiens GN=GNPDA1 PE=1 SV=132651.4 10 0 5 0 0 0 1 16 17 0 9 0 0 0 1 27 Other miscellaneous function proteinSignal transduction;Protein targeting0 High Quality
EF1G_HUMAN P26641 EEF1G (EF1G) (PRO1608)Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=350101.4 13 1 4 0 2 0 0 20 22 1 9 0 6 0 0 38 Translation elongation factor;Other cytoskeletal proteinsProtein biosynthesisHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
NDRG1_HUMAN Q92597 NDRG1 (CAP43) (DRG1) (RTP)Protein NDRG1 OS=Homo sapiens GN=NDRG1 PE=1 SV=1 42816.9 1 1 5 0 0 1 0 8 1 2 7 0 0 2 0 12 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
RT4I1_HUMAN Q8WWV3 RTN4IP1 (NIMP)Reticulon-4-interacting protein 1 OS=Homo sapiens GN=RTN4IP1 PE=1 SV=243571.1 4 2 3 0 0 2 1 12 6 2 3 0 0 2 2 15 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
BASI_HUMAN P35613 BSG (UNQ6505/PRO21383)Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 42181.7 3 1 1 0 1 0 0 6 4 1 1 0 2 0 0 8 Transmembrane receptor regulatory/adaptor proteinCell surface receptor mediated signal transduction;Developmental processes0 High Quality
IVD_HUMAN P26440 IVD Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=146302.6 6 1 7 0 0 1 4 19 16 2 16 0 0 1 4 39 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
LYPL1_HUMAN Q5VWZ2 LYPLAL1 Lysophospholipase-like protein 1 OS=Homo sapiens GN=LYPLAL1 PE=1 SV=326299 5 1 3 0 0 0 2 11 6 2 5 0 0 0 2 15 Phospholipase Lipid metabolism 0 High Quality
LANC1_HUMAN O43813 LANCL1 (GPR69A)LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=145266.8 3 2 1 0 0 2 3 11 4 2 1 0 0 4 5 16 Molecular function unclassifiedBiological process unclassified0 High Quality
PPCE_HUMAN P48147 PREP (PEP) Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=180747.5 16 0 3 5 3 0 0 27 26 0 4 8 11 0 0 49 Serine protease Proteolysis Vasopressin synthesis->Endo Peptidase;;High Quality
PSB6_HUMAN P28072 PSMB6 (LMPY)Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=425339.9 6 2 3 1 1 0 0 13 14 2 5 2 2 0 0 25 Other proteases Proteolysis 0 High Quality
PURB_HUMAN Q96QR8 PURB Transcriptional activator protein Pur-beta OS=Homo sapiens GN=PURB PE=1 SV=333223.9 1 0 2 0 0 1 0 4 1 0 4 0 0 1 0 6 Other transcription factor;Single-stranded DNA-binding protein;Other DNA-binding proteinGeneral mRNA transcription activities0 High Quality
TPPP_HUMAN O94811 TPPP (TPPP1) Tubulin polymerization-promoting protein OS=Homo sapiens GN=TPPP PE=1 SV=123676.1 4 2 3 0 0 0 1 10 5 3 4 0 0 0 2 14 Serine protease Proteolysis 0 High Quality
APT_HUMAN P07741 APRT Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=219590.5 2 2 2 0 1 0 0 7 5 4 4 0 2 0 0 15 Molecular function unclassifiedBiological process unclassified0 High Quality
CLCB_HUMAN P09497 CLTB Clathrin light chain B OS=Homo sapiens GN=CLTB PE=1 SV=125172.5 4 6 0 0 0 1 1 12 5 8 0 0 0 1 1 15 Vesicle coat protein Receptor mediated endocytosisHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Clathrin;;Huntington disease->Clathrin;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Clathrin;;;;High Quality
RLA1_HUMAN P05386 RPLP1 (RRP1) 60S acidic ribosomal protein P1 OS=Homo sapiens GN=RPLP1 PE=1 SV=111496.1 0 0 2 1 0 0 0 3 0 0 12 1 0 0 0 13 Ribosomal protein Protein biosynthesis 0 High Quality
STAT_HUMAN P02808 STATH Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 7286.8 0 0 1 1 1 0 0 3 0 0 1 1 1 0 0 3 Molecular function unclassifiedBiological process unclassified0 Matchup
GSHR_HUMAN P00390 GSR (GLUR) (GRD1)Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=256239.4 9 1 12 1 2 0 0 25 14 1 31 4 6 0 0 56 Reductase Electron transport;Other metabolism0 High Quality
CBR1_HUMAN P16152 CBR1 (CBR) (CRN)Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=330356.8 13 0 12 1 0 0 0 26 43 0 39 4 0 0 0 86 Dehydrogenase;ReductaseOther metabolism 0 High Quality
VTNC_HUMAN P04004 VTN Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 54288.1 1 1 4 0 0 3 2 11 1 1 5 0 0 4 6 17 Cell adhesion moleculeCell adhesion-mediated signaling;Cell adhesion0 High Quality
PTGR1_HUMAN Q14914 PTGR1 (LTB4DH)Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=235852.5 12 1 2 0 0 3 1 19 25 1 3 0 0 5 1 35 Molecular function unclassifiedBiological process unclassified0 High Quality
LMNA_HUMAN P02545 LMNA (LMN1) Lamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 74122.6 3 8 9 0 2 0 0 22 3 26 25 0 3 0 0 57 Intermediate filament;Structural proteinCell structure FAS signaling pathway->Nuclear Lamin;;High Quality
CK054_HUMAN Q9H0W9 C11orf54 (LP4947) (PTD012)Ester hydrolase C11orf54 OS=Homo sapiens GN=C11orf54 PE=1 SV=135099.7 0 1 7 0 2 0 0 10 0 1 19 0 6 0 0 26 Molecular function unclassifiedBiological process unclassified0 High Quality
FRDA_HUMAN Q16595 FXN (FRDA) (X25)Frataxin, mitochondrial OS=Homo sapiens GN=FXN PE=1 SV=223118 5 6 2 1 1 0 0 15 7 11 2 4 1 0 0 25 Molecular function unclassifiedBiological process unclassified0 High Quality
EIF1B_HUMAN O60739 EIF1B Eukaryotic translation initiation factor 1b OS=Homo sapiens GN=EIF1B PE=1 SV=212805.9 0 0 3 1 2 0 0 6 0 0 4 1 3 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
PSB5_HUMAN P28074 PSMB5 (LMPX)Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=328463 2 0 8 1 2 0 0 13 4 0 11 1 5 0 0 21 Other proteases Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
MAP4_HUMAN P27816 MAP4 Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=2121002.5 17 12 19 0 0 6 11 65 79 29 57 0 0 8 17 190 Non-motor microtubule binding proteinApoptosis;Cell structure0 High Quality
BTF3_HUMAN P20290 BTF3 (NACB) (OK/SW-cl.8)Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=122150.3 1 1 3 1 1 0 0 7 1 1 7 1 1 0 0 11 Molecular function unclassifiedBiological process unclassified0 High Quality
PCBP1_HUMAN Q15365 PCBP1 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=237480.2 5 2 10 1 1 0 0 19 16 5 28 3 1 0 0 53 Select regulatory moleculeProtein metabolism and modification0 High Quality
GRPE1_HUMAN Q9HAV7 GRPEL1 (GREPEL1)GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=224261.2 5 2 2 0 0 1 2 12 8 3 2 0 0 1 2 16 Other chaperones Protein folding 0 High Quality
RAB1B_HUMAN Q9H0U4 RAB1B Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=122154 4 1 0 0 0 0 3 8 9 1 0 0 0 0 4 14 Small GTPase General vesicle transport0 High Quality
HDD1A_HUMAN Q08623 HDHD1A (DXF68S1E) (FAM16AX) (GS1)Haloacid dehalogenase-like hydrolase domain-containing protein 1A OS=Homo sapiens GN=HDHD1A PE=2 SV=223713.2 0 0 3 0 0 1 2 6 0 0 5 0 0 1 3 9 Phosphatase Biological process unclassified0 High Quality
SUOX_HUMAN P51687 SUOX Sulfite oxidase, mitochondrial OS=Homo sapiens GN=SUOX PE=1 SV=260263.7 10 2 6 1 2 0 0 21 15 2 11 1 3 0 0 32 Oxidase Electron transport;Sulfur redox metabolism;Other metabolism0 High Quality
SEPT7_HUMAN Q16181 SEPT7 (CDC10)Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 50662.2 8 3 5 0 0 1 4 21 14 7 18 0 0 2 4 45 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
ANXA7_HUMAN P20073 ANXA7 (ANX7) (SNX) (OK/SW-cl.95)Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=2 52722.5 11 1 6 1 3 0 0 22 31 1 17 1 5 0 0 55 Transfer/carrier protein;AnnexinIntracellular protein traffic0 High Quality
KAPCA_HUMAN P17612 PRKACA (PKACA)cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=240573.3 12 0 4 0 0 1 2 19 19 0 5 0 0 2 2 28 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Cell communication;Developmental processes;Mitosis;Cell proliferation and differentiationHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Protein kinase A;;GABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;PDGF signaling pathway->p90RSK;;Endothelin sigHigh Quality
EPDR1_HUMAN Q9UM22 EPDR1 (MERP1) (UCC1)Mammalian ependymin-related protein 1 OS=Homo sapiens GN=EPDR1 PE=2 SV=225419.5 5 2 2 2 1 0 0 12 9 7 2 3 1 0 0 22 Molecular function unclassifiedBiological process unclassified0 High Quality
AIBP_HUMAN Q8NCW5 APOA1BP (AIBP) (YJEFN1)Apolipoprotein A-I-binding protein OS=Homo sapiens GN=APOA1BP PE=1 SV=231657.4 2 0 2 5 4 0 0 13 4 0 7 9 8 0 0 28 Molecular function unclassifiedBiological process unclassified0 High Quality
RL32_HUMAN P62910 RPL32 (PP9932)60S ribosomal protein L32 OS=Homo sapiens GN=RPL32 PE=1 SV=215842.4 0 0 1 0 0 0 1 2 0 0 2 0 0 0 1 3 Ribosomal protein Protein biosynthesis 0 Matchup
NAGK_HUMAN Q9UJ70 NAGK N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=437359.1 13 0 2 0 0 0 1 16 20 0 3 0 0 0 1 24 Molecular function unclassifiedBiological process unclassified0 High Quality
FSCN1_HUMAN Q16658 FSCN1 (FAN1) (HSN) (SNL)Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 54512.3 9 0 12 5 3 0 0 29 18 0 23 6 4 0 0 51 Non-motor actin binding proteinOncogenesis;Cell motility0 High Quality
DPYL3_HUMAN Q14195 DPYSL3 (CRMP4) (DRP3) (ULIP)Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=161946.1 9 3 10 2 2 0 0 26 17 3 23 3 3 0 0 49 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
ILK_HUMAN Q13418 ILK (ILK1) (ILK2)Integrin-linked protein kinase OS=Homo sapiens GN=ILK PE=1 SV=251401.7 10 2 7 0 0 1 1 21 20 2 19 0 0 2 4 47 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signalingIntegrin signalling pathway->Integrin linked kinase;;High Quality
ARPC3_HUMAN O15145 ARPC3 (ARC21)Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=320529.8 3 2 2 0 0 1 0 8 5 2 2 0 0 2 0 11 Other actin family cytoskeletal proteinCell structure Integrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;;High Quality
IPKA_HUMAN P61925 PKIA (PRKACN1)cAMP-dependent protein kinase inhibitor alpha OS=Homo sapiens GN=PKIA PE=1 SV=27970.7 1 3 1 0 0 0 1 6 1 6 1 0 0 0 1 9 Kinase inhibitor Other intracellular signaling cascade;Muscle development0 High Quality
HEMH_HUMAN P22830 FECH Ferrochelatase, mitochondrial OS=Homo sapiens GN=FECH PE=1 SV=247845.1 4 1 4 0 0 1 0 10 5 1 16 0 0 1 0 23 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;High Quality
SIRT3_HUMAN Q9NTG7 SIRT3 (SIR2L3) NAD-dependent deacetylase sirtuin-3, mitochondrial OS=Homo sapiens GN=SIRT3 PE=1 SV=243555.4 2 0 3 1 0 0 0 6 5 0 4 2 0 0 0 11 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
HSC20_HUMAN Q8IWL3 HSCB (DNAJC20) (HSC20)Co-chaperone protein HscB, mitochondrial OS=Homo sapiens GN=HSCB PE=1 SV=327405.2 2 0 2 0 0 0 1 5 2 0 3 0 0 0 1 6 Molecular function unclassifiedBiological process unclassified0 High Quality
K1C14_HUMAN P02533 KRT14 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=351604.6 9 2 2 0 1 0 0 14 91 14 3 0 4 0 0 112 Intermediate filament;Structural proteinCell structure 0 High Quality
PRUNE_HUMAN Q86TP1 PRUNE Protein prune homolog OS=Homo sapiens GN=PRUNE PE=1 SV=150210.7 7 0 6 0 0 1 2 16 11 0 12 0 0 1 2 26 Molecular function unclassifiedBiological process unclassified0 High Quality
BPNT1_HUMAN O95861 BPNT1 3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=2 SV=133374.7 1 1 9 0 0 0 1 12 2 1 25 0 0 0 2 30 Hydrolase Detoxification;Other metabolism0 High Quality
PTPA_HUMAN Q15257 PPP2R4 (PTPA)Serine/threonine-protein phosphatase 2A regulatory subunit B' OS=Homo sapiens GN=PPP2R4 PE=1 SV=340649.7 4 1 0 0 0 1 0 6 4 1 0 0 0 1 0 6 Phosphatase activatorProtein modification 0 High Quality
COX41_HUMAN P13073 COX4I1 (COX4)Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Homo sapiens GN=COX4I1 PE=1 SV=119558.8 3 3 2 1 0 0 0 9 10 5 3 1 0 0 0 19 Oxidase Oxidative phosphorylation0 High Quality
WBP2_HUMAN Q969T9 WBP2 WW domain-binding protein 2 OS=Homo sapiens GN=WBP2 PE=1 SV=128069.2 3 1 2 1 0 0 0 7 6 1 17 1 0 0 0 25 Molecular function unclassifiedBiological process unclassified0 High Quality
MGDP1_HUMAN Q86V88 MDP1 Magnesium-dependent phosphatase 1 OS=Homo sapiens GN=MDP1 PE=2 SV=120091.3 1 2 0 0 0 0 1 4 1 3 0 0 0 0 1 5 Dehydrogenase Tricarboxylic acid pathway0 High Quality
C10_HUMAN Q99622 C12orf57 (C10)Protein C10 OS=Homo sapiens GN=C12orf57 PE=2 SV=1 13160.1 0 1 1 0 0 1 1 4 0 1 2 0 0 1 1 5 Molecular function unclassifiedBiological process unclassified0 Matchup
PP1B_HUMAN P62140 PPP1CB Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=337170.3 7 0 2 1 1 0 0 11 13 0 2 1 3 0 0 19 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
NDUS4_HUMAN O43181 NDUFS4 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial OS=Homo sapiens GN=NDUFS4 PE=1 SV=120089.9 3 3 2 0 0 0 1 9 4 3 5 0 0 0 1 13 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
GL1AD_HUMAN Q6EEV4 GRINL1A Protein GRINL1A, isoforms 15/16 OS=Homo sapiens GN=GRINL1A PE=2 SV=115113 0 1 1 1 0 0 0 3 0 2 1 1 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 Matchup
UCHL1_HUMAN P09936 UCHL1 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=224806.3 3 2 2 0 0 1 1 9 3 2 8 0 0 1 1 15 Cysteine protease Proteolysis 0 High Quality
IF2A_HUMAN P05198 EIF2S1 (EIF2A)Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=336094.7 5 2 4 1 1 0 0 13 6 3 4 1 1 0 0 15 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
K1C16_HUMAN P08779 KRT16 (KRT16A)Keratin, type I cytoskeletal 16 OS=Homo sapiens GN=KRT16 PE=1 SV=451251 25 10 1 0 1 0 0 37 174 34 2 0 4 0 0 214 Intermediate filament;Structural proteinCell structure 0 High Quality
EHD1_HUMAN Q9H4M9 EHD1 (PAST) (PAST1) (CDABP0131)EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=260611.1 16 1 7 0 0 2 1 27 27 1 13 0 0 3 1 45 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
K2C5_HUMAN P13647 KRT5 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=362361.6 19 13 3 1 2 0 0 38 148 79 4 1 3 0 0 235 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PSMD4_HUMAN P55036 PSMD4 (MCB1)26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=140719.2 2 3 6 1 0 0 0 12 3 8 10 1 0 0 0 22 Select regulatory moleculeProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
PRS7_HUMAN P35998 PSMC2 (MSS1)26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=348617.6 15 3 8 1 1 0 0 28 22 3 13 2 1 0 0 41 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
GLOD4_HUMAN Q9HC38 GLOD4 (C17orf25) (CGI-150) (My027)Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=134776.1 8 1 5 0 0 1 0 15 10 1 5 0 0 1 0 17 Other lyase Other carbon metabolism0 High Quality
SCRN3_HUMAN Q0VDG4 SCRN3 Secernin-3 OS=Homo sapiens GN=SCRN3 PE=2 SV=1 48527.1 5 0 1 0 0 1 2 9 7 0 1 0 0 1 2 11 Other miscellaneous function proteinProteolysis 0 High Quality
BAF_HUMAN O75531 BANF1 (BAF) (BCRG1)Barrier-to-autointegration factor OS=Homo sapiens GN=BANF1 PE=1 SV=110040.7 0 1 2 0 0 0 1 4 0 1 3 0 0 0 1 5 Molecular function unclassifiedBiological process unclassified0 High Quality
PSD11_HUMAN O00231 PSMD11 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=347448.3 12 2 2 1 2 0 0 19 17 3 2 1 4 0 0 27 Miscellaneous functionProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
CAZA2_HUMAN P47755 CAPZA2 F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=332931.2 7 2 5 1 1 0 0 16 10 2 11 2 2 0 0 27 Non-motor actin binding proteinCell structure 0 High Quality
2ABA_HUMAN P63151 PPP2R2A Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=151675.4 7 1 7 0 0 1 0 16 10 1 8 0 0 1 0 20 Protein phosphatase Protein phosphorylation;Stress responseFGF signaling pathway->protein phosphatase 2A;;High Quality
LEG7_HUMAN P47929 LGALS7 (PIG1) Galectin-7 OS=Homo sapiens GN=LGALS7 PE=1 SV=2 15056.7 2 0 0 2 1 0 0 5 2 0 0 3 2 0 0 7 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
SUMO1_HUMAN P63165 SUMO1 (SMT3C) (SMT3H3) (UBL1) (OK/SW-cl.43)Small ubiquitin-related modifier 1 OS=Homo sapiens GN=SUMO1 PE=1 SV=111539 0 0 1 0 0 1 1 3 0 0 1 0 0 3 3 7 Other miscellaneous function proteinProtein modification;Inhibition of apoptosis;Chromosome segregation;Miscellaneousp53 pathway->Small ubiquitin-like modifier 1;;Matchup
VDAC1_HUMAN P21796 VDAC1 (VDAC)Voltage-dependent anion-selective channel protein 1 OS=Homo sapiens GN=VDAC1 PE=1 SV=230755.9 5 0 8 1 1 0 0 15 8 0 15 1 3 0 0 27 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
APEX1_HUMAN P27695 APEX1 (APE) (APEX) (APX) (HAP1) (REF1)DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=235537.7 5 1 6 0 0 2 1 15 5 2 6 0 0 2 1 16 Exodeoxyribonuclease;EndodeoxyribonucleaseDNA repair 0 High Quality
TMOD1_HUMAN P28289 TMOD1 (D9S57E) (TMOD)Tropomodulin-1 OS=Homo sapiens GN=TMOD1 PE=1 SV=1 40552.8 2 2 2 0 0 2 1 9 4 2 3 0 0 2 1 12 Actin binding cytoskeletal proteinCell structure 0 High Quality
ACPH_HUMAN P13798 APEH (D3F15S2) (D3S48E) (DNF15S2)Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=481206 14 2 8 1 4 0 0 29 30 4 10 1 6 0 0 51 Serine protease Protein acetylation;Proteolysis0 High Quality
TWF2_HUMAN Q6IBS0 TWF2 (PTK9L) (MSTP011)Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 39530.8 3 0 7 0 3 0 0 13 3 0 17 0 4 0 0 24 Non-motor actin binding proteinCell structure;Cell motility0 High Quality
PRS6A_HUMAN P17980 PSMC3 (TBP1) 26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=349187 10 2 7 0 0 1 0 20 16 3 16 0 0 1 0 36 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
CO9_HUMAN P02748 C9 Complement component C9 OS=Homo sapiens GN=C9 PE=1 SV=263156.8 7 0 4 0 0 2 2 15 12 0 9 0 0 2 2 25 Complement componentComplement-mediated immunity0 High Quality
NUDT4_HUMAN Q9NZJ9 NUDT4 (DIPP2) (KIAA0487) (HDCMB47P)Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens GN=NUDT4 PE=1 SV=220287.9 2 0 1 0 0 0 2 5 2 0 1 0 0 0 3 6 Other phosphatase Phospholipid metabolism0 High Quality
RRAS2_HUMAN P62070 RRAS2 (TC21) Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=123381.6 6 1 6 0 0 0 1 14 9 1 19 0 0 0 1 30 Small GTPase Signal transduction;Synaptic transmissionTGF-beta signaling pathway->Ras-GTP;;TGF-beta signaling pathway->Ras-GDP;;PDGF signaling pathway->Ras;;;;High Quality
NLTP_HUMAN P22307 SCP2 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=258976.6 9 5 3 0 0 1 1 19 16 5 4 0 0 2 2 29 Other transfer/carrier protein;Dehydrogenase;ReductaseOther metabolism 0 High Quality
SIRT5_HUMAN Q9NXA8 SIRT5 (SIR2L5) NAD-dependent deacetylase sirtuin-5 OS=Homo sapiens GN=SIRT5 PE=1 SV=233862.5 9 0 5 0 0 1 3 18 14 0 6 0 0 2 5 27 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
PGES2_HUMAN Q9H7Z7 PTGES2 (C9orf15) (PGES2)Prostaglandin E synthase 2 OS=Homo sapiens GN=PTGES2 PE=1 SV=141925.6 11 1 5 0 1 0 0 18 24 1 11 0 1 0 0 37 Reductase Electron transport;Other metabolism0 High Quality
PRS8_HUMAN P62195 PSMC5 (SUG1)26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=145609.1 6 0 7 1 1 0 0 15 11 0 13 1 1 0 0 26 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
CNBP_HUMAN P62633 CNBP (RNF163) (ZNF9)Cellular nucleic acid-binding protein OS=Homo sapiens GN=CNBP PE=1 SV=119444.1 0 0 2 1 0 0 0 3 0 0 2 1 0 0 0 3 Nucleic acid binding Steroid metabolism;Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
IF5_HUMAN P55010 EIF5 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=249205.4 5 3 4 1 1 0 0 14 9 4 4 1 7 0 0 25 Translation initiation factor;Other G-protein modulatorProtein biosynthesis 0 High Quality
ARP19_HUMAN P56211 ARPP19 cAMP-regulated phosphoprotein 19 OS=Homo sapiens GN=ARPP19 PE=1 SV=212305.3 0 3 0 0 1 0 0 4 0 7 0 0 2 0 0 9 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
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PPIB_HUMAN P23284 PPIB (CYPB) Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=122724.9 2 3 3 0 0 1 1 10 3 4 3 0 0 1 2 13 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
TFG_HUMAN Q92734 TFG Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=1 43416.2 2 1 1 1 2 0 0 7 2 1 2 1 3 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
A1BG_HUMAN P04217 A1BG Alpha-1B-glycoprotein OS=Homo sapiens GN=A1BG PE=1 SV=354254.4 3 2 8 1 1 0 0 15 8 2 11 1 1 0 0 23 Immunoglobulin receptor family member;Defense/immunity proteinLigand-mediated signaling;Natural killer cell mediated immunity0 High Quality
COX7C_HUMAN P15954 COX7C Cytochrome c oxidase subunit 7C, mitochondrial OS=Homo sapiens GN=COX7C PE=1 SV=17227.6 2 0 1 0 0 1 0 4 2 0 1 0 0 1 0 4 Oxidase Oxidative phosphorylation0 High Quality
IGHG2_HUMAN P01859 IGHG2 Ig gamma-2 chain C region OS=Homo sapiens GN=IGHG2 PE=1 SV=135865.2 2 0 4 0 2 0 0 8 9 0 7 0 39 0 0 55 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
NFS1_HUMAN Q9Y697 NFS1 (NIFS) (HUSSY-08)Cysteine desulfurase, mitochondrial OS=Homo sapiens GN=NFS1 PE=1 SV=350178.1 12 0 9 2 2 0 0 25 14 0 17 6 9 0 0 46 Other lyase Amino acid biosynthesis;Other coenzyme and prosthetic group metabolism;Other sulfur metabolism0 High Quality
PSA2_HUMAN P25787 PSMA2 (PSC3) Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=225880.9 2 0 6 1 1 0 0 10 4 0 8 2 3 0 0 17 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
PSB2_HUMAN P49721 PSMB2 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=122819.5 0 0 1 0 1 0 0 2 0 0 1 0 1 0 0 2 Other proteases Proteolysis 0 Matchup
ARPC5_HUMAN O15511 ARPC5 (ARC16)Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens GN=ARPC5 PE=1 SV=316302.6 1 1 3 0 0 1 0 6 2 1 4 0 0 1 0 8 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
CUTA_HUMAN O60888 CUTA (ACHAP) (C6orf82)Protein CutA OS=Homo sapiens GN=CUTA PE=1 SV=2 19098.1 1 1 0 1 1 0 0 4 1 1 0 2 2 0 0 6 Cation transporter Cation transport;Other homeostasis activities0 Matchup
RS14_HUMAN P62263 RPS14 (PRO2640)40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=316254.9 2 1 1 0 0 1 2 7 3 1 2 0 0 1 2 9 Ribosomal protein Protein biosynthesis 0 High Quality
F10A1_HUMAN P50502 ST13 (FAM10A1) (HIP) (SNC6)Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=241314.4 7 3 5 0 0 0 4 19 14 7 6 0 0 0 5 32 Chaperone Protein folding 0 High Quality
EFG1_HUMAN Q96RP9 GFM1 (EFG) (EFG1) (GFM)Elongation factor G 1, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=283455.5 11 0 6 0 0 0 1 18 19 0 10 0 0 0 2 31 Translation elongation factorProtein biosynthesis 0 High Quality
SRC8_HUMAN Q14247 CTTN (EMS1) Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=161617.4 0 1 5 0 0 0 1 7 0 1 10 0 0 0 2 13 Non-motor actin binding proteinCell structure and motility0 High Quality
RS3A_HUMAN P61247 RPS3A (MFTL) 40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=229927.3 4 1 4 0 0 0 1 10 5 1 6 0 0 0 1 13 Ribosomal protein Protein biosynthesis 0 High Quality
CPNE3_HUMAN O75131 CPNE3 (CPN3) (KIAA0636)Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=1 60113.6 8 0 8 1 2 0 0 19 20 0 8 13 8 0 0 49 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic0 High Quality
ACTN2_HUMAN P35609 ACTN2 Alpha-actinin-2 OS=Homo sapiens GN=ACTN2 PE=1 SV=1 103839.5 26 1 15 0 1 0 0 43 60 1 28 0 5 0 0 94 Non-motor actin binding proteinCell structure Integrin signalling pathway->alpha actinin;;High Quality
PDK2_HUMAN Q15119 PDK2 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 2, mitochondrial OS=Homo sapiens GN=PDK2 PE=1 SV=246137.3 5 0 3 0 0 1 1 10 6 0 4 0 0 1 1 12 Protein kinase Protein phosphorylationTCA cycle->Pyruvate Dehydrogenase;;High Quality
DENR_HUMAN O43583 DENR (DRP1) (H14)Density-regulated protein OS=Homo sapiens GN=DENR PE=1 SV=222074.4 4 0 1 0 0 2 2 9 4 0 4 0 0 3 3 14 Nuclease;Translation initiation factorProtein biosynthesis;Other metabolism0 High Quality
MTAP_HUMAN Q13126 MTAP (MSAP) S-methyl-5'-thioadenosine phosphorylase OS=Homo sapiens GN=MTAP PE=1 SV=231218.3 8 0 3 0 0 1 2 14 12 0 5 0 0 1 3 21 Phosphorylase Purine metabolism 0 High Quality
ADIPO_HUMAN Q15848 ADIPOQ (ACDC) (ACRP30) (APM1) (GBP28)Adiponectin OS=Homo sapiens GN=ADIPOQ PE=1 SV=1 26396.2 3 0 0 3 2 0 0 8 9 0 0 11 3 0 0 23 Peptide hormone Carbohydrate transport;Gluconeogenesis;Fatty acid beta-oxidation;Transport0 High Quality
LYRM2_HUMAN Q9NU23 LYRM2 LYR motif-containing protein 2 OS=Homo sapiens GN=LYRM2 PE=2 SV=110431.8 1 0 1 0 0 0 1 3 3 0 1 0 0 0 1 5 Molecular function unclassifiedBiological process unclassified0 Matchup
IMB1_HUMAN Q14974 KPNB1 (NTF97)Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=297153.3 15 1 4 2 1 0 0 23 35 1 4 3 2 0 0 45 Transfer/carrier proteinNuclear transport;Protein targeting;Transport0 High Quality
RL30_HUMAN P62888 RPL30 60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=212766.7 0 0 5 0 0 0 1 6 0 0 7 0 0 0 2 9 Ribosomal protein Protein biosynthesis 0 High Quality
LYSC_HUMAN P61626 LYZ (LZM) Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=1 16518.9 1 1 2 0 0 0 1 5 5 4 2 0 0 0 1 12 Hydrolase;Defense/immunity proteinCarbohydrate metabolism;Stress response0 High Quality
MYLK3_HUMAN Q32MK0 MYLK3 (MLCK)Putative myosin light chain kinase 3 OS=Homo sapiens GN=MYLK3 PE=2 SV=286074.1 12 6 15 1 1 0 0 35 37 11 29 1 1 0 0 79 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;High Quality
LYPA1_HUMAN O75608 LYPLA1 (APT1) (LPL1)Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=124652.2 4 0 2 0 0 1 0 7 4 0 3 0 0 1 0 8 Phospholipase Lipid metabolism;Protein-lipid modification;G-protein mediated signaling;Cell proliferation and differentiation0 High Quality
MIA40_HUMAN Q8N4Q1 CHCHD4 (MIA40)Mitochondrial intermembrane space import and assembly protein 40 OS=Homo sapiens GN=CHCHD4 PE=1 SV=115978.3 1 1 1 1 1 0 0 5 1 1 1 1 1 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
RT28_HUMAN Q9Y2Q9 MRPS28 (MRPS35) (HSPC007)28S ribosomal protein S28, mitochondrial OS=Homo sapiens GN=MRPS28 PE=2 SV=120825.1 4 3 1 0 0 0 1 9 8 4 4 0 0 0 1 17 Ribosomal protein Protein biosynthesis 0 High Quality
CV025_HUMAN Q6ICL3 C22orf25 Uncharacterized protein C22orf25 OS=Homo sapiens GN=C22orf25 PE=2 SV=130920.3 8 1 3 1 1 0 0 14 10 1 4 1 1 0 0 17 Molecular function unclassifiedBiological process unclassified0 High Quality
CLIC5_HUMAN Q9NZA1 CLIC5 Chloride intracellular channel protein 5 OS=Homo sapiens GN=CLIC5 PE=1 SV=246452 5 0 7 1 0 0 0 13 9 0 15 1 0 0 0 25 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
RM52_HUMAN Q86TS9 MRPL52 39S ribosomal protein L52, mitochondrial OS=Homo sapiens GN=MRPL52 PE=2 SV=213645.8 0 1 1 0 0 0 1 3 0 1 1 0 0 0 2 4 Molecular function unclassifiedBiological process unclassified0 Matchup
PACN3_HUMAN Q9UKS6 PACSIN3 Protein kinase C and casein kinase substrate in neurons protein 3 OS=Homo sapiens GN=PACSIN3 PE=1 SV=248468.7 6 3 4 1 1 0 0 15 10 5 12 1 1 0 0 29 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
YBOX1_HUMAN P67809 YBX1 (NSEP1) (YB1)Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=335905.7 4 5 1 0 0 1 1 12 4 5 2 0 0 1 1 13 Other transcription factor;Nucleic acid bindingmRNA transcription regulation0 High Quality
LYAG_HUMAN P10253 GAA Lysosomal alpha-glucosidase OS=Homo sapiens GN=GAA PE=1 SV=2105320.5 4 3 4 2 1 0 0 14 6 4 6 3 1 0 0 20 Glucosidase Glycogen metabolism 0 High Quality
GALM_HUMAN Q96C23 GALM (BLOCK25)Aldose 1-epimerase OS=Homo sapiens GN=GALM PE=1 SV=137747.2 3 0 1 0 0 0 1 5 3 0 1 0 0 0 1 5 Epimerase/racemase Monosaccharide metabolism0 High Quality
ADK_HUMAN P55263 ADK Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=2 40528.6 4 1 9 0 0 2 0 16 7 1 27 0 0 2 0 37 Nucleotide kinase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
VPS4A_HUMAN Q9UN37 VPS4A (VPS4) Vacuolar protein sorting-associating protein 4A OS=Homo sapiens GN=VPS4A PE=1 SV=148881.3 1 1 3 0 0 1 0 6 2 1 4 0 0 1 0 8 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
ARL3_HUMAN P36405 ARL3 (ARFL3) ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=220438.3 2 2 1 0 1 0 0 6 4 3 1 0 1 0 0 9 Small GTPase General vesicle transport0 High Quality
PSB3_HUMAN P49720 PSMB3 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=222931.6 1 0 3 1 0 0 0 5 1 0 17 1 0 0 0 19 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
IMA4_HUMAN O00629 KPNA4 Importin subunit alpha-4 OS=Homo sapiens GN=KPNA4 PE=1 SV=157868.9 2 2 3 0 0 1 0 8 2 5 3 0 0 1 0 11 Transfer/carrier proteinNuclear transport;Protein targeting0 High Quality
CCD44_HUMAN Q9BSH4 CCDC44 (PRO0477)Coiled-coil domain-containing protein 44 OS=Homo sapiens GN=CCDC44 PE=1 SV=132459.3 4 0 5 0 0 0 1 10 7 0 5 0 0 0 1 13 Molecular function unclassifiedBiological process unclassified0 High Quality
MYL9_HUMAN P24844 MYL9 (MLC2) (MRLC1) (MYRL2)Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=419810.1 2 2 1 0 0 1 0 6 3 3 3 0 0 1 0 10 Other actin family cytoskeletal protein;Calmodulin related proteinMuscle contraction;Muscle development;Cell structure and motility0 High Quality
ITIH4_HUMAN Q14624 ITIH4 (IHRP) (ITIHL1) (PK120) (PRO1851)Inter-alpha-trypsin inhibitor heavy chain H4 OS=Homo sapiens GN=ITIH4 PE=1 SV=3103308.4 6 3 7 2 1 0 0 19 14 4 14 4 3 0 0 39 Serine protease inhibitorProteolysis 0 High Quality
CF142_HUMAN Q5VWP3 C6orf142 Uncharacterized protein C6orf142 OS=Homo sapiens GN=C6orf142 PE=2 SV=250439.7 0 3 4 1 1 0 0 9 0 11 7 2 8 0 0 28 Molecular function unclassifiedBiological process unclassified0 High Quality
HCC1_HUMAN P82979 SARNP Nuclear protein Hcc-1 OS=Homo sapiens GN=HCC1 PE=1 SV=323653.2 0 2 2 0 0 1 0 5 0 3 2 0 0 1 0 6 Small GTPase General vesicle transport0 High Quality
GPX4_HUMAN P36969 GPX4 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial OS=Homo sapiens GN=GPX4 PE=1 SV=322157.3 1 0 4 0 0 2 0 7 1 0 7 0 0 3 0 11 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
ACAD8_HUMAN Q9UKU7 ACAD8 (ARC42) (IBD)Isobutyryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACAD8 PE=1 SV=145052.1 6 1 10 0 0 1 0 18 9 2 14 0 0 1 0 26 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
PCY2_HUMAN Q99447 PCYT2 Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=2 SV=143817.1 10 3 4 1 1 0 0 19 14 5 8 1 1 0 0 29 NucleotidyltransferaseRegulation of lipid, fatty acid and steroid metabolism;Phospholipid metabolism0 High Quality
CO4A_HUMAN P0C0L4 C4A (CO4) (CPAMD2)Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1 192776.8 0 1 0 2 3 1 0 7 0 1 0 2 6 1 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
TPP1_HUMAN O14773 TPP1 (CLN2) (GIG1) (UNQ267/PRO304)Tripeptidyl-peptidase 1 OS=Homo sapiens GN=TPP1 PE=1 SV=261229.6 3 1 2 1 1 0 0 8 7 1 10 3 3 0 0 24 Serine protease Proteolysis 0 High Quality
GSHB_HUMAN P48637 GSS Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=152367.9 9 1 5 2 2 0 0 19 17 1 5 4 3 0 0 30 Synthetase;Other ligaseSulfur redox metabolism0 High Quality
EIF3K_HUMAN Q9UBQ5 EIF3K (EIF3S12) (ARG134) (HSPC029) (MSTP001) (PTD001)Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=125042.4 3 1 0 1 0 0 0 5 6 1 0 1 0 0 0 8 Molecular function unclassifiedProtein biosynthesis 0 High Quality
HDHD2_HUMAN Q9H0R4 HDHD2 Haloacid dehalogenase-like hydrolase domain-containing protein 2 OS=Homo sapiens GN=HDHD2 PE=2 SV=128518.9 5 0 5 0 0 1 0 11 8 0 6 0 0 1 0 15 Other phosphatase Phosphate metabolism 0 High Quality
AUHM_HUMAN Q13825 AUH Methylglutaconyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=AUH PE=1 SV=135592 10 1 4 0 0 1 0 16 18 1 6 0 0 1 0 26 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
FA49B_HUMAN Q9NUQ9 FAM49B (BM-009)Protein FAM49B OS=Homo sapiens GN=FAM49B PE=1 SV=1 36730.7 8 0 2 0 1 0 0 11 11 0 2 0 1 0 0 14 Molecular function unclassifiedBiological process unclassified0 High Quality
NUDT9_HUMAN Q9BW91 NUDT9 (NUDT10) (PSEC0099) (UNQ3012/PRO9771)ADP-ribose pyrophosphatase, mitochondrial OS=Homo sapiens GN=NUDT9 PE=1 SV=139107.5 1 3 2 0 0 1 0 7 1 4 2 0 0 1 0 8 Other hydrolase Biological process unclassified0 High Quality
BASP_HUMAN P80723 BASP1 (NAP22)Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=222675.3 0 2 0 0 0 1 0 3 0 3 0 0 0 1 0 4 Molecular function unclassifiedExocytosis;Other neuronal activity;Neurogenesis0 High Quality
SPSY_HUMAN P52788 SMS Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=2 41251.5 3 1 6 0 0 1 1 12 4 2 8 0 0 1 1 16 Synthase Other metabolism 0 High Quality
ARP3_HUMAN P61158 ACTR3 (ARP3) Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=347353.8 9 0 6 0 1 0 0 16 17 0 8 0 2 0 0 27 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureHuntington disease->Actin;;High Quality
ADRM1_HUMAN Q16186 ADRM1 (GP110)Protein ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2 42136.2 2 2 1 2 2 0 0 9 6 5 1 3 3 0 0 18 Other miscellaneous function proteinCell adhesion 0 High Quality
RL5_HUMAN P46777 RPL5 (MSTP030)60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=334345.5 6 0 0 0 0 1 2 9 9 0 0 0 0 1 2 12 Ribosomal protein Protein biosynthesis 0 High Quality
CAP2_HUMAN P40123 CAP2 Adenylyl cyclase-associated protein 2 OS=Homo sapiens GN=CAP2 PE=1 SV=152806.4 8 1 5 1 1 0 0 16 15 1 7 6 5 0 0 34 Actin binding cytoskeletal protein;Other miscellaneous function proteinOther intracellular signaling cascade;Cell communication;Cell structure and motility0 High Quality
CSN8_HUMAN Q99627 COPS8 (CSN8) COP9 signalosome complex subunit 8 OS=Homo sapiens GN=COPS8 PE=1 SV=123208.1 4 2 1 0 1 0 0 8 11 2 2 0 1 0 0 16 Other signaling moleculeBiological process unclassified0 High Quality
RS4X_HUMAN P62701 RPS4X (CCG2) (RPS4) (SCAR)40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=229581.3 8 1 1 0 0 0 1 11 14 1 1 0 0 0 1 17 Ribosomal protein Protein biosynthesis 0 High Quality
NHLC2_HUMAN Q8NBF2 NHLRC2 NHL repeat-containing protein 2 OS=Homo sapiens GN=NHLRC2 PE=1 SV=179427.5 14 0 2 0 0 0 2 18 30 0 5 0 0 0 3 38 Molecular function unclassifiedBiological process unclassified0 High Quality
SYFA_HUMAN Q9Y285 FARSA (FARS) (FARSL) (FARSLA)Phenylalanyl-tRNA synthetase alpha chain OS=Homo sapiens GN=FARSA PE=1 SV=357546.5 2 0 5 0 2 0 0 9 3 0 9 0 7 0 0 19 Molecular function unclassifiedBiological process unclassified0 High Quality
ITPA_HUMAN Q9BY32 ITPA (C20orf37) (My049) (OK/SW-cl.9)Inosine triphosphate pyrophosphatase OS=Homo sapiens GN=ITPA PE=1 SV=221427.9 0 0 2 0 0 1 0 3 0 0 4 0 0 1 0 5 Nucleotide phosphataseRegulation of nucleoside, nucleotide metabolism0 High Quality
RS18_HUMAN P62269 RPS18 (D6S218E)40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=317701.3 8 0 1 0 1 0 0 10 9 0 1 0 1 0 0 11 Ribosomal protein Protein biosynthesis 0 High Quality
PEF1_HUMAN Q9UBV8 PEF1 (ABP32) (UNQ1845/PRO3573)Peflin OS=Homo sapiens GN=PEF1 PE=1 SV=1 30363.3 5 0 1 0 1 0 0 7 6 0 1 0 1 0 0 8 Select calcium binding proteinBiological process unclassified0 High Quality
TRXR1_HUMAN Q16881 TXNRD1 (KDRF)Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=370888.9 7 0 4 2 2 0 0 15 14 0 5 5 3 0 0 27 Reductase Electron transport;Other metabolism0 High Quality
SYSC_HUMAN P49591 SARS (SERS) Seryl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=358760.6 7 0 3 0 0 1 2 13 11 0 6 0 0 1 2 20 Other RNA-binding protein;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
CF203_HUMAN Q9P0P8 C6orf203 (HSPC230)Uncharacterized protein C6orf203 OS=Homo sapiens GN=C6orf203 PE=2 SV=127924.6 2 1 2 0 0 0 1 6 2 2 3 0 0 0 1 8 Molecular function unclassifiedBiological process unclassified0 High Quality
DSG1_HUMAN Q02413 DSG1 (CDHF4) Desmoglein-1 OS=Homo sapiens GN=DSG1 PE=1 SV=1 113698.8 1 2 1 5 7 0 0 16 3 3 1 30 32 0 0 69 Cadherin;Other cell junction proteinCell adhesion-mediated signaling;Cell adhesion0 High Quality
PAIRB_HUMAN Q8NC51 SERBP1 (PAIRBP1) (CGI-55)Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=244947.8 0 5 3 0 0 1 0 9 0 8 3 0 0 1 0 12 Other RNA-binding proteinBiological process unclassified0 High Quality
VP26A_HUMAN O75436 VPS26A (VPS26)Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=238153.1 5 1 0 0 0 1 0 7 6 1 0 0 0 1 0 8 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
PRDX4_HUMAN Q13162 PRDX4 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=1 30523.1 0 0 3 2 1 0 0 6 0 0 4 3 1 0 0 8 Peroxidase Antioxidation and free radical removal0 High Quality
TBA1A_HUMAN Q71U36 TUBA1A (TUBA3)Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=150117.7 0 0 18 1 1 0 0 20 0 0 153 1 1 0 0 155 Molecular function unclassifiedBiological process unclassified0 High Quality
DDX1_HUMAN Q92499 DDX1 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=282415.1 10 0 12 2 3 0 0 27 17 0 15 3 3 0 0 38 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
E41L2_HUMAN O43491 EPB41L2 Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1112569.8 3 4 3 0 0 0 3 13 4 4 3 0 0 0 3 14 Molecular function unclassifiedBiological process unclassifiedDopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1-like 1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein banHigh Quality
PROF2_HUMAN P35080 PFN2 Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=3 15028.2 1 0 2 2 1 0 0 6 2 0 2 2 1 0 0 7 Molecular function unclassifiedBiological process unclassifiedCytoskeletal regulation by Rho GTPase->Profilin;;High Quality
ZYX_HUMAN Q15942 ZYX Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 61258 4 7 5 0 0 1 0 17 6 18 5 0 0 1 0 30 Actin binding cytoskeletal protein;Kinase modulator;Cell junction proteinOther protein targeting and localization;Mitosis;Cell structure;Cell motility0 High Quality
MARE2_HUMAN Q15555 MAPRE2 (RP1)Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=137013.6 2 1 4 0 0 1 2 10 3 1 6 0 0 1 2 13 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
VAT1_HUMAN Q99536 VAT1 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=241901.8 7 0 0 0 0 2 1 10 16 0 0 0 0 2 1 19 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
CSDE1_HUMAN O75534 CSDE1 (D1S155E) (KIAA0885) (NRU) (UNR)Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=288867 3 0 5 0 0 2 1 11 3 0 6 0 0 2 1 12 Molecular function unclassifiedBiological process unclassified0 High Quality
NQO2_HUMAN P16083 NQO2 (NMOR2)Ribosyldihydronicotinamide dehydrogenase [quinone] OS=Homo sapiens GN=NQO2 PE=1 SV=425934.8 1 0 4 0 0 1 1 7 1 0 7 0 0 1 1 10 Molecular function unclassifiedBiological process unclassified0 High Quality
AHNK_HUMAN Q09666 AHNAK (PM227)Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2629086.4 102 42 105 0 0 25 13 287 353 130 189 0 0 32 21 725 Molecular function unclassifiedBiological process unclassified0 High Quality
CSN7A_HUMAN Q9UBW8 COPS7A (CSN7A) (DERP10)COP9 signalosome complex subunit 7a OS=Homo sapiens GN=COPS7A PE=1 SV=130258.8 8 0 2 1 1 0 0 12 11 0 2 9 5 0 0 27 Other miscellaneous function proteinMiscellaneous;Cell proliferation and differentiation0 High Quality
ARF1_HUMAN P84077 ARF1 ADP-ribosylation factor 1 OS=Homo sapiens GN=ARF1 PE=1 SV=220583.7 0 0 2 2 2 0 0 6 0 0 2 4 3 0 0 9 Small GTPase General vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;High Quality
CCD50_HUMAN Q8IVM0 CCDC50 (C3orf6)Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=135804.2 0 1 0 0 0 0 1 2 0 1 0 0 0 0 1 2 Molecular function unclassifiedBiological process unclassified0 Matchup
GSK3B_HUMAN P49841 GSK3B Glycogen synthase kinase-3 beta OS=Homo sapiens GN=GSK3B PE=1 SV=246727.3 2 0 1 0 0 1 0 4 3 0 1 0 0 1 0 5 Non-receptor serine/threonine protein kinaseOther polysaccharide metabolism;Glycogen metabolism;Protein phosphorylation;Other receptor mediated signaling pathway;Other intracellular signaling cascade;Embryogenesis;Segment specification;Neurogenesis;Mesoderm development;Mitosis;Cell proliferation anRas Pathway->Glycogen synthase kinase 3;;PDGF signaling pathway->GSK3;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Glycogen synthase kinase;;Wnt signaling pathway->Glycogen Synthase Kinase-3Beta;;Insulin/IGF pathway-High Quality
THIOM_HUMAN Q99757 TXN2 (TRX2) Thioredoxin, mitochondrial OS=Homo sapiens GN=TXN2 PE=1 SV=218365.2 1 0 3 0 1 0 0 5 1 0 4 0 7 0 0 12 Other oxidoreductase Electron transport;Sulfur redox metabolismHypoxia response via HIF activation->thioredoxin;;High Quality
ANXA4_HUMAN P09525 ANXA4 (ANX4)Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=4 35866.3 14 1 7 0 1 0 0 23 18 1 7 0 4 0 0 30 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
CUL3_HUMAN Q13618 CUL3 (KIAA0617)Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=2 88914.1 5 0 1 0 0 1 0 7 5 0 1 0 0 1 0 7 Molecular function unclassifiedProteolysis;Induction of apoptosis;Cell cycle control;Oncogenesis0 High Quality
CAV1_HUMAN Q03135 CAV1 (CAV) Caveolin-1 OS=Homo sapiens GN=CAV1 PE=1 SV=4 20454.2 1 0 0 0 0 1 0 2 1 0 0 0 0 1 0 2 Lipid and fatty acid transport;G-protein mediated signaling;Endocytosis;Extracellular transport and importLipid and fatty acid transport;G-protein mediated signaling;Endocytosis;Extracellular transport and importIntegrin signalling pathway->Caveolin;;one hit wonders
UBQL2_HUMAN Q9UHD9 UBQLN2 (N4BP4) (PLIC2) (HRIHFB2157)Ubiquilin-2 OS=Homo sapiens GN=UBQLN2 PE=1 SV=2 65679.1 0 2 1 2 2 0 0 7 0 4 1 6 2 0 0 13 Other miscellaneous function proteinProteolysis 0 High Quality
PDP1_HUMAN Q9P0J1 PDP1 (PDP) (PPM2C)[Pyruvate dehydrogenase [acetyl-transferring]]-phosphatase 1, mitochondrial OS=Homo sapiens GN=PDP1 PE=1 SV=361036.7 10 1 6 0 0 1 0 18 14 1 7 0 0 1 0 23 Protein phosphatase Glycolysis 0 High Quality
SAR1B_HUMAN Q9Y6B6 SAR1B (SARA2) (SARB)GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=122393 0 0 2 0 1 0 0 3 0 0 4 0 2 0 0 6 Small GTPase General vesicle transport0 High Quality
USO1_HUMAN O60763 USO1 (VDP) General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2107879.6 13 1 7 0 0 0 3 24 32 2 20 0 0 0 3 57 Molecular function unclassifiedBiological process unclassified0 High Quality
LRC47_HUMAN Q8N1G4 LRRC47 (KIAA1185)Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=163456.7 7 2 5 0 0 1 2 17 9 2 9 0 0 1 3 24 Nucleic acid binding;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
PGTB2_HUMAN P53611 RABGGTB (GGTB)Geranylgeranyl transferase type-2 subunit beta OS=Homo sapiens GN=RABGGTB PE=1 SV=236907.2 2 0 1 1 1 0 0 5 2 0 1 1 2 0 0 6 Acyltransferase Protein-lipid modification0 High Quality
CIP4_HUMAN Q15642 TRIP10 (CIP4) (STOT) (STP)Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=368335.1 2 1 3 0 0 0 1 7 3 1 3 0 0 0 2 9 Other signaling molecule;Cytoskeletal protein;Other miscellaneous function proteinOther cell cycle process;Cell structure0 High Quality
RAB12_HUMAN Q6IQ22 RAB12 Putative Ras-related protein Rab-12 OS=Homo sapiens GN=RAB12 PE=5 SV=327231.7 6 1 0 0 0 0 1 8 8 2 0 0 0 0 1 11 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
NOL3_HUMAN O60936 NOL3 (ARC) (NOP)Nucleolar protein 3 OS=Homo sapiens GN=NOL3 PE=1 SV=1 24309.7 3 0 3 0 1 0 0 7 4 0 5 0 1 0 0 10 Molecular function unclassifiedmRNA transcription;Other apoptosis0 High Quality
RUVB1_HUMAN Q9Y265 RUVBL1 (INO80H) (NMP238) (TIP49) (TIP49A)RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=1 50211.4 10 0 8 0 1 0 0 19 14 0 10 0 1 0 0 25 Transcription cofactor;DNA helicasemRNA transcription regulation;Embryogenesis;Mesoderm development0 High Quality
DC1L2_HUMAN O43237 DYNC1LI2 (DNCLI2) (LIC2)Cytoplasmic dynein 1 light intermediate chain 2 OS=Homo sapiens GN=DYNC1LI2 PE=1 SV=154081.8 1 6 3 0 0 1 1 12 1 11 3 0 0 1 2 18 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
RL6_HUMAN Q02878 RPL6 (TXREB1)60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=332711.3 5 1 0 0 0 2 2 10 5 1 0 0 0 2 2 10 Ribosomal protein Protein biosynthesis 0 High Quality
XPP1_HUMAN Q9NQW7 XPNPEP1 (XPNPEPL) (XPNPEPL1)Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=369901.2 9 0 12 1 1 0 0 23 20 0 15 1 1 0 0 37 Metalloprotease Proteolysis 0 High Quality
NPL4_HUMAN Q8TAT6 NPLOC4 (KIAA1499) (NPL4)Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=368103.1 4 1 6 1 1 0 0 13 5 1 12 2 1 0 0 21 Molecular function unclassifiedRNA localization;Nuclear transport;Transport;Other metabolism0 High Quality
FBLN5_HUMAN Q9UBX5 FBLN5 (DANCE) (UNQ184/PRO210)Fibulin-5 OS=Homo sapiens GN=FBLN5 PE=1 SV=1 50162.1 3 0 3 1 1 0 0 8 4 0 6 2 1 0 0 13 Signaling molecule;Cell adhesion molecule;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
BIEA_HUMAN P53004 BLVRA (BLVR) (BVR)Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=233411 8 1 4 0 0 1 1 15 14 1 4 0 0 1 1 21 Oxidoreductase Electron transport;Other metabolism0 High Quality
ST38L_HUMAN Q9Y2H1 STK38L (KIAA0965) (NDR2)Serine/threonine-protein kinase 38-like OS=Homo sapiens GN=STK38L PE=1 SV=353987 3 0 2 0 0 1 0 6 3 0 3 0 0 1 0 7 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell cycle control;Cell structure0 High Quality
AL1B1_HUMAN P30837 ALDH1B1 (ALDH5) (ALDHX)Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=2 SV=257220.8 7 0 7 0 0 0 1 15 17 0 9 0 0 0 1 27 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
PUR6_HUMAN P22234 PAICS (ADE2) (AIRC) (PAIS)Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=347062 7 2 2 0 1 0 0 12 8 3 2 0 1 0 0 14 Synthase;Ligase Purine metabolism 0 High Quality
M2OM_HUMAN Q02978 SLC25A11 (SLC20A4)Mitochondrial 2-oxoglutarate/malate carrier protein OS=Homo sapiens GN=SLC25A11 PE=1 SV=334045.2 6 0 0 0 0 1 1 8 7 0 0 0 0 2 2 11 Mitochondrial carrier proteinSmall molecule transport0 High Quality
CREG1_HUMAN O75629 CREG1 (CREG) (UNQ727/PRO1409)Protein CREG1 OS=Homo sapiens GN=CREG1 PE=1 SV=1 24057 0 0 0 1 1 0 1 3 0 0 0 1 1 0 1 3 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Other metabolism0 Matchup
CDC42_HUMAN P60953 CDC42 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=121292.7 1 0 2 0 0 0 1 4 3 0 2 0 0 0 1 6 Small GTPase G-protein mediated signaling;Cell structure and motilityIntegrin signalling pathway->Cell division cycle 42;;Huntington disease->Rac;;Axon guidance mediated by Slit/Robo->Cell division cycle 42;;T cell activation->cdc42;;p38 MAPK pathway->cell division cycle 42;;EGF receptor signaling pathway->Rac;;CytoskeletaHigh Quality
SYQ_HUMAN P47897 QARS Glutaminyl-tRNA synthetase OS=Homo sapiens GN=QARS PE=1 SV=187781.9 12 0 5 2 3 0 0 22 21 0 5 3 5 0 0 34 Aminoacyl-tRNA synthetaseAmino acid activationHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
RL10A_HUMAN P62906 RPL10A (NEDD6)60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=224814 0 0 1 0 0 0 1 2 0 0 2 0 0 0 3 5 Ribosomal protein Protein biosynthesis 0 Matchup
SFRS3_HUMAN P84103 SFRS3 (SRP20) Splicing factor, arginine/serine-rich 3 OS=Homo sapiens GN=SFRS3 PE=1 SV=119312 3 0 2 0 1 0 0 6 3 0 3 0 1 0 0 7 mRNA splicing factor mRNA splicing 0 High Quality
VAPA_HUMAN Q9P0L0 VAPA (VAP33) Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=327875.9 0 1 0 0 0 0 1 2 0 1 0 0 0 0 1 2 Membrane traffic regulatory proteinGeneral vesicle transport;Cell motility0 Matchup
RB11B_HUMAN Q15907 RAB11B (YPT3)Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=424471 5 0 4 0 1 0 0 10 5 0 4 0 1 0 0 10 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportHuntington disease->Rab8;;PDGF signaling pathway->Ras;;;High Quality
RL8_HUMAN P62917 RPL8 60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=228006.8 4 1 4 0 0 1 3 13 7 3 4 0 0 1 3 18 Other RNA-binding protein;Ribosomal proteinProtein biosynthesis 0 High Quality
CSN1_HUMAN Q13098 GPS1 (COPS1) (CSN1)COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=353355.7 5 0 3 0 0 0 1 9 5 0 3 0 0 0 1 9 Miscellaneous functionProteolysis 0 High Quality
K6PL_HUMAN P17858 PFKL 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=685001.2 4 1 2 0 0 1 0 8 4 1 3 0 0 1 0 9 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
GBB1_HUMAN P62873 GNB1 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=337359.5 3 0 4 1 1 0 0 9 4 0 5 4 4 0 0 17 Large G-protein;HydrolaseG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Opioid proopiomelanocortin pathway->G-protein;;5HT1 type receptor mediated signaling pathway->G-protein;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->G protein, bHigh Quality
AS3MT_HUMAN Q9HBK9 AS3MT (CYT19)Arsenite methyltransferase OS=Homo sapiens GN=AS3MT PE=1 SV=241728.9 0 0 2 1 1 0 0 4 0 0 2 2 1 0 0 5 Methyltransferase Other metabolism 0 High Quality
HMGB2_HUMAN P26583 HMGB2 (HMG2)High mobility group protein B2 OS=Homo sapiens GN=HMGB2 PE=1 SV=224016.6 0 2 1 0 0 1 1 5 0 2 1 0 0 1 1 5 Molecular function unclassifiedBiological process unclassified0 High Quality
XIRP1_HUMAN Q702N8 XIRP1 (CMYA1) (XIN)Xin actin-binding repeat-containing protein 1 OS=Homo sapiens GN=XIRP1 PE=1 SV=1198540 29 16 15 0 0 2 2 64 74 27 31 0 0 3 3 138 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other blood circulation and gas exchange activityT cell activation->MEKK;;High Quality
K0174_HUMAN P53990 KIAA0174 Uncharacterized protein KIAA0174 OS=Homo sapiens GN=KIAA0174 PE=1 SV=139734.2 1 0 3 0 0 0 1 5 2 0 5 0 0 0 1 8 Molecular function unclassifiedBiological process unclassified0 High Quality
SIAS_HUMAN Q9NR45 NANS (SAS) Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=2 40289.9 3 0 4 0 1 0 0 8 3 0 4 0 2 0 0 9 Synthetase;Other lyaseOther polysaccharide metabolism;Protein glycosylation0 High Quality
AL1A1_HUMAN P00352 ALDH1A1 (ALDC) (ALDH1) (PUMB1)Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=254844.8 11 0 5 0 1 0 0 17 16 0 9 0 8 0 0 33 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
RS11_HUMAN P62280 RPS11 40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=318413.3 1 0 3 0 1 0 0 5 1 0 6 0 2 0 0 9 Ribosomal protein Protein biosynthesis 0 High Quality
HP1B3_HUMAN Q5SSJ5 HP1BP3 Heterochromatin protein 1-binding protein 3 OS=Homo sapiens GN=HP1BP3 PE=1 SV=161190.7 0 1 2 0 0 0 1 4 0 2 3 0 0 0 1 6 Molecular function unclassifiedBiological process unclassified0 High Quality
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CO8G_HUMAN P07360 C8G Complement component C8 gamma chain OS=Homo sapiens GN=C8G PE=1 SV=322259.3 0 0 1 0 0 1 0 2 0 0 1 0 0 1 0 2 Complement componentImmunity and defense 0 Matchup
AMRP_HUMAN P30533 LRPAP1 (A2MRAP)Alpha-2-macroglobulin receptor-associated protein OS=Homo sapiens GN=LRPAP1 PE=1 SV=141449.6 0 3 2 0 0 1 1 7 0 5 2 0 0 1 1 9 Apolipoprotein Protein folding;Other transport0 High Quality
GRSF1_HUMAN Q12849 GRSF1 G-rich sequence factor 1 OS=Homo sapiens GN=GRSF1 PE=1 SV=250152.8 0 2 3 0 1 0 0 6 0 2 4 0 1 0 0 7 Ribosomal protein mRNA splicing 0 High Quality
PIPNA_HUMAN Q00169 PITPNA (PITPN)Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens GN=PITPNA PE=1 SV=231788.3 8 0 0 1 1 0 0 10 10 0 0 4 4 0 0 18 Molecular function unclassifiedBiological process unclassified0 High Quality
TSNAX_HUMAN Q99598 TSNAX (TRAX) Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=133095.1 3 1 0 1 1 0 0 6 3 1 0 1 1 0 0 6 Single-stranded DNA-binding proteinBiological process unclassified0 High Quality
COQ6_HUMAN Q9Y2Z9 COQ6 (CGI-10)Ubiquinone biosynthesis monooxygenase COQ6 OS=Homo sapiens GN=COQ6 PE=2 SV=250852.1 9 0 0 0 0 0 1 10 14 0 0 0 0 0 1 15 Oxygenase Amino acid catabolism 0 High Quality
SPB9_HUMAN P50453 SERPINB9 (PI9)Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=1 42386.3 5 0 3 1 1 0 0 10 5 0 8 1 2 0 0 16 Serine protease inhibitorProteolysis 0 High Quality
CDV3_HUMAN Q9UKY7 CDV3 (H41) Protein CDV3 homolog OS=Homo sapiens GN=CDV3 PE=1 SV=127316.7 2 2 4 0 0 1 0 9 2 7 20 0 0 1 0 30 Molecular function unclassifiedBiological process unclassified0 High Quality
ZADH2_HUMAN Q8N4Q0 ZADH2 Zinc-binding alcohol dehydrogenase domain-containing protein 2 OS=Homo sapiens GN=ZADH2 PE=1 SV=140122.8 3 0 2 2 1 0 0 8 4 0 3 2 1 0 0 10 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
RL7A_HUMAN P62424 RPL7A (SURF-3) (SURF3)60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=229978.3 5 0 1 0 0 1 1 8 8 0 1 0 0 1 1 11 Ribosomal protein Protein biosynthesis 0 High Quality
FSTL1_HUMAN Q12841 FSTL1 (FRP) Follistatin-related protein 1 OS=Homo sapiens GN=FSTL1 PE=1 SV=134967.3 2 0 0 0 0 0 1 3 3 0 0 0 0 0 1 4 Select regulatory moleculeHomeostasis 0 High Quality
ROAA_HUMAN Q99729 HNRNPAB (ABBP1) (HNRPAB)Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=236207.2 1 0 1 0 0 0 1 3 2 0 1 0 0 0 1 4 Molecular function unclassifiedBiological process unclassified0 Matchup
JIP4_HUMAN O60271 SPAG9 (HSS) (KIAA0516) (MAPK8IP4) (SYD1) (HLC6)C-jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4146187.2 0 0 2 0 1 0 1 4 0 0 4 0 1 0 1 6 Kinase modulator Intracellular signaling cascade;Transport;Cell structure and motility0 High Quality
MP2K1_HUMAN Q02750 MAP2K1 (MEK1) (PRKMK1)Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=243422.2 3 0 2 0 0 1 2 8 9 0 2 0 0 1 2 14 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 1;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF High Quality
RL11_HUMAN P62913 RPL11 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=220235.2 3 0 1 0 0 0 2 6 4 0 1 0 0 0 2 7 Ribosomal protein Protein biosynthesis 0 High Quality
HBXIP_HUMAN O43504 HBXIP (XIP) Hepatitis B virus X-interacting protein OS=Homo sapiens GN=HBXIP PE=1 SV=19595.7 0 0 2 0 0 1 1 4 0 0 3 0 0 1 1 5 Molecular function unclassifiedBiological process unclassified0 High Quality
SFRS2_HUMAN Q01130 SFRS2 Splicing factor, arginine/serine-rich 2 OS=Homo sapiens GN=SFRS2 PE=1 SV=425459.1 3 0 2 0 1 0 0 6 3 0 4 0 1 0 0 8 mRNA splicing factor mRNA splicing 0 High Quality
MEMO1_HUMANQ9Y316 MEMO1 (C2orf4) (NS5ATP7) (CGI-27)Protein MEMO1 OS=Homo sapiens GN=MEMO1 PE=1 SV=1 33715.7 6 0 2 0 0 1 1 10 7 0 3 0 0 1 1 12 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
PGBM_HUMAN P98160 HSPG2 Basement membrane-specific heparan sulfate proteoglycan core protein OS=Homo sapiens GN=HSPG2 PE=1 SV=2468787.5 25 5 37 6 7 0 0 80 88 12 77 9 10 0 0 196 Extracellular matrix Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion0 High Quality
CP013_HUMAN Q96S19 C16orf13 (JFP2)UPF0585 protein C16orf13 OS=Homo sapiens GN=C16orf13 PE=2 SV=222560.8 6 0 2 0 0 0 1 9 8 0 3 0 0 0 1 12 Other miscellaneous function proteinMitosis 0 High Quality
THUM1_HUMAN Q9NXG2 THUMPD1 THUMP domain-containing protein 1 OS=Homo sapiens GN=THUMPD1 PE=1 SV=239297.5 1 1 1 0 0 1 0 4 1 1 1 0 0 1 0 4 Other RNA-binding proteinBiological process unclassified0 Matchup
LA_HUMAN P05455 SSB Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=2 46821 5 0 4 0 0 0 1 10 5 0 5 0 0 0 1 11 Ribonucleoprotein tRNA metabolism 0 High Quality
MAPK3_HUMAN Q16644 MAPKAPK3 MAP kinase-activated protein kinase 3 OS=Homo sapiens GN=MAPKAPK3 PE=1 SV=142969.4 0 0 3 0 0 1 0 4 0 0 12 0 0 1 0 13 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascade;Stress responseAngiogenesis->Mitogen-Activated Protein Kinase-Activating Protein Kinase-2 and 3;;PDGF signaling pathway->MAPKAPK2;;Alzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;Interleukin signaling pathway->Mitogen-activated protein kinHigh Quality
RS20_HUMAN P60866 RPS20 40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=113355 0 1 0 0 0 1 0 2 0 1 0 0 0 1 0 2 Ribosomal protein Protein biosynthesis 0 Matchup
SET_HUMAN Q01105 SET Protein SET OS=Homo sapiens GN=SET PE=1 SV=3 33471.4 3 4 1 1 0 0 0 9 3 5 2 1 0 0 0 11 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
COR1B_HUMAN Q9BR76 CORO1B Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=1 54216.9 1 1 2 0 0 0 1 5 1 1 6 0 0 0 1 9 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
RD23B_HUMAN P54727 RAD23B UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=143153.1 1 9 3 1 0 0 0 14 2 13 7 4 0 0 0 26 Damaged DNA-binding proteinDNA repair 0 High Quality
KU86_HUMAN P13010 XRCC5 (G22P2)ATP-dependent DNA helicase 2 subunit 2 OS=Homo sapiens GN=XRCC5 PE=1 SV=382689.1 12 0 5 0 0 2 1 20 19 0 5 0 0 2 1 27 DNA helicase DNA repair;DNA recombination;Immunity and defense0 High Quality
RAB5A_HUMAN P20339 RAB5A (RAB5)Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=223640.8 3 1 0 0 0 0 1 5 4 1 0 0 0 0 2 7 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
COASY_HUMAN Q13057 COASY (PSEC0106)Bifunctional coenzyme A synthase OS=Homo sapiens GN=COASY PE=1 SV=462311.5 5 1 3 1 1 0 0 11 7 1 4 1 1 0 0 14 Kinase;Other miscellaneous function proteinCoenzyme metabolismCoenzyme A biosynthesis->Dephospho-CoA kinase;;Coenzyme A biosynthesis->Pantetheine-phosphate adenyltransferase;;;High Quality
TRI54_HUMAN Q9BYV2 TRIM54 (MURF) (MURF3) (RNF30)Tripartite motif-containing protein 54 OS=Homo sapiens GN=TRIM54 PE=1 SV=240309.3 1 0 4 1 0 0 0 6 1 0 6 1 0 0 0 8 Ubiquitin-protein ligaseProteolysis 0 High Quality
IGHM_HUMAN P01871 IGHM Ig mu chain C region OS=Homo sapiens GN=IGHM PE=1 SV=349287.7 4 0 1 0 0 1 1 7 6 0 1 0 0 2 2 11 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
TPMT_HUMAN P51580 TPMT Thiopurine S-methyltransferase OS=Homo sapiens GN=TPMT PE=1 SV=128163.1 2 0 0 0 0 0 1 3 2 0 0 0 0 0 1 3 Molecular function unclassifiedBiological process unclassified0 High Quality
NQO1_HUMAN P15559 NQO1 (DIA4) (NMOR1)NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=130851 2 0 2 0 0 0 1 5 2 0 3 0 0 0 1 6 Molecular function unclassifiedBiological process unclassified0 High Quality
AT5F1_HUMAN P24539 ATP5F1 ATP synthase subunit b, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=228890.8 2 0 2 0 0 1 1 6 2 0 4 0 0 1 1 8 Hydrogen transporter;Synthase;Other hydrolaseCation transport 0 High Quality
ITIH1_HUMAN P19827 ITIH1 (IGHEP1)Inter-alpha-trypsin inhibitor heavy chain H1 OS=Homo sapiens GN=ITIH1 PE=1 SV=3101371.8 6 1 5 1 1 0 0 14 9 1 12 2 1 0 0 25 Serine protease inhibitorProteolysis 0 High Quality
CTNA1_HUMAN P35221 CTNNA1 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1100054.9 6 1 4 0 0 1 1 13 9 1 4 0 0 1 1 16 Non-motor actin binding proteinCell structure Cadherin signaling pathway->Alpha-catenin;;Alzheimer disease-presenilin pathway->alpha-catenin;;Wnt signaling pathway->alpha-Catenin;;;;High Quality
DNM1L_HUMAN O00429 DNM1L (DLP1) (DRP1)Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=281861.2 12 3 10 0 0 1 3 29 30 4 17 0 0 1 3 55 Microtubule family cytoskeletal protein;Small GTPase;Other hydrolaseEndocytosis;Transport;Cell structure0 High Quality
LACTB_HUMAN P83111 LACTB (MRPL56) (UNQ843/PRO1781)Serine beta-lactamase-like protein LACTB, mitochondrial OS=Homo sapiens GN=LACTB PE=1 SV=260676.8 4 0 1 0 0 1 1 7 6 0 1 0 0 1 2 10 Other hydrolase;Serine proteaseNon-vertebrate process 0 High Quality
DTD1_HUMAN Q8TEA8 DTD1 (C20orf88) (HARS2)D-tyrosyl-tRNA(Tyr) deacylase 1 OS=Homo sapiens GN=DTD1 PE=1 SV=223405.6 1 0 1 0 0 0 1 3 2 0 2 0 0 0 1 5 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;Matchup
PDE6D_HUMAN O43924 PDE6D (PDED) Retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase subunit delta OS=Homo sapiens GN=PDE6D PE=1 SV=117402.3 0 0 1 0 0 0 1 2 0 0 2 0 0 0 1 3 Phosphodiesterase Metabolism of cyclic nucleotides;Vision0 Matchup
ADPPT_HUMAN Q9NRN7 AASDHPPT (CGI-80) (HAH-P) (HSPC223) (x0005)L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Homo sapiens GN=AASDHPPT PE=1 SV=235759.1 3 0 0 0 0 1 0 4 4 0 0 0 0 1 0 5 Transferase Biological process unclassified0 High Quality
PREY_HUMAN Q96I23 PREY Protein preY, mitochondrial OS=Homo sapiens GN=PREY PE=1 SV=112637.2 0 0 1 0 1 0 0 2 0 0 2 0 4 0 0 6 Serine protease Proteolysis Vasopressin synthesis->Endo Peptidase;;Matchup
MYH11_HUMAN P35749 MYH11 (KIAA0866)Myosin-11 OS=Homo sapiens GN=MYH11 PE=1 SV=3 227326.6 28 17 17 0 0 5 2 69 59 17 28 0 0 5 2 111 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
CO6_HUMAN P13671 C6 Complement component C6 OS=Homo sapiens GN=C6 PE=1 SV=3104768.2 1 0 2 0 1 0 1 5 1 0 3 0 2 0 1 7 Complement componentComplement-mediated immunity0 High Quality
CN166_HUMAN Q9Y224 C14orf166 (CGI-99)UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=128051.3 0 0 2 0 0 1 0 3 0 0 5 0 0 2 0 7 Other miscellaneous function proteinMitosis 0 High Quality
RAB1A_HUMAN P62820 RAB1A (RAB1)Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=322660.4 1 0 3 1 1 0 0 6 3 0 4 2 1 0 0 10 Small GTPase General vesicle transport0 High Quality
FN3K_HUMAN Q9H479 FN3K Fructosamine-3-kinase OS=Homo sapiens GN=FN3K PE=1 SV=135154.1 9 1 3 0 0 0 1 14 13 1 5 0 0 0 1 20 Molecular function unclassifiedBiological process unclassified0 High Quality
RL7_HUMAN P18124 RPL7 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=129209.7 7 1 1 0 1 0 0 10 9 1 1 0 1 0 0 12 Ribosomal protein Protein biosynthesis;Translational regulation0 High Quality
UAP56_HUMAN Q13838 BAT1 (UAP56) Spliceosome RNA helicase BAT1 OS=Homo sapiens GN=BAT1 PE=1 SV=148974 8 1 5 0 0 1 1 16 12 1 10 0 0 1 1 25 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
SYSM_HUMAN Q9NP81 SARS2 (SARSM)Seryl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=SARS2 PE=1 SV=158265.5 7 3 3 1 1 0 0 15 11 5 3 2 2 0 0 23 Other RNA-binding protein;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
SEPT9_HUMAN Q9UHD8 SEPT9 (KIAA0991) (MSF)Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 65384.3 5 5 8 0 0 1 0 19 6 9 13 0 0 1 0 29 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
MP2K4_HUMAN P45985 MAP2K4 (JNKK1) (MKK4) (PRKMK4) (SERK1)Dual specificity mitogen-activated protein kinase kinase 4 OS=Homo sapiens GN=MAP2K4 PE=1 SV=144271 1 0 1 0 1 0 0 3 1 0 2 0 1 0 0 4 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Huntington disease->Mitogen activated protein kinase kinase 4;;FAS signaling pathway->Mitogen-activated protein kinase kinase 4;;FGF sMatchup
COTL1_HUMAN Q14019 COTL1 (CLP) Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=315927.2 3 0 0 0 1 0 0 4 5 0 0 0 2 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
BLMH_HUMAN Q13867 BLMH Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=152544.5 1 0 0 3 3 0 0 7 1 0 0 5 4 0 0 10 Cysteine protease Proteolysis 0 High Quality
LACB2_HUMAN Q53H82 LACTB2 (CGI-83)Beta-lactamase-like protein 2 OS=Homo sapiens GN=LACTB2 PE=1 SV=232788.7 4 0 2 0 0 1 1 8 6 0 2 0 0 1 1 10 Hydrolase;Defense/immunity proteinImmunity and defense 0 High Quality
PLAK_HUMAN P14923 JUP (CTNNG) (DP3)Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=3 81727.9 3 0 4 0 1 0 0 8 5 0 5 0 1 0 0 11 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;High Quality
THAP4_HUMAN Q8WY91 THAP4 (CGI-36) (PP238)THAP domain-containing protein 4 OS=Homo sapiens GN=THAP4 PE=1 SV=262871.7 1 1 3 1 0 0 0 6 1 3 14 1 0 0 0 19 Molecular function unclassifiedBiological process unclassified0 High Quality
SYNC_HUMAN O43776 NARS (ASNS) Asparaginyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=162926.2 5 0 3 0 0 0 2 10 7 0 4 0 0 0 2 13 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
CUL5_HUMAN Q93034 CUL5 (VACM1)Cullin-5 OS=Homo sapiens GN=CUL5 PE=1 SV=4 90941.2 12 1 3 0 0 1 0 17 13 1 7 0 0 1 0 22 Receptor Biological process unclassified0 High Quality
LC7L2_HUMAN Q9Y383 LUC7L2 (CGI-59) (CGI-74)Putative RNA-binding protein Luc7-like 2 OS=Homo sapiens GN=LUC7L2 PE=1 SV=246496.5 0 0 2 0 0 1 0 3 0 0 3 0 0 1 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
RS15A_HUMAN P62244 RPS15A (OK/SW-cl.82)40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=214822 1 0 1 0 0 1 1 4 2 0 1 0 0 2 2 7 Ribosomal protein Protein biosynthesis 0 Matchup
PSB4_HUMAN P28070 PSMB4 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=429187 0 0 2 1 1 0 0 4 0 0 5 5 1 0 0 11 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
SYK_HUMAN Q15046 KARS (KIAA0070)Lysyl-tRNA synthetase OS=Homo sapiens GN=KARS PE=1 SV=368032.4 10 0 4 1 2 0 0 17 15 0 4 1 3 0 0 23 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
PPM1K_HUMAN Q8N3J5 PPM1K (PP2CM)Protein phosphatase 1K, mitochondrial OS=Homo sapiens GN=PPM1K PE=1 SV=140980.3 2 1 3 0 0 0 2 8 3 1 3 0 0 0 2 9 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
4EBP2_HUMAN Q13542 EIF4EBP2 Eukaryotic translation initiation factor 4E-binding protein 2 OS=Homo sapiens GN=EIF4EBP2 PE=1 SV=112921.5 1 0 0 0 0 1 0 2 1 0 0 0 0 1 0 2 Translation factor Protein biosynthesis;Translational regulation;Cell proliferation and differentiation;Tumor suppressor0 Matchup
AL1A2_HUMAN O94788 ALDH1A2 (RALDH2)Retinal dehydrogenase 2 OS=Homo sapiens GN=ALDH1A2 PE=2 SV=356707 3 0 1 1 1 0 0 6 3 0 2 2 1 0 0 8 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
RAB5C_HUMAN P51148 RAB5C (RABL) Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=223464.7 2 0 0 0 0 0 1 3 3 0 0 0 0 0 1 4 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
ATG3_HUMAN Q9NT62 ATG3 (APG3) (APG3L)Autophagy-related protein 3 OS=Homo sapiens GN=ATG3 PE=1 SV=135846.2 3 3 1 0 0 0 1 8 3 4 1 0 0 0 1 9 Other ligase Other intracellular protein traffic0 High Quality
CATL1_HUMAN P07711 CTSL1 (CTSL) Cathepsin L1 OS=Homo sapiens GN=CTSL1 PE=1 SV=2 37546.1 0 1 2 1 2 0 0 6 0 1 3 2 3 0 0 9 Aspartic protease Proteolysis 0 High Quality
CSN2_HUMAN P61201 COPS2 (CSN2) (TRIP15)COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=151581.6 8 0 2 0 0 0 3 13 10 0 2 0 0 0 4 16 Miscellaneous functionSignal transduction;Protein targeting;Cell cycle0 High Quality
CB079_HUMAN Q6GMV3 C2orf79 Uncharacterized protein C2orf79 OS=Homo sapiens GN=C2orf79 PE=1 SV=115787.3 1 0 2 0 0 0 1 4 1 0 2 0 0 0 1 4 Molecular function unclassifiedBiological process unclassified0 High Quality
MEP50_HUMAN Q9BQA1 WDR77 (MEP50) (HKMT1069) (Nbla10071)Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=136705.2 0 0 2 1 1 0 0 4 0 0 7 1 2 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
ADDA_HUMAN P35611 ADD1 (ADDA) Alpha-adducin OS=Homo sapiens GN=ADD1 PE=1 SV=2 80937.9 6 0 2 0 0 0 1 9 6 0 2 0 0 0 1 9 Non-motor actin binding proteinProtein complex assembly;Cell structure and motility0 High Quality
EIF3H_HUMAN O15372 EIF3H (EIF3S3)Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=139912.6 1 1 1 0 0 1 0 4 1 1 5 0 0 1 0 8 Other transcription factorDevelopmental processes0 Matchup
HSBP1_HUMAN O75506 HSBP1 (HSF1BP)Heat shock factor-binding protein 1 OS=Homo sapiens GN=HSBP1 PE=1 SV=18525.7 0 0 1 0 0 1 0 2 0 0 1 0 0 1 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
IPKG_HUMAN Q9Y2B9 PKIG cAMP-dependent protein kinase inhibitor gamma OS=Homo sapiens GN=PKIG PE=1 SV=17892.3 0 0 1 1 0 0 0 2 0 0 1 2 0 0 0 3 Kinase modulator Protein modification;Signal transduction0 Matchup
UBE2H_HUMAN P62256 UBE2H Ubiquitin-conjugating enzyme E2 H OS=Homo sapiens GN=UBE2H PE=1 SV=120637.8 1 0 0 0 0 0 2 3 1 0 0 0 0 0 2 3 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;;High Quality
PLEC1_HUMAN Q15149 PLEC1 Plectin-1 OS=Homo sapiens GN=PLEC1 PE=1 SV=2 531707.9 47 31 11 1 1 0 2 93 128 52 13 1 1 0 2 197 Actin binding cytoskeletal proteinCell structure 0 High Quality
HYOU1_HUMAN Q9Y4L1 HYOU1 (ORP150)Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1111318.8 10 1 5 0 0 1 1 18 15 1 7 0 0 1 1 25 Hsp 70 family chaperoneStress response 0 High Quality
TETN_HUMAN P05452 CLEC3B (TNA) Tetranectin OS=Homo sapiens GN=CLEC3B PE=1 SV=2 22549.1 1 0 5 1 0 0 0 7 2 0 9 1 0 0 0 12 Extracellular matrix structural proteinSkeletal development 0 High Quality
BAG3_HUMAN O95817 BAG3 (BIS) BAG family molecular chaperone regulator 3 OS=Homo sapiens GN=BAG3 PE=1 SV=361575.2 4 5 2 0 0 1 1 13 5 10 4 0 0 1 1 21 Chaperone Protein folding;Inhibition of apoptosisApoptosis signaling pathway->Bcl-2 associated anthogene-1;;High Quality
RL29_HUMAN P47914 RPL29 60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=217735 1 1 1 0 0 1 1 5 2 3 1 0 0 2 1 9 Ribosomal protein Protein biosynthesis 0 Matchup
ARC1B_HUMAN O15143 ARPC1B (ARC41)Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=340931.8 5 0 1 0 0 1 0 7 6 0 1 0 0 1 0 8 Other actin family cytoskeletal proteinCell structure Huntington disease->Actin-related protein 2 and 3 complex;;Integrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
CF211_HUMAN Q9H993 C6orf211 UPF0364 protein C6orf211 OS=Homo sapiens GN=C6orf211 PE=1 SV=151156.2 4 0 1 1 1 0 0 7 4 0 1 1 2 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
NUDC_HUMAN Q9Y266 NUDC Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=138225.7 4 0 1 1 1 0 0 7 6 0 4 1 1 0 0 12 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
RG9D1_HUMAN Q7L0Y3 RG9MTD1 RNA (guanine-9-)-methyltransferase domain-containing protein 1, mitochondrial OS=Homo sapiens GN=RG9MTD1 PE=1 SV=146668.9 3 0 4 0 0 2 0 9 3 0 5 0 0 2 0 10 DNA methyltransferase;DNA methyltransferaseBiological process unclassified0 High Quality
ATPG_HUMAN P36542 ATP5C1 (ATP5C) (ATP5CL1)ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=132980 5 0 6 0 0 0 1 12 11 0 16 0 0 0 1 28 Hydrogen transporter;Synthase;Other hydrolasePurine metabolism;Cation transportATP synthesis->F1 gamma;;High Quality
PIP_HUMAN P12273 PIP (GCDFP15) (GPIP4)Prolactin-inducible protein OS=Homo sapiens GN=PIP PE=1 SV=116555.1 1 1 0 0 1 0 0 3 4 8 0 0 1 0 0 13 Molecular function unclassifiedBiological process unclassified0 Matchup
ARGI1_HUMAN P05089 ARG1 Arginase-1 OS=Homo sapiens GN=ARG1 PE=1 SV=2 34718 1 1 0 1 1 0 0 4 1 1 0 1 1 0 0 4 Other hydrolase Amino acid catabolism 0 Matchup
EMAL2_HUMAN O95834 EML2 (EMAP2) (EMAPL2)Echinoderm microtubule-associated protein-like 2 OS=Homo sapiens GN=EML2 PE=1 SV=170659.3 9 0 10 1 1 0 0 21 15 0 13 3 3 0 0 34 Molecular function unclassifiedBiological process unclassified0 High Quality
IPO5_HUMAN O00410 IPO5 (KPNB3) (RANBP5)Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 123614.2 9 0 0 2 2 0 0 13 10 0 0 2 3 0 0 15 Other transporter;Other G-protein modulatorRNA localization;Nuclear transport;Transport0 High Quality
RT27_HUMAN Q92552 MRPS27 (KIAA0264)28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=2 SV=247652.8 4 0 0 1 0 0 0 5 4 0 0 1 0 0 0 5 Ribosomal protein Protein biosynthesis 0 High Quality
NNTM_HUMAN Q13423 NNT NAD(P) transhydrogenase, mitochondrial OS=Homo sapiens GN=NNT PE=1 SV=3113881.2 10 0 10 2 1 0 0 23 21 0 16 2 1 0 0 40 Dehydrogenase Oxidative phosphorylation0 High Quality
NDUBB_HUMAN Q9NX14 NDUFB11 (UNQ111/PRO1064)NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 11, mitochondrial OS=Homo sapiens GN=NDUFB11 PE=2 SV=117299 1 0 0 0 0 0 1 2 1 0 0 0 0 0 1 2 Other oxidoreductase Biological process unclassified0 Matchup
CAZA1_HUMAN P52907 CAPZA1 F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=332905.1 2 1 0 0 0 1 1 5 2 1 0 0 0 1 1 5 Non-motor actin binding proteinCell structure 0 High Quality
EIF3J_HUMAN O75822 EIF3J (EIF3S1) (PRO0391)Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=229045.3 3 0 2 0 0 0 1 6 4 0 2 0 0 0 1 7 Translation initiation factorProtein biosynthesis 0 High Quality
UBQL1_HUMAN Q9UMX0 UBQLN1 (DA41) (PLIC1)Ubiquilin-1 OS=Homo sapiens GN=UBQLN1 PE=1 SV=2 62501.5 0 1 1 0 0 1 0 3 0 2 1 0 0 1 0 4 Other miscellaneous function proteinProteolysis 0 Matchup
MIME_HUMAN P20774 OGN (OIF) (SLRR3A)Mimecan OS=Homo sapiens GN=OGN PE=1 SV=1 33907 2 0 2 0 0 1 0 5 3 0 4 0 0 1 0 8 Receptor;Extracellular matrixCell surface receptor mediated signal transduction;Mesoderm development0 High Quality
DCPS_HUMAN Q96C86 DCPS (DCS1) (HINT5) (HSPC015)Scavenger mRNA-decapping enzyme DcpS OS=Homo sapiens GN=DCPS PE=1 SV=238591.8 1 1 2 0 0 1 1 6 1 2 3 0 0 1 1 8 Hydrolase RNA catabolism;Other metabolism0 High Quality
BCKD_HUMAN O14874 BCKDK [3-methyl-2-oxobutanoate dehydrogenase [lipoamide]] kinase, mitochondrial OS=Homo sapiens GN=BCKDK PE=1 SV=246344.4 2 0 4 0 0 1 0 7 2 0 6 0 0 1 0 9 Protein kinase Amino acid metabolism regulation;Amino acid catabolism;Protein phosphorylation;Signal transduction0 High Quality
GNAI2_HUMAN P04899 GNAI2 (GNAI2B)Guanine nucleotide-binding protein G(i), alpha-2 subunit OS=Homo sapiens GN=GNAI2 PE=1 SV=340434 0 0 4 0 0 0 1 5 0 0 4 0 0 0 1 5 Large G-protein G-protein mediated signalingOpioid proopiomelanocortin pathway->G-protein;;Dopamine receptor mediated signaling pathway->Gi alpha subunit;;5HT1 type receptor mediated signaling pathway->G-protein;;Inflammation mediated by chemokine and cytokine signaling pathway->Gi alpha subunit;;PHigh Quality
RS8_HUMAN P62241 RPS8 (OK/SW-cl.83)40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=224188.4 0 0 3 0 0 1 2 6 0 0 4 0 0 1 2 7 Ribosomal protein Protein biosynthesis 0 High Quality
COR1A_HUMAN P31146 CORO1A (CORO1)Coronin-1A OS=Homo sapiens GN=CORO1A PE=1 SV=4 51008 2 4 1 0 0 0 1 8 3 6 1 0 0 0 1 11 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
EP15R_HUMAN Q9UBC2 EPS15L1 (EPS15R)Epidermal growth factor receptor substrate 15-like 1 OS=Homo sapiens GN=EPS15L1 PE=1 SV=194240.3 2 4 2 0 1 0 0 9 4 4 2 0 2 0 0 12 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
SPRY4_HUMAN Q8WW59 SPRYD4 SPRY domain-containing protein 4 OS=Homo sapiens GN=SPRYD4 PE=2 SV=123080 1 0 3 0 0 1 0 5 1 0 5 0 0 1 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
RAB5B_HUMAN P61020 RAB5B Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=123688.9 5 0 1 0 0 0 2 8 7 0 1 0 0 0 2 10 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
PABP1_HUMAN P11940 PABPC1 (PAB1) (PABP1) (PABPC2)Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=270653.3 1 0 1 0 1 0 0 3 1 0 1 0 2 0 0 4 Other RNA-binding proteinmRNA polyadenylation;mRNA end-processing and stability0 Matchup
SNX5_HUMAN Q9Y5X3 SNX5 Sorting nexin-5 OS=Homo sapiens GN=SNX5 PE=1 SV=1 46799.8 3 1 5 0 0 1 1 11 3 1 5 0 0 1 1 11 Membrane traffic regulatory proteinIntracellular protein traffic0 High Quality
SUGT1_HUMAN Q9Y2Z0 SUGT1 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=341006.8 3 0 4 0 0 2 1 10 3 0 6 0 0 2 1 12 Molecular function unclassifiedBiological process unclassified0 High Quality
MAON_HUMAN Q16798 ME3 NADP-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME3 PE=2 SV=167038 4 0 3 0 0 1 1 9 6 0 3 0 0 1 1 11 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
ARD1A_HUMAN P41227 ARD1A (ARD1) (TE2)N-terminal acetyltransferase complex ARD1 subunit homolog A OS=Homo sapiens GN=ARD1A PE=1 SV=126441 4 0 3 0 0 0 1 8 5 0 3 0 0 0 1 9 Acetyltransferase Protein acetylation 0 High Quality
IF4E_HUMAN P06730 EIF4E (EIF4EL1) (EIF4F)Eukaryotic translation initiation factor 4E OS=Homo sapiens GN=EIF4E PE=1 SV=225079.6 0 0 2 1 0 0 0 3 0 0 2 7 0 0 0 9 Translation initiation factorProtein biosynthesisp38 MAPK pathway->eukaryotic initiation factor 4E;;High Quality
SNX1_HUMAN Q13596 SNX1 Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=3 59052.8 7 1 2 1 0 0 0 11 8 1 6 1 0 0 0 16 Membrane traffic regulatory proteinEndocytosis;Protein targeting0 High Quality
AMPM2_HUMANP50579 METAP2 (MNPEP) (P67EIF2)Methionine aminopeptidase 2 OS=Homo sapiens GN=METAP2 PE=1 SV=152874.3 2 2 5 0 0 1 0 10 2 3 6 0 0 1 0 12 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 High Quality
PLSL_HUMAN P13796 LCP1 (PLS2) Plastin-2 OS=Homo sapiens GN=LCP1 PE=1 SV=5 70274.1 6 0 3 2 1 0 0 12 6 0 4 5 1 0 0 16 Non-motor actin binding proteinCell structure 0 High Quality
CSK21_HUMAN P68400 CSNK2A1 (CK2A1)Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=145126.5 2 0 3 0 0 1 0 6 2 0 3 0 0 1 0 6 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
MP2K3_HUMAN P46734 MAP2K3 (MEK3) (MKK3) (PRKMK3)Dual specificity mitogen-activated protein kinase kinase 3 OS=Homo sapiens GN=MAP2K3 PE=1 SV=239301.3 2 0 1 0 0 0 1 4 3 0 1 0 0 0 1 5 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;EGF receptor signaling pathway->Dual specificity mitogen-activated protein kinase kinase 3 and 6;;Toll receptor signaling pathway->mitHigh Quality
SNF8_HUMAN Q96H20 SNF8 (EAP30) Vacuolar-sorting protein SNF8 OS=Homo sapiens GN=SNF8 PE=1 SV=128846.9 4 1 0 0 0 1 0 6 4 1 0 0 0 1 0 6 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Intracellular protein traffic;Protein targeting;Transport;Other metabolism0 High Quality
SPTB2_HUMAN Q01082 SPTBN1 (SPTB2)Spectrin beta chain, brain 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2274595.4 43 2 19 2 3 0 0 69 81 3 34 3 4 0 0 125 Non-motor actin binding proteinCell structure 0 High Quality
CF130_HUMAN Q9Y530 C6orf130 Uncharacterized protein C6orf130 OS=Homo sapiens GN=C6orf130 PE=1 SV=217007.2 0 0 1 1 1 0 0 3 0 0 1 2 2 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
ERF3B_HUMAN Q8IYD1 GSPT2 (ERF3B)Eukaryotic peptide chain release factor GTP-binding subunit ERF3B OS=Homo sapiens GN=GSPT2 PE=1 SV=268865.7 0 0 3 0 0 1 0 4 0 0 9 0 0 1 0 10 Translation release factorProtein biosynthesis 0 High Quality
RS24_HUMAN P62847 RPS24 40S ribosomal protein S24 OS=Homo sapiens GN=RPS24 PE=1 SV=115405.8 0 0 1 0 0 1 0 2 0 0 1 0 0 1 0 2 Ribosomal protein Protein biosynthesis 0 Matchup
EIF2A_HUMAN Q9BY44 EIF2A (CDA02) (MSTP004) (MSTP089)Eukaryotic translation initiation factor 2A OS=Homo sapiens GN=EIF2A PE=1 SV=264959.2 1 3 2 1 1 0 0 8 1 4 2 1 1 0 0 9 Nuclease;Translation initiation factorProtein biosynthesis;Other metabolism0 High Quality
RET7_HUMAN Q96R05 RBP7 Retinoid-binding protein 7 OS=Homo sapiens GN=RBP7 PE=1 SV=115518.2 0 1 1 0 0 0 1 3 0 1 1 0 0 0 2 4 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 Matchup
GBLP_HUMAN P63244 GNB2L1 (HLC7) (PIG21)Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=335058.9 7 0 5 1 0 0 0 13 10 0 6 1 0 0 0 17 Other miscellaneous function proteinSignal transduction;Protein targeting0 High Quality
BCDO2_HUMAN Q9BYV7 BCO2 (BCDO2)Beta,beta-carotene 9',10'-oxygenase OS=Homo sapiens GN=BCO2 PE=1 SV=262946.7 10 0 2 0 1 0 0 13 16 0 3 0 1 0 0 20 Molecular function unclassifiedBiological process unclassified0 High Quality
CECR5_HUMAN Q9BXW7 CECR5 Cat eye syndrome critical region protein 5 OS=Homo sapiens GN=CECR5 PE=2 SV=146303.6 6 0 6 0 0 1 0 13 8 0 7 0 0 1 0 16 Molecular function unclassifiedBiological process unclassified0 High Quality
THNS1_HUMAN Q8IYQ7 THNSL1 Threonine synthase-like 1 OS=Homo sapiens GN=THNSL1 PE=1 SV=283054 2 0 4 0 0 0 1 7 2 0 6 0 0 0 1 9 Synthase Amino acid biosynthesisThreonine biosynthesis->Threonine synthase;;Vitamin B6 metabolism->Threonine synthase;;;High Quality
DNJC8_HUMAN O75937 DNAJC8 (SPF31) (HSPC315) (HSPC331)DnaJ homolog subfamily C member 8 OS=Homo sapiens GN=DNAJC8 PE=1 SV=229824.2 2 0 2 0 1 0 0 5 5 0 2 0 2 0 0 9 Chaperone Biological process unclassified0 High Quality
ACSF3_HUMAN Q4G176 ACSF3 (PSEC0197)Acyl-CoA synthetase family member 3, mitochondrial OS=Homo sapiens GN=ACSF3 PE=2 SV=264095 4 0 4 0 1 0 0 9 6 0 9 0 3 0 0 18 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
TOM1_HUMAN O60784 TOM1 Target of Myb protein 1 OS=Homo sapiens GN=TOM1 PE=1 SV=253801.1 2 1 5 1 0 0 0 9 2 1 11 2 0 0 0 16 Other transporter Endocytosis;Other intracellular protein traffic0 High Quality
APOD_HUMAN P05090 APOD Apolipoprotein D OS=Homo sapiens GN=APOD PE=1 SV=1 21258 1 0 0 1 0 0 0 2 2 0 0 2 0 0 0 4 Other transfer/carrier proteinVitamin/cofactor transport;Transport0 Matchup
DC1L1_HUMAN Q9Y6G9 DYNC1LI1 (DNCLI1)Cytoplasmic dynein 1 light intermediate chain 1 OS=Homo sapiens GN=DYNC1LI1 PE=1 SV=356562.2 1 1 5 0 0 1 1 9 2 2 7 0 0 1 1 13 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
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RA1L3_HUMAN P0C7M2 HNRPA1L3 Putative heterogeneous nuclear ribonucleoprotein A1-like protein 3 OS=Homo sapiens GN=HNRPA1L3 PE=5 SV=138828.1 2 0 4 0 2 0 0 8 2 0 4 0 3 0 0 9 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism0 High Quality
ARFP1_HUMAN P53367 ARFIP1 Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=2 41721.5 0 0 2 0 0 0 1 3 0 0 3 0 0 0 1 4 Other G-protein modulatorCell structure;Cell motilityHuntington disease->Arfaptin-2;;High Quality
PPGB_HUMAN P10619 CTSA (PPGB) Lysosomal protective protein OS=Homo sapiens GN=CTSA PE=1 SV=254449.6 1 0 1 0 1 0 0 3 1 0 1 0 1 0 0 3 Serine protease Proteolysis;Cell surface receptor mediated signal transduction;Lysosome transport0 Matchup
COPZ1_HUMAN P61923 COPZ1 (COPZ) (CGI-120) (HSPC181)Coatomer subunit zeta-1 OS=Homo sapiens GN=COPZ1 PE=1 SV=120180.9 1 1 2 1 0 0 0 5 1 1 2 1 0 0 0 5 Vesicle coat protein General vesicle transport0 High Quality
SF01_HUMAN Q15637 SF1 (ZFM1) (ZNF162)Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=4 68312.5 0 1 1 0 0 0 1 3 0 1 1 0 0 0 1 3 Transcription cofactor;mRNA splicing factormRNA splicing 0 Matchup
CALX_HUMAN P27824 CANX Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 67552.2 3 1 2 1 1 0 0 8 3 1 2 1 1 0 0 8 Chaperone;Other select calcium binding proteinsProtein folding;Constitutive exocytosis0 High Quality
CAND1_HUMAN Q86VP6 CAND1 (KIAA0829) (TIP120) (TIP120A)Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2136363.1 1 1 6 1 0 0 0 9 3 1 8 2 0 0 0 14 Transcription factor mRNA transcription 0 High Quality
DNJA2_HUMAN O60884 DNAJA2 (CPR3) (HIRIP4)DnaJ homolog subfamily A member 2 OS=Homo sapiens GN=DNAJA2 PE=1 SV=145727.7 6 0 2 0 0 1 0 9 6 0 2 0 0 1 0 9 Other chaperones Protein folding;Stress response0 High Quality
PSD12_HUMAN O00232 PSMD12 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=352888.2 11 0 2 0 0 0 1 14 13 0 3 0 0 0 3 19 Select regulatory moleculeProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
RT25_HUMAN P82663 MRPS25 (RPMS25)28S ribosomal protein S25, mitochondrial OS=Homo sapiens GN=MRPS25 PE=2 SV=120098.6 0 0 2 0 0 0 1 3 0 0 2 0 0 0 1 3 Ribosomal protein Protein biosynthesis 0 High Quality
PSMD1_HUMAN Q99460 PSMD1 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2105821.2 7 0 4 0 0 0 1 12 15 0 12 0 0 0 1 28 Other enzyme regulatorProteolysis;Cell cycle controlUbiquitin proteasome pathway->26S proteasome;;High Quality
UBXD1_HUMAN Q9BZV1 UBXN6 UBX domain-containing protein 1 OS=Homo sapiens GN=UBXD1 PE=1 SV=149737 1 0 4 0 0 0 1 6 1 0 6 0 0 0 2 9 Other miscellaneous function proteinProteolysis 0 High Quality
IF2BL_HUMAN A6NK07 n.o Eukaryotic translation initiation factor 2 subunit 2-like protein OS=Homo sapiens PE=2 SV=138371.7 4 0 0 0 0 1 1 6 5 0 0 0 0 1 1 7 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
COSA1_HUMAN Q2UY09 COL28A1 (COL28)Collagen alpha-1(XXVIII) chain OS=Homo sapiens GN=COL28A1 PE=2 SV=2116642.4 0 0 2 0 0 0 1 3 0 0 6 0 0 0 1 7 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Collagen;;High Quality
PUR8_HUMAN P30566 ADSL (AMPS) Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=254872.5 8 1 7 0 0 0 1 17 13 1 9 0 0 0 1 24 Other lyase Purine metabolismDe novo purine biosynthesis->Adenylosuccinate lyase;;De novo purine biosynthesis->5-Phosphoribosyl-4-(N-succinocarboxamide)-5-aminoimidazole lyase;;;High Quality
NUDC3_HUMAN Q8IVD9 NUDCD3 (KIAA1068)NudC domain-containing protein 3 OS=Homo sapiens GN=NUDCD3 PE=1 SV=340803.6 1 0 2 0 0 0 1 4 1 0 3 0 0 0 1 5 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
IF6_HUMAN P56537 EIF6 (EIF3A) (ITGB4BP) (OK/SW-cl.27)Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=126580.2 1 0 1 0 1 0 0 3 1 0 1 0 2 0 0 4 Translation initiation factor;HydrolaseProtein biosynthesis 0 Matchup
PDPR_HUMAN Q8NCN5 PDPR (KIAA1990)Pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial OS=Homo sapiens GN=PDPR PE=2 SV=299348.7 13 0 2 1 1 0 0 17 25 0 3 1 1 0 0 30 Protein phosphatase Glycolysis 0 High Quality
CO7_HUMAN P10643 C7 Complement component C7 OS=Homo sapiens GN=C7 PE=1 SV=293498.6 9 0 6 1 1 0 0 17 15 0 8 1 1 0 0 25 Complement componentComplement-mediated immunity0 High Quality
STAT3_HUMAN P40763 STAT3 (APRF) Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=288051.6 10 0 3 1 0 0 0 14 16 0 7 1 0 0 0 24 Other transcription factor;Nucleic acid bindingmRNA transcription regulation;JAK-STAT cascade;Stress response;Inhibition of apoptosis;Hematopoiesis;Other oncogenesis;Cell motilityAngiogenesis->Signal Transducer and Activator of Transcription 3;;EGF receptor signaling pathway->signal transducer and activator of transcription;;PDGF signaling pathway->STAT;;Interleukin signaling pathway->Signal transducers and activators of transcripHigh Quality
ABHEB_HUMAN Q96IU4 ABHD14B (CIB)Abhydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=122328 1 0 1 1 0 0 0 3 1 0 1 1 0 0 0 3 Hydrolase Detoxification;Other metabolism0 Matchup
RAB10_HUMAN P61026 RAB10 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=122524.1 1 0 1 0 0 0 1 3 1 0 1 0 0 0 1 3 Small GTPase General vesicle transportTGF-beta signaling pathway->Ras-GTP;;TGF-beta signaling pathway->Ras-GDP;;;Matchup
K1C13_HUMAN P13646 KRT13 Keratin, type I cytoskeletal 13 OS=Homo sapiens GN=KRT13 PE=1 SV=349569.3 15 1 0 0 1 0 0 17 25 1 0 0 1 0 0 27 Intermediate filament;Structural proteinCell structure 0 High Quality
TPRGL_HUMAN Q5T0D9 TPRG1L (FAM79A) (MOVER)Tumor protein p63-regulated gene 1-like protein OS=Homo sapiens GN=TPRG1L PE=2 SV=130193.8 0 0 1 0 1 0 0 2 0 0 1 0 1 0 0 2 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Nuclear transport0 Matchup
FILA_HUMAN P20930 FLG Filaggrin OS=Homo sapiens GN=FLG PE=1 SV=3 435127.7 1 2 0 1 4 0 0 8 1 2 0 1 23 0 0 27 Other cytoskeletal proteinsProtein complex assembly;Ectoderm development;Cell structure0 High Quality
SYRC_HUMAN P54136 RARS Arginyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=275364 11 0 7 1 0 0 0 19 15 0 13 1 0 0 0 29 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
GRB2_HUMAN P62993 GRB2 (ASH) Growth factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 SV=125188.8 2 0 0 1 0 0 0 3 3 0 0 1 0 0 0 4 Other signaling molecule;Other miscellaneous function protein;Transmembrane receptor regulatory/adaptor proteinReceptor protein tyrosine kinase signaling pathway;Other immune and defenseInflammation mediated by chemokine and cytokine signaling pathway->Growth factor receptor-bound protein;;PI3 kinase pathway->Grb2;;FGF signaling pathway->Grb2;;Interleukin signaling pathway->Growth Factor Receptor Binding Protein 2;;T cell activation->GrbHigh Quality
CPNE1_HUMAN Q99829 CPNE1 (CPN1) Copine-1 OS=Homo sapiens GN=CPNE1 PE=2 SV=1 59040.6 2 1 3 1 0 0 0 7 2 1 4 2 0 0 0 9 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic0 High Quality
ETFD_HUMAN Q16134 ETFDH Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Homo sapiens GN=ETFDH PE=2 SV=168490.7 1 0 4 1 1 0 0 7 1 0 9 2 1 0 0 13 Oxidoreductase Electron transport 0 High Quality
AAK1_HUMAN Q2M2I8 AAK1 (KIAA1048)AP2-associated protein kinase 1 OS=Homo sapiens GN=AAK1 PE=1 SV=293559.6 3 2 3 0 0 1 1 10 7 5 3 0 0 1 1 17 Non-receptor serine/threonine protein kinaseProtein phosphorylation0 High Quality
AAKG1_HUMAN P54619 PRKAG1 5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens GN=PRKAG1 PE=1 SV=137561.8 5 0 1 1 0 0 0 7 6 0 5 1 0 0 0 12 Kinase modulator Fatty acid metabolism;Lipid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
ILEU_HUMAN P30740 SERPINB1 (ELANH2) (MNEI) (PI2)Leukocyte elastase inhibitor OS=Homo sapiens GN=SERPINB1 PE=1 SV=142725.8 9 1 3 0 1 0 0 14 14 1 5 0 1 0 0 21 Serine protease inhibitorProteolysis 0 High Quality
CO4A1_HUMAN P02462 COL4A1 Collagen alpha-1(IV) chain OS=Homo sapiens GN=COL4A1 PE=1 SV=3160599.5 0 0 3 3 2 0 0 8 0 0 5 3 2 0 0 10 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Collagen;;High Quality
LV102_HUMAN P01700 n.o Ig lambda chain V-I region HA OS=Homo sapiens PE=1 SV=1 11707.2 0 0 1 0 0 0 1 2 0 0 1 0 0 0 1 2 No Gene Symbol No Gene SymbolNo Gene Symbolone hit wonders
KPCD_HUMAN Q05655 PRKCD Protein kinase C delta type OS=Homo sapiens GN=PRKCD PE=1 SV=277489.4 1 0 0 0 0 0 2 3 1 0 0 0 0 0 2 3 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylation;Calcium mediated signaling;Cell proliferation and differentiationB cell activation->PKC;;Wnt signaling pathway->Protein Kinase C;;Thyrotropin-releasing hormone receptor signaling pathway->PKC;;Inflammation mediated by chemokine and cytokine signaling pathway->Protein kinase C;;T cell activation->PKC theta;;Alzheimer diHigh Quality
SPTA2_HUMAN Q13813 SPTAN1 (SPTA2)Spectrin alpha chain, brain OS=Homo sapiens GN=SPTAN1 PE=1 SV=3284524.7 40 3 20 0 0 2 1 66 78 3 25 0 0 2 1 109 Molecular function unclassifiedBiological process unclassified0 High Quality
PSMD6_HUMAN Q15008 PSMD6 (KIAA0107) (PFAAP4)26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=145515.4 7 0 0 0 0 1 0 8 9 0 0 0 0 1 0 10 Miscellaneous functionProteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
RMD1_HUMAN Q96DB5 FAM82B (CGI-90)Regulator of microtubule dynamics protein 1 OS=Homo sapiens GN=FAM82B PE=1 SV=135791.8 2 0 7 0 0 0 1 10 3 0 7 0 0 0 1 11 Molecular function unclassifiedBiological process unclassified0 High Quality
RBBP7_HUMAN Q16576 RBBP7 (RBAP46)Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=147802 1 3 0 1 0 0 0 5 2 3 0 2 0 0 0 7 Other miscellaneous function proteinChromatin packaging and remodeling0 High Quality
HNRH1_HUMAN P31943 HNRNPH1 (HNRPH) (HNRPH1)Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=449211.8 2 0 4 0 0 0 1 7 5 0 7 0 0 0 2 14 Ribosomal protein mRNA splicing 0 High Quality
H10_HUMAN P07305 H1F0 (H1FV) Histone H1.0 OS=Homo sapiens GN=H1F0 PE=1 SV=3 20846.1 0 0 1 0 0 1 1 3 0 0 1 0 0 1 2 4 Histone Chromatin packaging and remodeling0 Matchup
AP2M1_HUMAN Q96CW1 AP2M1 (CLAPM1) (KIAA0109)AP-2 complex subunit mu-1 OS=Homo sapiens GN=AP2M1 PE=1 SV=249637.7 4 0 3 0 0 1 1 9 5 0 4 0 0 1 1 11 Molecular function unclassifiedBiological process unclassified0 High Quality
PRCM_HUMAN Q96EM0 C14orf149 Probable proline racemase OS=Homo sapiens GN=C14orf149 PE=2 SV=138149.6 1 0 2 0 1 0 0 4 1 0 2 0 1 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
RT18B_HUMAN Q9Y676 MRPS18B (HSPC183) (PTD017)28S ribosomal protein S18b, mitochondrial OS=Homo sapiens GN=MRPS18B PE=1 SV=129377.4 4 0 0 0 0 0 1 5 4 0 0 0 0 0 2 6 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
CK002_HUMAN Q9UID3 FFR Uncharacterized protein C11orf2 OS=Homo sapiens GN=C11orf2 PE=2 SV=286025.5 1 0 0 0 0 1 1 3 1 0 0 0 0 1 1 3 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;Matchup
AKA12_HUMAN Q02952 AKAP12 (AKAP250)A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=3191456.7 2 1 6 0 0 0 2 11 4 2 11 0 0 0 2 19 Molecular function unclassifiedBiological process unclassified0 High Quality
5NT3_HUMAN Q9H0P0 NT5C3 (P5N1) (UMPH1) (HSPC233)Cytosolic 5'-nucleotidase 3 OS=Homo sapiens GN=NT5C3 PE=1 SV=337930.9 2 0 2 0 1 0 0 5 2 0 2 0 1 0 0 5 Esterase Biological process unclassified0 High Quality
RAC1_HUMAN P63000 RAC1 (MIG5) Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=121432.6 1 0 0 1 1 0 0 3 1 0 0 1 1 0 0 3 G-protein mediated signaling;Cell structure and motilityG-protein mediated signaling;Cell structure and motilityIntegrin signalling pathway->Rac;;Inflammation mediated by chemokine and cytokine signaling pathway->Ras related C3 botulinum substrate 1;;p38 MAPK pathway->Rac GTPase;;Huntington disease->Rac;;FGF signaling pathway->Rac;;Axon guidance mediated by Slit/Roone hit wonders
CLPP_HUMAN Q16740 CLPP Putative ATP-dependent Clp protease proteolytic subunit, mitochondrial OS=Homo sapiens GN=CLPP PE=1 SV=130162.5 3 0 1 1 0 0 0 5 3 0 1 1 0 0 0 5 Serine protease Proteolysis 0 High Quality
GMPR2_HUMAN Q9P2T1 GMPR2 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=1 37856.5 0 0 1 0 1 0 0 2 0 0 4 0 1 0 0 5 Reductase Purine metabolism 0 Matchup
DHTK1_HUMAN Q96HY7 DHTKD1 (KIAA1630)Probable 2-oxoglutarate dehydrogenase E1 component DHKTD1, mitochondrial OS=Homo sapiens GN=DHTKD1 PE=2 SV=1103026.3 5 0 5 1 0 0 0 11 7 0 7 1 0 0 0 15 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->alphaketoglutarate Dehydrogenase;;High Quality
EIF3D_HUMAN O15371 EIF3D (EIF3S7)Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=163955.8 0 0 6 0 0 0 1 7 0 0 8 0 0 0 1 9 Translation initiation factorProtein biosynthesis 0 High Quality
NUCB2_HUMAN P80303 NUCB2 (NEFA)Nucleobindin-2 OS=Homo sapiens GN=NUCB2 PE=1 SV=1 50206.3 1 1 0 0 0 1 2 5 1 1 0 0 0 2 2 6 Nucleic acid binding;Calmodulin related protein;AnnexinCalcium ion homeostasis0 High Quality
OXSR1_HUMAN O95747 OXSR1 (KIAA1101) (OSR1)Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=158005.4 6 4 3 1 0 0 0 14 11 5 3 1 0 0 0 20 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
SYVC_HUMAN P26640 VARS (G7A) (VARS2)Valyl-tRNA synthetase OS=Homo sapiens GN=VARS PE=1 SV=4140459.5 9 2 4 0 0 1 1 17 13 3 6 0 0 1 1 24 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
SYLM_HUMAN Q15031 LARS2 (KIAA0028)Probable leucyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=LARS2 PE=1 SV=2101959.4 9 0 2 0 1 0 0 12 14 0 3 0 1 0 0 18 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
TPP2_HUMAN P29144 TPP2 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4138334.9 4 0 6 0 1 0 0 11 4 0 8 0 1 0 0 13 Serine protease Proteolysis 0 High Quality
PNCB_HUMAN Q6XQN6 NAPRT1 (FHIP)Nicotinate phosphoribosyltransferase OS=Homo sapiens GN=NAPRT1 PE=1 SV=257560.5 5 1 3 0 1 0 0 10 7 1 7 0 1 0 0 16 Molecular function unclassifiedBiological process unclassified0 High Quality
PICAL_HUMAN Q13492 PICALM (CALM)Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=270738.1 2 0 1 1 1 0 0 5 2 0 1 3 7 0 0 13 Vesicle coat protein Receptor mediated endocytosis0 High Quality
IPO7_HUMAN O95373 IPO7 (RANBP7)Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 119501.5 7 3 1 0 0 1 0 12 12 3 1 0 0 1 0 17 Transporter;Small GTPaseNuclear transport 0 High Quality
IQGA1_HUMAN P46940 IQGAP1 (KIAA0051)Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1189240.6 8 0 7 0 0 1 1 17 12 0 10 0 0 2 1 25 Other G-protein modulatorIntracellular signaling cascade;Cell cycle control0 High Quality
FBLN3_HUMAN Q12805 EFEMP1 (FBLN3) (FBNL)EGF-containing fibulin-like extracellular matrix protein 1 OS=Homo sapiens GN=EFEMP1 PE=1 SV=254621.1 1 0 2 0 1 0 0 4 1 0 6 0 1 0 0 8 Signaling molecule;Cell adhesion molecule;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
SEPT8_HUMAN Q92599 SEPT8 (KIAA0202)Septin-8 OS=Homo sapiens GN=SEPT8 PE=1 SV=4 55738.4 0 1 4 0 1 0 0 6 0 1 5 0 2 0 0 8 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
LRC40_HUMAN Q9H9A6 LRRC40 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=168236.3 4 0 1 0 0 1 0 6 6 0 1 0 0 1 0 8 Other miscellaneous function proteinOther immune and defense;Miscellaneous0 High Quality
LETM1_HUMAN O95202 LETM1 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=183337.9 1 1 0 0 0 1 1 4 2 1 0 0 0 1 1 5 Calmodulin related protein;AnnexinBiological process unclassified0 Matchup
EIF3A_HUMAN Q14152 EIF3A (EIF3S10) (KIAA0139)Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1166556.9 5 5 3 0 0 0 2 15 5 6 5 0 0 0 2 18 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
MYH10_HUMAN P35580 MYH10 Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=2 228927.2 13 2 8 0 0 0 1 24 21 2 11 0 0 0 1 35 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
PRS10_HUMAN P62333 PSMC6 (SUG2)26S protease regulatory subunit S10B OS=Homo sapiens GN=PSMC6 PE=1 SV=144156.9 3 0 5 0 1 0 0 9 3 0 11 0 1 0 0 15 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
TITIN_HUMAN Q8WZ42 TTN Titin OS=Homo sapiens GN=TTN PE=1 SV=2 3815832.2 53 3 50 1 1 1 4 113 69 5 75 1 1 1 4 156 Actin binding cytoskeletal proteinMuscle contraction 0 High Quality
TCAL3_HUMAN Q969E4 TCEAL3 (MSTP072)Transcription elongation factor A protein-like 3 OS=Homo sapiens GN=TCEAL3 PE=1 SV=122484 1 0 0 0 0 0 1 2 1 0 0 0 0 0 2 3 Transcription factor mRNA transcription elongation0 Matchup
ACSA_HUMAN Q9NR19 ACSS2 (ACAS2)Acetyl-coenzyme A synthetase, cytoplasmic OS=Homo sapiens GN=ACSS2 PE=1 SV=178561.8 2 0 0 0 1 0 0 3 4 0 0 0 1 0 0 5 Synthetase;Other ligaseFatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
ANM1_HUMAN Q99873 PRMT1 (HMT2) (HRMT1L2) (IR1B4)Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=241498.1 1 0 0 0 0 1 1 3 1 0 0 0 0 1 1 3 Methyltransferase Protein methylation 0 Matchup
SWP70_HUMAN Q9UH65 SWAP70 (KIAA0640) (HSPC321)Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=168981.3 0 2 2 0 0 0 2 6 0 2 2 0 0 0 2 6 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
NUCB1_HUMAN Q02818 NUCB1 (NUC) Nucleobindin-1 OS=Homo sapiens GN=NUCB1 PE=1 SV=4 53861.6 0 1 0 0 1 0 0 2 0 3 0 0 3 0 0 6 Nucleic acid binding;Calmodulin related protein;AnnexinCalcium ion homeostasis0 Matchup
RS13_HUMAN P62277 RPS13 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=217205.3 0 0 1 0 0 1 1 3 0 0 1 0 0 1 1 3 Ribosomal protein Protein metabolism and modification0 Matchup
DNJC7_HUMAN Q99615 DNAJC7 (TPR2) (TTC2)DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=256424.9 1 0 2 0 0 1 0 4 1 0 3 0 0 1 0 5 Other chaperones Protein folding 0 High Quality
ACSS3_HUMAN Q9H6R3 ACSS3 Acyl-CoA synthetase short-chain family member 3, mitochondrial OS=Homo sapiens GN=ACSS3 PE=2 SV=174760.7 5 0 3 0 0 0 1 9 5 0 4 0 0 0 1 10 Synthetase;Other ligaseFatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
COPG_HUMAN Q9Y678 COPG (COPG1)Coatomer subunit gamma OS=Homo sapiens GN=COPG PE=1 SV=197701.4 8 0 3 0 0 1 0 12 11 0 5 0 0 1 0 17 Vesicle coat protein General vesicle transport;Transport0 High Quality
FILA2_HUMAN Q5D862 FLG2 (IFPS) Filaggrin-2 OS=Homo sapiens GN=FLG2 PE=1 SV=1 248034.3 4 3 0 0 1 0 0 8 13 3 0 0 2 0 0 18 Other cytoskeletal proteinsProtein complex assembly;Ectoderm development;Cell structure0 High Quality
THOP1_HUMAN P52888 THOP1 Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=278822.6 2 0 4 0 1 0 0 7 2 0 6 0 1 0 0 9 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
MPPB_HUMAN O75439 PMPCB (MPPB)Mitochondrial-processing peptidase subunit beta OS=Homo sapiens GN=PMPCB PE=2 SV=254349.1 4 0 5 0 0 0 1 10 6 0 12 0 0 0 1 19 Reductase;MetalloproteaseProteolysis;Electron transport0 High Quality
TPM3L_HUMAN A6NL28 n.o Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=226252 1 0 0 0 0 0 1 2 1 0 0 0 0 0 1 2 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
AKAP2_HUMAN Q9Y2D5 AKAP2 (KIAA0920) (PRKA2)A-kinase anchor protein 2 OS=Homo sapiens GN=AKAP2 PE=1 SV=296083.6 4 2 5 0 1 0 0 12 9 2 10 0 2 0 0 23 Other miscellaneous function proteinSignal transduction 0 High Quality
AP2B1_HUMAN P63010 AP2B1 (ADTB2) (CLAPB1)AP-2 complex subunit beta-1 OS=Homo sapiens GN=AP2B1 PE=1 SV=1104537.2 5 0 5 0 0 1 0 11 9 0 10 0 0 1 0 20 Membrane traffic proteinGeneral vesicle transport0 High Quality
KCC2B_HUMAN Q13554 CAMK2B (CAM2) (CAMKB)Calcium/calmodulin-dependent protein kinase type II beta chain OS=Homo sapiens GN=CAMK2B PE=1 SV=272709.8 4 2 6 0 0 1 0 13 7 6 7 0 0 1 0 21 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
VTA1_HUMAN Q9NP79 VTA1 (C6orf55) (HSPC228) (My012)Vacuolar protein sorting-associated protein VTA1 homolog OS=Homo sapiens GN=VTA1 PE=2 SV=133861.9 2 0 1 1 0 0 0 4 2 0 1 1 0 0 0 4 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
NUPL_HUMAN P52594 AGFG1 Nucleoporin-like protein RIP OS=Homo sapiens GN=HRB PE=1 SV=258241.5 0 0 1 0 0 1 1 3 0 0 1 0 0 1 1 3 Synthetase;Other ligaseNucleoside, nucleotide and nucleic acid metabolismWnt signaling pathway->NFAT Target Genes;;De novo purine biosynthesis->Adenylosuccinate synthase;;;Matchup
DPP9_HUMAN Q86TI2 DPP9 (DPRP2) Dipeptidyl peptidase 9 OS=Homo sapiens GN=DPP9 PE=1 SV=398246.2 5 0 0 0 0 0 1 6 10 0 0 0 0 0 1 11 Serine protease Proteolysis 0 High Quality
COPB2_HUMAN P35606 COPB2 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2102471.1 10 0 0 0 0 0 1 11 15 0 0 0 0 0 3 18 Vesicle coat protein Exocytosis;Endocytosis;Transport0 High Quality
KV309_HUMAN P04433 n.o Ig kappa chain V-III region VG (Fragment) OS=Homo sapiens PE=4 SV=112557.7 1 1 1 0 0 0 0 3 2 1 1 0 0 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
PTN11_HUMAN Q06124 PTPN11 (PTP2C) (SHPTP2)Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=268418.2 3 1 5 0 0 0 1 10 3 1 10 0 0 0 1 15 Protein phosphatase Protein phosphorylation;Cytokine and chemokine mediated signaling pathway;Receptor protein tyrosine kinase signaling pathway;JAK-STAT cascade;Cell adhesion-mediated signaling;Protein targeting;Developmental processes;Cell proliferation and differentiationAngiogenesis->Tyrosine Phosphatase Shp2;;FGF signaling pathway->Src homology 2 domain-containing tyrosine phosphatase 2;;Interferon-gamma signaling pathway->protein tyrosine phosphatase;;;;High Quality
ATX10_HUMAN Q9UBB4 ATXN10 (SCA10)Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1 53472.7 3 0 0 0 1 0 0 4 4 0 0 0 3 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
CUL2_HUMAN Q13617 CUL2 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2 86967.4 1 0 2 0 0 1 1 5 2 0 2 0 0 1 1 6 Molecular function unclassifiedProteolysis;Cell cycle 0 High Quality
AT1B1_HUMAN P05026 ATP1B1 (ATP1B)Sodium/potassium-transporting ATPase subunit beta-1 OS=Homo sapiens GN=ATP1B1 PE=1 SV=135044.8 1 0 0 0 0 0 1 2 2 0 0 0 0 0 1 3 Cation transporter Cation transport 0 Matchup
H90B4_HUMAN Q58FF6 HSP90AB4P Putative heat shock protein HSP 90-beta 4 OS=Homo sapiens GN=HSP90AB4P PE=5 SV=158247.5 1 0 0 0 0 1 0 2 1 0 0 0 0 1 0 2 Hsp 90 family chaperoneProtein folding;Stress response0 Matchup
EI2BD_HUMAN Q9UI10 EIF2B4 (EIF2BD)Translation initiation factor eIF-2B subunit delta OS=Homo sapiens GN=EIF2B4 PE=1 SV=257538.9 1 0 2 0 0 1 0 4 1 0 2 0 0 1 0 4 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
TYB4_HUMAN P62328 TMSB4X (TB4X) (THYB4) (TMSB4)Thymosin beta-4 OS=Homo sapiens GN=TMSB4X PE=1 SV=2 5034.9 0 0 2 0 0 0 0 2 0 0 7 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
EIF3E_HUMAN P60228 EIF3E (EIF3S6) (INT6)Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=152204.6 4 0 1 0 0 1 0 6 4 0 2 0 0 1 0 7 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
SNTA1_HUMAN Q13424 SNTA1 (SNT1) Alpha-1-syntrophin OS=Homo sapiens GN=SNTA1 PE=1 SV=153878.4 0 1 0 2 1 0 0 4 0 2 0 2 2 0 0 6 Other cytoskeletal proteins;Non-motor actin binding proteinOther receptor mediated signaling pathway;Other intracellular signaling cascade;Neuromuscular synaptic transmission0 High Quality
CLIP1_HUMAN P30622 CLIP1 (CYLN1) (RSN)CAP-Gly domain-containing linker protein 1 OS=Homo sapiens GN=CLIP1 PE=1 SV=1160975.4 12 1 5 0 0 0 1 19 13 2 7 0 0 0 1 23 Non-motor microtubule binding proteinGeneral vesicle transport;Protein targeting and localization;Mitosis;Cell structure0 High Quality
MLTK_HUMAN Q9NYL2 MLTK (ZAK) (HCCS4)Mitogen-activated protein kinase kinase kinase MLT OS=Homo sapiens GN=MLTK PE=1 SV=291165.1 3 0 0 0 0 1 0 4 3 0 0 0 0 1 0 4 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
LGMN_HUMAN Q99538 LGMN (PRSC1)Legumain OS=Homo sapiens GN=LGMN PE=1 SV=1 49393 0 0 1 1 1 0 0 3 0 0 2 1 1 0 0 4 Cysteine protease Proteolysis 0 Matchup
MAP1S_HUMAN Q66K74 MAP1S (BPY2IP1) (C19orf5) (MAP8) (VCY2IP1)Microtubule-associated protein 1S OS=Homo sapiens GN=MAP1S PE=1 SV=2112194.8 0 0 1 0 0 0 1 2 0 0 1 0 0 0 1 2 Non-motor microtubule binding proteinCell structure and motility0 Matchup
TSN_HUMAN Q15631 TSN Translin OS=Homo sapiens GN=TSN PE=1 SV=1 26165.4 0 0 1 0 0 0 1 2 0 0 1 0 0 0 1 2 Single-stranded DNA-binding proteinDNA recombination;Immunity and defense0 Matchup
K1C17_HUMAN Q04695 KRT17 Keratin, type I cytoskeletal 17 OS=Homo sapiens GN=KRT17 PE=1 SV=248088.7 8 3 0 0 1 0 0 12 18 4 0 0 1 0 0 23 Intermediate filament;Structural proteinCell structure 0 High Quality
RL31_HUMAN P62899 RPL31 60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=114445.2 1 0 0 0 0 1 2 4 2 0 0 0 0 1 2 5 Ribosomal protein Protein biosynthesis 0 High Quality
PALD_HUMAN Q9ULE6 PALD (KIAA1274)Paladin OS=Homo sapiens GN=PALD PE=2 SV=3 96736.8 0 0 1 0 0 1 0 2 0 0 1 0 0 1 0 2 Protein phosphatase Protein phosphorylation0 Matchup
MAP1B_HUMAN P46821 MAP1B Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=1270602.2 11 2 3 0 0 1 0 17 20 3 4 0 0 1 0 28 Non-motor microtubule binding proteinCell structure and motility0 High Quality
DNJB4_HUMAN Q9UDY4 DNAJB4 (DNAJW) (HLJ1)DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=137791 3 1 0 0 0 1 1 6 3 1 0 0 0 1 1 6 Other chaperones Protein folding 0 High Quality
DYN2_HUMAN P50570 DNM2 (DYN2) Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=2 98049.9 15 0 4 0 0 1 1 21 27 0 5 0 0 1 1 34 Microtubule family cytoskeletal protein;Small GTPase;Other hydrolaseEndocytosis;Transport;Cell structure0 High Quality
HORN_HUMAN Q86YZ3 HRNR (S100A18)Hornerin OS=Homo sapiens GN=HRNR PE=1 SV=2 282354.7 12 9 1 1 0 0 0 23 125 43 1 3 0 0 0 172 Other miscellaneous function proteinBlood clotting 0 High Quality
TRFL_HUMAN P02788 LTF (LF) Lactotransferrin OS=Homo sapiens GN=LTF PE=1 SV=6 78164.3 0 0 3 1 2 0 0 6 0 0 4 1 5 0 0 10 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous0 High Quality
TSP4_HUMAN P35443 THBS4 (TSP4) Thrombospondin-4 OS=Homo sapiens GN=THBS4 PE=1 SV=2105851.2 2 0 1 0 0 1 0 4 4 0 1 0 0 1 0 6 Other signaling molecule;Other enzyme regulator;Other extracellular matrixBlood clotting;Other developmental process0 High Quality
PPID_HUMAN Q08752 PPID (CYP40) (CYPD)40 kDa peptidyl-prolyl cis-trans isomerase OS=Homo sapiens GN=PPID PE=1 SV=340746.9 1 0 0 0 0 0 1 2 1 0 0 0 0 0 1 2 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 Matchup
SNX2_HUMAN O60749 SNX2 (TRG9) Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=2 58454.2 3 0 3 0 0 0 1 7 4 0 8 0 0 0 1 13 Membrane traffic regulatory proteinEndocytosis;Protein targeting0 High Quality
XPO2_HUMAN P55060 CSE1L (CAS) (XPO2)Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 110403.9 8 0 1 0 0 0 2 11 13 0 1 0 0 0 2 16 Transporter;Small GTPaseNuclear transport 0 High Quality
ITA7_HUMAN Q13683 ITGA7 (UNQ406/PRO768)Integrin alpha-7 OS=Homo sapiens GN=ITGA7 PE=1 SV=2 128912 0 0 5 1 0 0 0 6 0 0 10 1 0 0 0 11 Other cell adhesion moleculeCell adhesion Integrin signalling pathway->Integrin  alpha;;High Quality
PDE1C_HUMAN Q14123 PDE1C Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1C OS=Homo sapiens GN=PDE1C PE=2 SV=180744.6 7 0 3 0 0 0 1 11 16 0 3 0 0 0 1 20 Phosphodiesterase Metabolism of cyclic nucleotides;Signal transduction0 High Quality
IFIT3_HUMAN O14879 IFIT3 (IFI60) (IFIT4)Interferon-induced protein with tetratricopeptide repeats 3 OS=Homo sapiens GN=IFIT3 PE=1 SV=155968 0 1 1 0 1 0 0 3 0 1 1 0 3 0 0 5 Miscellaneous functionInterferon-mediated immunity0 Matchup
METH_HUMAN Q99707 MTR Methionine synthase OS=Homo sapiens GN=MTR PE=1 SV=2140514.4 3 0 2 0 0 1 1 7 3 0 2 0 0 1 1 7 Methyltransferase Amino acid metabolismFormyltetrahydroformate biosynthesis->Cobalamin dependent homocysteine transmethylase;;S adenosyl methionine biosynthesis->Cobalamin-dependent homocysteine transmethylase;;Methionine biosynthesis->Homocysteine transmethylase;;;;High Quality
GIMA4_HUMAN Q9NUV9 GIMAP4 (IAN1) (IMAP4) (MSTP062)GTPase IMAP family member 4 OS=Homo sapiens GN=GIMAP4 PE=1 SV=137516.8 1 0 0 1 0 0 0 2 1 0 0 1 0 0 0 2 Other miscellaneous function proteinImmunity and defense 0 Matchup
CQ10B_HUMAN Q9H8M1 COQ10B Protein COQ10 B, mitochondrial OS=Homo sapiens GN=COQ10B PE=2 SV=127053 1 0 0 0 0 0 1 2 1 0 0 0 0 0 1 2 Other synthase/synthetaseOther immune and defense0 Matchup
NMNA3_HUMANQ96T66 NMNAT3 (FKSG76)Nicotinamide mononucleotide adenylyltransferase 3 OS=Homo sapiens GN=NMNAT3 PE=1 SV=228303.7 0 0 1 1 1 0 0 3 0 0 1 1 1 0 0 3 NucleotidyltransferasePurine metabolism 0 Matchup
PSMD5_HUMAN Q16401 PSMD5 (KIAA0072)26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=356179 5 0 0 0 0 1 0 6 5 0 0 0 0 1 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
ABLM1_HUMAN O14639 ABLIM1 (ABLIM) (KIAA0059) (LIMAB1)Actin-binding LIM protein 1 OS=Homo sapiens GN=ABLIM1 PE=1 SV=387671 0 0 3 1 1 0 0 5 0 0 4 2 1 0 0 7 Actin binding cytoskeletal protein;Structural proteinNeurogenesis;Cell structure;Cell motilityAxon guidance mediated by netrin->Actin binding LIM protein 1;;High Quality
IGBP1_HUMAN P78318 IGBP1 (IBP1) Immunoglobulin-binding protein 1 OS=Homo sapiens GN=IGBP1 PE=1 SV=139204.5 0 1 0 0 0 0 1 2 0 1 0 0 0 0 1 2 Other defense and immunity protein;Other miscellaneous function proteinSignal transduction;Immunity and defensep53 pathway by glucose deprivation->alpha4;;Matchup
CCD22_HUMAN O60826 CCDC22 (CXorf37) (JM1)Coiled-coil domain-containing protein 22 OS=Homo sapiens GN=CCDC22 PE=1 SV=170738.6 0 1 4 0 0 0 1 6 0 1 4 0 0 0 1 6 Molecular function unclassifiedBiological process unclassified0 High Quality
TMSL3_HUMAN A8MW06 TMSL3 Thymosin beta-4-like protein 3 OS=Homo sapiens GN=TMSL3 PE=2 SV=15034.9 0 0 0 0 0 2 0 2 0 0 0 0 0 3 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CELF2_HUMAN O95319 CUGBP2 (BRUNOL3) (CELF2) (ETR3) (NAPOR)CUG-BP- and ETR-3-like factor 2 OS=Homo sapiens GN=CUGBP2 PE=1 SV=154267.9 0 0 1 0 1 0 0 2 0 0 1 0 1 0 0 2 Other RNA-binding proteinmRNA splicing 0 Matchup
AMPM1_HUMANP53582 METAP1 (KIAA0094)Methionine aminopeptidase 1 OS=Homo sapiens GN=METAP1 PE=1 SV=243196.8 0 0 3 0 0 1 0 4 0 0 4 0 0 2 0 6 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 High Quality
CUL4A_HUMAN Q13619 CUL4A Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 87665.7 6 0 2 0 0 1 1 10 12 0 2 0 0 1 1 16 Molecular function unclassifiedProteolysis;Cell cycle 0 High Quality
KPBB_HUMAN Q93100 PHKB Phosphorylase b kinase regulatory subunit beta OS=Homo sapiens GN=PHKB PE=1 SV=3124871 4 0 2 0 0 0 1 7 4 0 2 0 0 0 1 7 Kinase activator Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;High Quality
RS9_HUMAN P46781 RPS9 40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=322574.5 0 0 1 0 0 0 2 3 0 0 1 0 0 0 2 3 Ribosomal protein Protein biosynthesis 0 High Quality
CO8A_HUMAN P07357 C8A Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=265145.8 0 0 3 1 1 0 0 5 0 0 3 1 1 0 0 5 Complement componentComplement-mediated immunity0 High Quality
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OXR1_HUMAN Q8N573 OXR1 (Nbla00307)Oxidation resistance protein 1 OS=Homo sapiens GN=OXR1 PE=1 SV=184934.4 0 0 1 0 0 0 1 2 0 0 1 0 0 0 1 2 Molecular function unclassifiedBiological process unclassified0 Matchup
NRP1_HUMAN O14786 NRP1 (NRP) (VEGF165R)Neuropilin-1 OS=Homo sapiens GN=NRP1 PE=1 SV=3 103118.6 0 0 1 1 0 0 0 2 0 0 2 1 0 0 0 3 Other receptor;Other signaling moleculeOther receptor mediated signaling pathway;Neurogenesis;Angiogenesis;Heart developmentAxon guidance mediated by semaphorins->Neuropilin 1;;Matchup
IPO9_HUMAN Q96P70 IPO9 (IMP9) (KIAA1192) (RANBP9) (HSPC273)Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 115946 1 0 0 0 0 0 1 2 1 0 0 0 0 0 1 2 Transporter;Small GTPaseNuclear transport 0 Matchup
METLA_HUMAN Q5JPI9 METTL10 Methyltransferase-like protein 10 OS=Homo sapiens GN=METTL10 PE=2 SV=231812.9 1 0 0 0 0 1 1 3 1 0 0 0 0 1 1 3 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 Matchup
RNZ2_HUMAN Q9BQ52 ELAC2 (HPC2) Zinc phosphodiesterase ELAC protein 2 OS=Homo sapiens GN=ELAC2 PE=1 SV=292201.5 0 0 1 0 1 0 0 2 0 0 1 0 23 0 0 24 Hydrolase Nucleoside, nucleotide and nucleic acid metabolism;Oncogenesis;Non-vertebrate process0 Matchup
IF4G1_HUMAN Q04637 EIF4G1 (EIF4F) (EIF4G) (EIF4GI)Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=3175520.1 6 0 2 0 0 1 1 10 12 0 2 0 0 1 1 16 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
COQ7_HUMAN Q99807 COQ7 Ubiquinone biosynthesis protein COQ7 homolog OS=Homo sapiens GN=COQ7 PE=2 SV=224289.7 5 4 7 0 0 0 0 16 16 11 17 0 0 0 0 44 Oxygenase Coenzyme metabolism 0 High Quality
K2C6B_HUMAN P04259 KRT6B Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6A PE=1 SV=360008.7 0 0 7 0 2 0 0 9 0 0 9 0 2 0 0 11 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PARP1_HUMAN P09874 PARP1 (ADPRT) (PPOL)Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4113069.8 5 2 4 0 0 0 1 12 10 3 5 0 0 0 1 19 Glycosyltransferase DNA repair;Protein ADP-ribosylation;Stress responseFAS signaling pathway->Poly(ADP-ribose) polymerase;;High Quality
PYR5_HUMAN P11172 UMPS (OK/SW-cl.21)Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=152204.5 0 0 1 0 0 1 0 2 0 0 1 0 0 1 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
MSI2H_HUMAN Q96DH6 MSI2 RNA-binding protein Musashi homolog 2 OS=Homo sapiens GN=MSI2 PE=2 SV=135178.8 1 0 0 0 0 1 0 2 3 0 0 0 0 1 0 4 Ribonucleoprotein;Other nucleic acid bindingNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Other neuronal activity;Neurogenesis0 Matchup
SYLC_HUMAN Q9P2J5 LARS (KIAA1352)Leucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2134452.8 1 1 1 0 0 0 1 4 1 1 1 0 0 0 1 4 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 Matchup
NRDC_HUMAN O43847 NRD1 Nardilysin OS=Homo sapiens GN=NRD1 PE=2 SV=2 131557.7 2 0 1 0 0 0 1 4 2 0 1 0 0 0 1 4 Other hydrolase;MetalloproteaseProteolysis 0 High Quality
PHS_HUMAN P61457 PCBD1 (DCOH) (PCBD)Pterin-4-alpha-carbinolamine dehydratase OS=Homo sapiens GN=PCBD1 PE=1 SV=211981.7 3 3 0 0 0 0 0 6 11 9 0 0 0 0 0 20 Dehydratase mRNA transcription;Pterin metabolism0 High Quality
SF3B1_HUMAN O75533 SF3B1 (SAP155)Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=2145802.3 0 1 1 0 0 1 0 3 0 1 1 0 0 1 0 3 mRNA splicing factor mRNA splicing 0 Matchup
TAOK2_HUMAN Q9UL54 TAOK2 (KIAA0881) (MAP3K17) (PSK) (PSK1) (UNQ2971/PRO7431)Serine/threonine-protein kinase TAO2 OS=Homo sapiens GN=TAOK2 PE=1 SV=2138236.7 0 0 0 1 0 1 0 2 0 0 0 1 0 1 0 2 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Matchup
DESP_HUMAN P15924 DSP Desmoplakin OS=Homo sapiens GN=DSP PE=1 SV=3 331763.4 6 0 3 0 3 0 0 12 7 0 7 0 9 0 0 23 Molecular function unclassifiedBiological process unclassified0 High Quality
OTU7B_HUMAN Q6GQQ9 OTUD7B (ZA20D1)OTU domain-containing protein 7B OS=Homo sapiens GN=OTUD7B PE=1 SV=192509.1 0 0 1 0 0 0 1 2 0 0 1 0 0 0 1 2 Double-stranded DNA binding protein;HydrolaseProteolysis;Other protein metabolism0 Matchup
ERH_HUMAN P84090 ERH Enhancer of rudimentary homolog OS=Homo sapiens GN=ERH PE=1 SV=112241.3 1 1 1 0 0 0 0 3 2 2 1 0 0 0 0 5 Other transcription factormRNA transcription regulation0 Matchup
PPIE_HUMAN Q9UNP9 PPIE (CYP33) Peptidyl-prolyl cis-trans isomerase E OS=Homo sapiens GN=PPIE PE=1 SV=133413.6 1 0 0 0 1 0 0 2 1 0 0 0 1 0 0 2 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 Matchup
IF4G2_HUMAN P78344 EIF4G2 (DAP5) (OK/SW-cl.75)Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1102348.8 3 0 1 2 1 0 0 7 3 0 1 2 1 0 0 7 Translation initiation factorProtein biosynthesis;Translational regulation;Apoptosis;Cell cycle control0 High Quality
ATE1_HUMAN O95260 ATE1 Arginyl-tRNA--protein transferase 1 OS=Homo sapiens GN=ATE1 PE=1 SV=259073.2 1 0 2 0 1 0 0 4 1 0 2 0 2 0 0 5 Acetyltransferase Amino acid catabolism 0 High Quality
LIPB1_HUMAN Q86W92 PPFIBP1 (KIAA1230)Liprin-beta-1 OS=Homo sapiens GN=PPFIBP1 PE=1 SV=2 114010.3 0 1 0 0 0 0 1 2 0 1 0 0 0 0 1 2 Molecular function unclassifiedProtein targeting 0 Matchup
CUL1_HUMAN Q13616 CUL1 Cullin-1 OS=Homo sapiens GN=CUL1 PE=1 SV=2 89663.4 1 0 2 0 0 0 1 4 1 0 2 0 0 0 1 4 Molecular function unclassifiedProteolysis;Induction of apoptosis;Cell cycle control;OncogenesisParkinson disease->F-box and WD-40 domain protein 7;;High Quality
HOOK3_HUMAN Q86VS8 HOOK3 Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=283110 0 2 1 0 0 0 2 5 0 3 1 0 0 0 2 6 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
NEST_HUMAN P48681 NES (Nbla00170)Nestin OS=Homo sapiens GN=NES PE=1 SV=2 177419.1 2 1 0 0 0 1 0 4 3 1 0 0 0 1 0 5 Intermediate filament;Structural proteinCell structure 0 High Quality
ZFY21_HUMAN Q9BQ24 ZFYVE21 Zinc finger FYVE domain-containing protein 21 OS=Homo sapiens GN=ZFYVE21 PE=2 SV=126487.2 0 0 1 0 0 0 1 2 0 0 1 0 0 0 1 2 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
PDCD6_HUMAN O75340 PDCD6 (ALG2) Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=121851.1 1 0 0 0 1 0 0 2 1 0 0 0 1 0 0 2 Calmodulin related proteinIntracellular signaling cascade;Induction of apoptosis0 Matchup
UBP2L_HUMAN Q14157 UBAP2L (KIAA0144) (NICE4)Ubiquitin-associated protein 2-like OS=Homo sapiens GN=UBAP2L PE=1 SV=2114516.1 1 0 3 1 1 0 0 6 1 0 3 1 1 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
TRDN_HUMAN Q13061 TRDN Triadin OS=Homo sapiens GN=TRDN PE=1 SV=3 81538.6 0 0 2 1 0 0 0 3 0 0 2 2 0 0 0 4 Miscellaneous functionMuscle contraction 0 High Quality
WNK1_HUMAN Q9H4A3 WNK1 (KDP) (KIAA0344) (PRKWNK1)Serine/threonine-protein kinase WNK1 OS=Homo sapiens GN=WNK1 PE=1 SV=1250732.3 4 1 0 0 0 1 1 7 8 1 0 0 0 1 1 11 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other blood circulation and gas exchange activityT cell activation->MEKK;;High Quality
PDCD4_HUMAN Q53EL6 PDCD4 (H731) Programmed cell death protein 4 OS=Homo sapiens GN=PDCD4 PE=1 SV=151704.3 0 0 1 1 0 0 0 2 0 0 2 1 0 0 0 3 Translation elongation factor;Other miscellaneous function proteinProtein biosynthesis;Induction of apoptosis0 Matchup
TPISL_HUMAN Q7Z6K2 n.o Putative triosephosphate isomerase-like protein LOC286016 OS=Homo sapiens PE=2 SV=224728.6 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 2 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
FYCO1_HUMAN Q9BQS8 FYCO1 (ZFYVE7)FYVE and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=FYCO1 PE=1 SV=2166937 4 0 5 0 1 0 0 10 6 0 7 0 1 0 0 14 Molecular function unclassifiedBiological process unclassified0 High Quality
MYP2_HUMAN P02689 PMP2 Myelin P2 protein OS=Homo sapiens GN=PMP2 PE=1 SV=3 14891.9 0 0 0 0 0 0 2 2 0 0 0 0 0 0 3 3 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
MYLK_HUMAN Q15746 MYLK (MLCK) Myosin light chain kinase, smooth muscle OS=Homo sapiens GN=MYLK PE=1 SV=3210753.9 3 2 2 0 1 0 0 8 5 2 2 0 2 0 0 11 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;High Quality
EMAL5_HUMAN Q05BV3 EML5 Echinoderm microtubule-associated protein-like 5 OS=Homo sapiens GN=EML5 PE=2 SV=2219350.2 1 0 0 0 0 0 1 2 1 0 0 0 0 0 1 2 Molecular function unclassifiedBiological process unclassified0 Matchup
LBXCO_HUMAN P84550 LBXCOR1 (CORL1) (FUSSEL15)Ladybird homeobox corepressor 1 OS=Homo sapiens GN=LBXCOR1 PE=1 SV=199814.1 0 0 1 0 1 0 0 2 0 0 2 0 2 0 0 4 Transcription cofactor mRNA transcription regulation;Neurogenesis0 Matchup
AMD_HUMAN P19021 PAM Peptidyl-glycine alpha-amidating monooxygenase OS=Homo sapiens GN=PAM PE=1 SV=2108314.5 0 0 1 1 1 0 0 3 0 0 1 2 2 0 0 5 Oxygenase Protein modificationVasopressin synthesis->Amidating Enzyme;;Matchup
K2C3_HUMAN P12035 KRT3 Keratin, type II cytoskeletal 3 OS=Homo sapiens GN=KRT3 PE=1 SV=264488 0 2 0 1 0 0 0 3 0 2 0 1 0 0 0 3 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
STK33_HUMAN Q9BYT3 STK33 Serine/threonine-protein kinase 33 OS=Homo sapiens GN=STK33 PE=2 SV=157814.1 0 0 1 0 0 1 0 2 0 0 1 0 0 1 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation0 Matchup
CHIN_HUMAN P15882 CHN1 (ARHGAP2) (CHN)N-chimaerin OS=Homo sapiens GN=CHN1 PE=1 SV=3 53155.9 1 0 0 0 0 1 0 2 1 0 0 0 0 2 0 3 Other G-protein modulatorOther intracellular signaling cascade0 Matchup
RRAS_HUMAN P10301 RRAS Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=123462.5 0 0 1 0 1 0 0 2 0 0 2 0 1 0 0 3 Small GTPase MAPKKK cascade;Cell proliferation and differentiation;OncogenePI3 kinase pathway->Ras-GDP;;Inflammation mediated by chemokine and cytokine signaling pathway->Rat Sarcoma GTP-binding protein;;Angiogenesis->Ras;;Integrin signalling pathway->Ras;;VEGF signaling pathway->Ras;;Ras Pathway->Ras;;FGF signaling pathway->RasMatchup
GNAS2_HUMAN P63092 GNAS (GNAS1) (GSP)Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=145647.4 1 0 0 0 0 0 1 2 1 0 0 0 0 1 0 2 G-protein mediated signalingG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Beta3 adrenergic receptor signaling pathway->G-Protein;;Endothelin signaling pathway->stimulatory G protein;;Histamine H2 receptor mediated signaling pathway->G-Protein;;Enkephalin release->G-Proteone hit wonders
PTBP1_HUMAN P26599 PTBP1 (PTB) Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=157204.5 2 0 0 0 1 0 0 3 4 0 0 0 2 0 0 6 mRNA splicing factor;RibonucleoproteinmRNA splicing 0 High Quality
MAP1A_HUMAN P78559 MAP1A (MAP1L)Microtubule-associated protein 1A OS=Homo sapiens GN=MAP1A PE=1 SV=5305610.5 1 1 3 0 0 0 1 6 7 3 4 0 0 0 1 15 Non-motor microtubule binding proteinCell structure 0 High Quality
RN181_HUMAN Q9P0P0 RNF181 (HSPC238)RING finger protein 181 OS=Homo sapiens GN=RNF181 PE=1 SV=117891.1 3 1 1 0 0 0 0 5 5 2 1 0 0 0 0 8 Ubiquitin-protein ligaseProteolysis;Other protein metabolism0 High Quality
MT1G_HUMAN P13640 MT1G (MT1K) (MT1M)Metallothionein-1G OS=Homo sapiens GN=MT1G PE=1 SV=2 6023.6 0 0 0 0 0 2 0 2 0 0 0 0 0 3 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CO8B_HUMAN P07358 C8B Complement component C8 beta chain OS=Homo sapiens GN=C8B PE=1 SV=367028.9 1 0 0 0 0 0 1 2 1 0 0 0 0 0 2 3 Complement componentComplement-mediated immunity0 Matchup
KAP3_HUMAN P31323 PRKAR2B cAMP-dependent protein kinase type II-beta regulatory subunit OS=Homo sapiens GN=PRKAR2B PE=1 SV=346284.7 1 0 1 0 1 0 0 3 2 0 5 0 2 0 0 9 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatMatchup
RT36_HUMAN P82909 MRPS36 (DC47)28S ribosomal protein S36, mitochondrial OS=Homo sapiens GN=MRPS36 PE=1 SV=211448.4 9 6 4 0 0 0 0 19 31 18 9 0 0 0 0 58 Molecular function unclassifiedBiological process unclassified0 High Quality
IF5A1_HUMAN P63241 EIF5A Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=216814.7 5 3 7 0 0 0 0 15 8 3 20 0 0 0 0 31 Translation initiation factorProtein biosynthesis 0 High Quality
PFD1_HUMAN O60925 PFDN1 (PFD1) Prefoldin subunit 1 OS=Homo sapiens GN=PFDN1 PE=1 SV=214192.9 5 10 2 0 0 0 0 17 8 14 5 0 0 0 0 27 Other transcription factorProtein folding;Cell cycle0 High Quality
NTF2_HUMAN P61970 NUTF2 (NTF2) Nuclear transport factor 2 OS=Homo sapiens GN=NUTF2 PE=1 SV=114460.9 1 1 3 0 0 0 0 5 2 1 4 0 0 0 0 7 Other miscellaneous function proteinNuclear transport 0 High Quality
ATP5E_HUMAN P56381 ATP5E ATP synthase subunit epsilon, mitochondrial OS=Homo sapiens GN=ATP5E PE=2 SV=25761.8 0 2 3 0 0 0 0 5 0 5 4 0 0 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
COX6C_HUMAN P09669 COX6C Cytochrome c oxidase polypeptide VIc OS=Homo sapiens GN=COX6C PE=1 SV=28763.8 3 2 2 0 0 0 0 7 10 3 9 0 0 0 0 22 Molecular function unclassifiedBiological process unclassified0 High Quality
SETD7_HUMAN Q8WTS6 SETD7 (KIAA1717) (KMT7) (SET7) (SET9)Histone-lysine N-methyltransferase SETD7 OS=Homo sapiens GN=SETD7 PE=1 SV=140702.7 0 0 1 1 0 0 0 2 0 0 1 1 0 0 0 2 Transferase Biological process unclassified0 Matchup
HSPB2_HUMAN Q16082 HSPB2 Heat shock protein beta-2 OS=Homo sapiens GN=HSPB2 PE=1 SV=220214.4 4 6 8 0 0 0 0 18 15 30 15 0 0 0 0 60 Other chaperones Protein folding;Stress responseVEGF signaling pathway->Heat-Shock Protein 27;;Angiogenesis->Heat-Shock Protein 27;;;High Quality
PFD6_HUMAN O15212 PFDN6 (HKE2) (PFD6)Prefoldin subunit 6 OS=Homo sapiens GN=PFDN6 PE=1 SV=114564.9 4 9 3 0 0 0 0 16 7 14 6 0 0 0 0 27 Molecular function unclassifiedProtein folding 0 High Quality
CHCH8_HUMAN Q9NYJ1 CHCHD8 (E2IG2)Coiled-coil-helix-coiled-coil-helix domain-containing protein 8 OS=Homo sapiens GN=CHCHD8 PE=2 SV=210115.3 1 3 1 0 0 0 0 5 1 3 3 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
CO6A3_HUMAN P12111 COL6A3 Collagen alpha-3(VI) chain OS=Homo sapiens GN=COL6A3 PE=1 SV=3343532.2 3 0 9 1 1 0 0 14 3 0 12 1 1 0 0 17 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
MYH2_HUMAN Q9UKX2 MYH2 (MYHSA2)Myosin-2 OS=Homo sapiens GN=MYH2 PE=1 SV=1 223032.3 0 1 0 0 0 1 0 2 0 1 0 0 0 4 0 5 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;Matchup
C1S_HUMAN P09871 C1S Complement C1s subcomponent OS=Homo sapiens GN=C1S PE=1 SV=176666.2 1 0 0 1 1 0 0 3 1 0 0 1 1 0 0 3 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 Matchup
TPR_HUMAN P12270 TPR Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=2 265580.1 0 0 2 0 0 1 0 3 0 0 2 0 0 1 0 3 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Nuclear transport0 High Quality
VATG1_HUMAN O75348 ATP6V1G1 (ATP6G) (ATP6G1) (ATP6J)Vacuolar proton pump subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=313739.7 5 4 0 0 0 0 0 9 7 5 0 0 0 0 0 12 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
SUMO2_HUMAN P61956 SUMO2 (SMT3B) (SMT3H2)Small ubiquitin-related modifier 2 OS=Homo sapiens GN=SUMO2 PE=1 SV=110853.2 2 2 0 0 0 0 0 4 4 4 0 0 0 0 0 8 Other miscellaneous function proteinProtein modification;Inhibition of apoptosis;Chromosome segregation;Miscellaneousp53 pathway->Small ubiquitin-like modifier 1;;High Quality
NENF_HUMAN Q9UMX5 NENF (CIR2) (SPUF)Neudesin OS=Homo sapiens GN=NENF PE=2 SV=1 18839.1 2 5 4 0 0 0 0 11 3 6 5 0 0 0 0 14 Signaling molecule Biological process unclassified0 High Quality
TTHY_HUMAN P02766 TTR (PALB) Transthyretin OS=Homo sapiens GN=TTR PE=1 SV=1 15868.9 2 2 3 0 0 0 0 7 2 4 4 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
WEE1_HUMAN P30291 WEE1 Wee1-like protein kinase OS=Homo sapiens GN=WEE1 PE=1 SV=271581.1 0 0 1 0 0 1 0 2 0 0 1 0 0 1 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell cycle control;Mitosis0 Matchup
HS12A_HUMAN O43301 HSPA12A (KIAA0417)Heat shock 70 kDa protein 12A OS=Homo sapiens GN=HSPA12A PE=2 SV=274962.3 2 2 0 0 0 0 0 4 2 3 0 0 0 0 0 5 Hsp 70 family chaperoneBiological process unclassified0 High Quality
ERO1A_HUMAN Q96HE7 ERO1L (UNQ434/PRO865)ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=254376.7 3 0 1 0 0 0 0 4 5 0 1 0 0 0 0 6 Other oxidoreductase Protein folding;Electron transport;General vesicle transport;Other transport;Miscellaneous0 High Quality
SRP54_HUMAN P61011 SRP54 Signal recognition particle 54 kDa protein OS=Homo sapiens GN=SRP54 PE=1 SV=155688.3 1 1 1 0 0 0 0 3 2 1 2 0 0 0 0 5 Other RNA-binding protein;G-proteinProtein biosynthesis;Protein targeting0 Matchup
BOLA2_HUMAN Q9H3K6 BOLA2 (BOLA2A) (My016); BOLA2BBolA-like protein 2 OS=Homo sapiens GN=BOLA2 PE=1 SV=110098.4 2 3 1 0 0 0 0 6 3 3 4 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
FNTB_HUMAN P49356 FNTB Protein farnesyltransferase subunit beta OS=Homo sapiens GN=FNTB PE=1 SV=148756 1 0 2 0 0 0 0 3 1 0 3 0 0 0 0 4 Acyltransferase Protein-lipid modification0 High Quality
HDDC2_HUMAN Q7Z4H3 HDDC2 (C6orf74) (NS5ATP2) (CGI-130)HD domain-containing protein 2 OS=Homo sapiens GN=HDDC2 PE=2 SV=123372.5 4 2 5 0 0 0 0 11 5 2 8 0 0 0 0 15 Molecular function unclassifiedBiological process unclassified0 High Quality
LRBA_HUMAN P50851 LRBA (BGL) (CDC4L) (LBA)Lipopolysaccharide-responsive and beige-like anchor protein OS=Homo sapiens GN=LRBA PE=1 SV=3319144.5 2 1 0 1 1 0 0 5 2 1 0 1 1 0 0 5 Select regulatory moleculeSignal transduction;Protein targeting0 High Quality
G45IP_HUMAN Q8TAE8 GADD45GIP1 (PLINP1) (PRG6)Growth arrest and DNA-damage-inducible proteins-interacting protein 1 OS=Homo sapiens GN=GADD45GIP1 PE=1 SV=125366.1 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
LSM8_HUMAN O95777 LSM8 U6 snRNA-associated Sm-like protein LSm8 OS=Homo sapiens GN=LSM8 PE=1 SV=310384.6 1 2 2 0 0 0 0 5 1 2 4 0 0 0 0 7 Nuclease;mRNA splicing factormRNA splicing;Other metabolism0 High Quality
KPB1_HUMAN P46020 PHKA1 (PHKA) Phosphorylase b kinase regulatory subunit alpha, skeletal muscle isoform OS=Homo sapiens GN=PHKA1 PE=1 SV=2137297.6 0 0 1 0 1 0 0 2 0 0 1 0 1 0 0 2 Kinase activator Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;Matchup
RM12_HUMAN P52815 MRPL12 (RPML12)39S ribosomal protein L12, mitochondrial OS=Homo sapiens GN=MRPL12 PE=1 SV=221330.4 3 4 3 0 0 0 0 10 6 5 12 0 0 0 0 23 Ribosomal protein Protein biosynthesis 0 High Quality
SCLY_HUMAN Q96I15 SCLY (SCL) Selenocysteine lyase OS=Homo sapiens GN=SCLY PE=1 SV=2 48130.1 1 0 3 0 0 0 0 4 1 0 5 0 0 0 0 6 Other lyase Amino acid biosynthesis;Other coenzyme and prosthetic group metabolism;Other sulfur metabolism0 High Quality
CA123_HUMAN Q9NWV4 C1orf123 UPF0587 protein C1orf123 OS=Homo sapiens GN=C1orf123 PE=1 SV=118030.7 1 1 2 0 0 0 0 4 1 2 4 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
PPR3A_HUMAN Q16821 PPP1R3A (PP1G)Protein phosphatase 1 regulatory subunit 3A OS=Homo sapiens GN=PPP1R3A PE=1 SV=2125820.2 0 0 1 1 1 0 0 3 0 0 1 1 1 0 0 3 Phosphatase modulatorGlycogen metabolism 0 Matchup
SODE_HUMAN P08294 SOD3 Extracellular superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD3 PE=1 SV=225832.3 4 2 7 0 0 0 0 13 11 4 11 0 0 0 0 26 Other oxidoreductase Immunity and defense 0 High Quality
NDUA2_HUMAN O43678 NDUFA2 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2 OS=Homo sapiens GN=NDUFA2 PE=1 SV=310903.8 5 5 0 0 0 0 0 10 10 11 0 0 0 0 0 21 Oxidoreductase Oxidative phosphorylation0 High Quality
RETN_HUMAN Q9HD89 RETN (FIZZ3) (HXCP1) (RSTN) (UNQ407/PRO1199)Resistin OS=Homo sapiens GN=RETN PE=2 SV=1 11401 1 1 2 0 0 0 0 4 2 2 2 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
A2GL_HUMAN P02750 LRG1 (LRG) Leucine-rich alpha-2-glycoprotein OS=Homo sapiens GN=LRG1 PE=1 SV=238161.7 8 3 5 0 0 0 0 16 21 6 10 0 0 0 0 37 Receptor;Extracellular matrixOther receptor mediated signaling pathway;Developmental processes0 High Quality
CBR3_HUMAN O75828 CBR3 Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=330832.3 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Dehydrogenase;ReductaseOther metabolism 0 High Quality
VPS28_HUMAN Q9UK41 VPS28 Vacuolar protein sorting-associated protein 28 homolog OS=Homo sapiens GN=VPS28 PE=2 SV=125408 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedIntracellular protein traffic;Transport0 High Quality
KV114_HUMAN P01606 n.o Ig kappa chain V-I region OU OS=Homo sapiens PE=1 SV=1 11751.3 1 0 2 0 0 0 0 3 2 0 18 0 0 0 0 20 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
UCHL3_HUMAN P15374 UCHL3 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=126164.8 4 2 3 0 0 0 0 9 6 2 11 0 0 0 0 19 Cysteine protease Proteolysis 0 High Quality
MCTS1_HUMAN Q9ULC4 MCTS1 (MCT1)Malignant T cell amplified sequence 1 OS=Homo sapiens GN=MCTS1 PE=1 SV=120537.9 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Other receptor Cell cycle 0 High Quality
AIP_HUMAN O00170 AIP (XAP2) AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=137646.6 2 0 2 0 0 0 0 4 3 0 2 0 0 0 0 5 Chaperone Vision 0 High Quality
F136A_HUMAN Q96C01 FAM136A Protein FAM136A OS=Homo sapiens GN=FAM136A PE=1 SV=115622.9 1 4 1 0 0 0 0 6 4 6 2 0 0 0 0 12 Molecular function unclassifiedOncogenesis 0 High Quality
AOFB_HUMAN P27338 MAOB Amine oxidase [flavin-containing] B OS=Homo sapiens GN=MAOB PE=1 SV=358745.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Oxidase Other carbon metabolismDopamine receptor mediated signaling pathway->Monoamine Oxidase;;Adrenaline and noradrenaline biosynthesis->Monoamine Oxidase;;5-Hydroxytryptamine degredation->Monoamine Oxidase;;;;High Quality
FA12_HUMAN P00748 F12 Coagulation factor XII OS=Homo sapiens GN=F12 PE=1 SV=2 67798.7 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Serine protease;Calmodulin related protein;AnnexinProteolysis;Blood clotting;Cell motilityBlood coagulation->Factor XII;;Blood coagulation->Factor XIIa;;;High Quality
PP14C_HUMAN Q8TAE6 PPP1R14C (KEPI)Protein phosphatase 1 regulatory subunit 14C OS=Homo sapiens GN=PPP1R14C PE=1 SV=317824.7 3 2 4 0 0 0 0 9 4 3 7 0 0 0 0 14 Phosphatase inhibitor Protein phosphorylation;Protein targeting0 High Quality
HINT3_HUMAN Q9NQE9 HINT3 Histidine triad nucleotide-binding protein 3 OS=Homo sapiens GN=HINT3 PE=1 SV=120343 2 1 3 0 0 0 0 6 2 1 5 0 0 0 0 8 Damaged DNA-binding proteinDNA repair 0 High Quality
ARBK1_HUMAN P25098 ADRBK1 (BARK) (BARK1) (GRK2)Beta-adrenergic receptor kinase 1 OS=Homo sapiens GN=ADRBK1 PE=1 SV=279558.3 0 0 1 0 1 0 0 2 0 0 1 0 1 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;G-protein mediated signalingHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Rhodopsin kinase;;Parkinson disease->G-protein related kinase;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->G protein receptor kinase;;AnMatchup
ABHDB_HUMAN Q8NFV4 ABHD11 (WBSCR21) (PP1226)Abhydrolase domain-containing protein 11 OS=Homo sapiens GN=ABHD11 PE=2 SV=134672.2 6 3 1 0 0 0 0 10 10 3 1 0 0 0 0 14 Hydrolase Detoxification;Other metabolism0 High Quality
ADFP_HUMAN Q99541 ADFP Adipophilin OS=Homo sapiens GN=ADFP PE=1 SV=2 48057 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Molecular function unclassifiedRegulation of lipid, fatty acid and steroid metabolism0 High Quality
AP2A2_HUMAN O94973 AP2A2 (ADTAB) (CLAPA2) (HYPJ) (KIAA0899)AP-2 complex subunit alpha-2 OS=Homo sapiens GN=AP2A2 PE=1 SV=2103944.8 7 0 2 0 0 0 0 9 11 0 2 0 0 0 0 13 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosisHuntington disease->alpha-Adaptin;;High Quality
ADXL_HUMAN Q6P4F2 FDX1L Adrenodoxin-like protein, mitochondrial OS=Homo sapiens GN=FDX1L PE=2 SV=119502.3 0 2 1 0 0 0 0 3 0 3 2 0 0 0 0 5 Reductase;Oxidase Steroid metabolism;Protein complex assembly;Ferredoxin metabolism;Vitamin metabolismVitamin D metabolism and pathway->Ferredoxin;;High Quality
RS10_HUMAN P46783 RPS10 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=118880.3 2 2 2 0 0 0 0 6 8 4 3 0 0 0 0 15 Ribosomal protein Protein biosynthesis 0 High Quality
FRIL_HUMAN P02792 FTL Ferritin light chain OS=Homo sapiens GN=FTL PE=1 SV=2 20002.6 6 3 2 0 0 0 0 11 13 7 2 0 0 0 0 22 Storage protein Cation transport;Other homeostasis activities0 High Quality
SLIRP_HUMAN Q9GZT3 SLIRP (C14orf156) (DC23) (DC50) (PD04872)SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=112331 4 3 1 0 0 0 0 8 9 6 2 0 0 0 0 17 Other RNA-binding proteinBiological process unclassified0 High Quality
SPON1_HUMAN Q9HCB6 SPON1 (KIAA0762) (VSGP)Spondin-1 OS=Homo sapiens GN=SPON1 PE=1 SV=2 90955.6 4 0 2 0 0 0 0 6 4 0 4 0 0 0 0 8 Extracellular matrix glycoproteinEctoderm development;Cell structure0 High Quality
DERM_HUMAN Q07507 DPT Dermatopontin OS=Homo sapiens GN=DPT PE=2 SV=2 23986.7 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Extracellular matrix Extracellular matrix protein-mediated signaling0 High Quality
ARP5L_HUMAN Q9BPX5 ARPC5L Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=116923.3 2 2 3 0 0 0 0 7 3 4 6 0 0 0 0 13 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
TIM8B_HUMAN Q9Y5J9 TIMM8B (DDP2) (DDPL) (TIM8B)Mitochondrial import inner membrane translocase subunit Tim8 B OS=Homo sapiens GN=TIMM8B PE=1 SV=19325.3 2 3 1 0 0 0 0 6 2 3 1 0 0 0 0 6 Other transporter Protein targeting;Other transport;Hearing;Neurogenesis0 High Quality
CX7A1_HUMAN P24310 COX7A1 (COX7AH)Cytochrome c oxidase polypeptide 7A1, mitochondrial OS=Homo sapiens GN=COX7A1 PE=1 SV=29099.9 3 1 2 0 0 0 0 6 3 1 2 0 0 0 0 6 Oxidase Oxidative phosphorylation0 High Quality
NDUS6_HUMAN O75380 NDUFS6 NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial OS=Homo sapiens GN=NDUFS6 PE=1 SV=113693.3 1 1 2 0 0 0 0 4 1 1 4 0 0 0 0 6 Oxidoreductase Oxidative phosphorylation0 High Quality
FAH2A_HUMAN Q96GK7 FAHD2A (CGI-105)Fumarylacetoacetate hydrolase domain-containing protein 2A OS=Homo sapiens GN=FAHD2A PE=1 SV=134577.2 4 1 3 0 0 0 0 8 8 1 7 0 0 0 0 16 Other hydrolase Amino acid catabolism 0 High Quality
STMN1_HUMAN P16949 STMN1 (LAP18) (OP18)Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=3 17285 4 5 2 0 0 0 0 11 5 6 2 0 0 0 0 13 Other miscellaneous function proteinCell communicationCytoskeletal regulation by Rho GTPase->Stathmin;;High Quality
LYRM4_HUMAN Q9HD34 LYRM4 (C6orf149) (CGI-203)LYR motif-containing protein 4 OS=Homo sapiens GN=LYRM4 PE=2 SV=110740.9 2 3 2 0 0 0 0 7 3 4 5 0 0 0 0 12 Molecular function unclassifiedBiological process unclassified0 High Quality
FBN1_HUMAN P35555 FBN1 (FBN) Fibrillin-1 OS=Homo sapiens GN=FBN1 PE=1 SV=1 312283 0 0 2 0 0 1 1 4 0 0 3 0 0 1 1 5 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
TPD54_HUMAN O43399 TPD52L2 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=222219.9 5 3 6 0 0 0 0 14 12 7 15 0 0 0 0 34 Molecular function unclassifiedBiological process unclassified0 High Quality
VPS25_HUMAN Q9BRG1 VPS25 (DERP9) (EAP20)Vacuolar protein-sorting-associated protein 25 OS=Homo sapiens GN=VPS25 PE=1 SV=120730 3 1 3 0 0 0 0 7 7 1 4 0 0 0 0 12 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Intracellular protein traffic;Protein targeting;Transport;Other metabolism0 High Quality
THTPA_HUMAN Q9BU02 THTPA Thiamine-triphosphatase OS=Homo sapiens GN=THTPA PE=1 SV=325547.9 4 2 1 0 0 0 0 7 4 2 1 0 0 0 0 7 Molecular function unclassifiedBiological process unclassifiedThiamine metabolism->Thiamine triphosphatase;;High Quality
ACYP1_HUMAN P07311 ACYP1 (ACYPE)Acylphosphatase-1 OS=Homo sapiens GN=ACYP1 PE=1 SV=211242.8 2 4 0 0 0 0 0 6 2 4 0 0 0 0 0 6 Other phosphatase Miscellaneous 0 High Quality
APOC1_HUMAN P02654 APOC1 Apolipoprotein C-I OS=Homo sapiens GN=APOC1 PE=1 SV=1 9314.3 0 0 0 0 0 0 2 2 0 0 0 0 0 0 3 3 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
UCRIL_HUMAN P0C7P4 UQCRFSL1 Cytochrome b-c1 complex subunit Rieske-like protein 1 OS=Homo sapiens GN=UQCRFSL1 PE=2 SV=129649.8 4 4 0 0 0 0 0 8 15 7 0 0 0 0 0 22 Reductase Oxidative phosphorylation0 High Quality
TTL12_HUMAN Q14166 TTLL12 (KIAA0153)Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens GN=TTLL12 PE=1 SV=274385.7 3 0 1 0 0 0 0 4 5 0 2 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
NUDC2_HUMAN Q8WVJ2 NUDCD2 NudC domain-containing protein 2 OS=Homo sapiens GN=NUDCD2 PE=1 SV=117657.9 3 2 4 0 0 0 0 9 4 2 4 0 0 0 0 10 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
CK073_HUMAN Q53FT3 C11orf73 (HSPC138) (HSPC179) (HSPC248)Uncharacterized protein C11orf73 OS=Homo sapiens GN=C11orf73 PE=2 SV=221609.5 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
DDAH2_HUMAN O95865 DDAH2 (DDAH) (G6A) (NG30)N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=129626.3 8 1 3 0 0 0 0 12 9 1 8 0 0 0 0 18 Other hydrolase Cell proliferation and differentiation0 High Quality
CFAI_HUMAN P05156 CFI (IF) Complement factor I OS=Homo sapiens GN=CFI PE=1 SV=1 65701.8 4 0 0 0 0 0 0 4 5 0 0 0 0 0 0 5 Hydrolase;Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
DRG2_HUMAN P55039 DRG2 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=2 SV=140729.8 2 0 1 0 0 0 0 3 2 0 2 0 0 0 0 4 Small GTPase Cytokinesis 0 High Quality
BRK1_HUMAN Q8WUW1 C3orf10 (HSPC300) (MDS027)Probable protein BRICK1 OS=Homo sapiens GN=C3orf10 PE=1 SV=18727.3 1 2 0 0 0 0 0 3 1 2 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
HV305_HUMAN P01766 n.o Ig heavy chain V-III region BRO OS=Homo sapiens PE=1 SV=113208.7 2 0 1 0 0 0 0 3 6 0 2 0 0 0 0 8 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
LSM6_HUMAN P62312 LSM6 U6 snRNA-associated Sm-like protein LSm6 OS=Homo sapiens GN=LSM6 PE=1 SV=19109.8 2 2 0 0 0 0 0 4 2 2 0 0 0 0 0 4 mRNA splicing factor mRNA splicing 0 High Quality
RSSA_HUMAN P08865 RPSA (LAMBR) (LAMR1)40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=432836.1 6 2 5 0 0 0 0 13 9 2 10 0 0 0 0 21 Molecular function unclassifiedBiological process unclassified0 High Quality
KV402_HUMAN P01625 n.o Ig kappa chain V-IV region Len OS=Homo sapiens PE=1 SV=2 12622.4 2 0 2 0 0 0 0 4 4 0 7 0 0 0 0 11 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
GFPT1_HUMAN Q06210 GFPT1 (GFAT) (GFPT)Glucosamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=378789.7 1 0 0 1 1 0 0 3 1 0 0 6 5 0 0 12 Transaminase Other carbohydrate metabolismO-antigen biosynthesis->Fructose-6-phosphate aminotransferase;;N-acetylglucosamine metabolism->Fructose-6-phosphate aminotransferase;;;Matchup
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EIF3B_HUMAN P55884 EIF3B (EIF3S9) Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=292474.8 3 1 1 0 0 0 0 5 5 2 1 0 0 0 0 8 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
VATE1_HUMAN P36543 ATP6V1E1 (ATP6E) (ATP6E2)Vacuolar proton pump subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=126128.2 7 5 2 0 0 0 0 14 9 5 3 0 0 0 0 17 Hydrogen transporter;ATP synthase;HydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
KV302_HUMAN P01620 n.o Ig kappa chain V-III region SIE OS=Homo sapiens PE=1 SV=1 11728.5 2 2 0 0 0 0 0 4 4 2 0 0 0 0 0 6 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
ACOT2_HUMAN P49753 ACOT2 (PTE2) (PTE2A)Acyl-coenzyme A thioesterase 2, mitochondrial OS=Homo sapiens GN=ACOT2 PE=1 SV=553220.5 16 0 14 0 0 0 0 30 70 0 51 0 0 0 0 121 Molecular function unclassifiedBiological process unclassified0 High Quality
MYO1H_HUMAN Q8N1T3 MYO1H Myosin-Ih OS=Homo sapiens GN=MYO1H PE=2 SV=2 119024 1 0 0 0 0 0 1 2 1 0 0 0 0 0 1 2 Actin binding motor proteinGeneral vesicle transportNicotinic acetylcholine receptor signaling pathway->Myosin;;Matchup
RHOA_HUMAN P61586 RHOA (ARH12) (ARHA) (RHO12)Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=121750.4 3 2 3 0 0 0 0 8 4 2 5 0 0 0 0 11 Small GTPase G-protein mediated signaling;Cell structure and motilityAngiogenesis->Rho guanosine triphosphatase;;Axon guidance mediated by Slit/Robo->Ras homologue gene family, member A;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->RhoA GTPase;;Heterotrimeric G-protein signaling pathway-Gq alphHigh Quality
CHM4A_HUMAN Q9BY43 CHMP4A (C14orf123) (SHAX2) (CDA04) (HSPC134)Charged multivesicular body protein 4a OS=Homo sapiens GN=CHMP4A PE=1 SV=325080.9 0 5 1 0 0 0 0 6 0 5 1 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
TBCB_HUMAN Q99426 TBCB (CG22) (CKAP1)Tubulin folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=227307.5 2 3 1 0 0 0 0 6 3 3 2 0 0 0 0 8 Other chaperones;Non-motor microtubule binding proteinProtein folding;Cell structure0 High Quality
HBG2_HUMAN P69892 HBG2 (Hemoglobin subunit gamma-2) Hemoglobin subunit gamma-1 OS=Homo sapiens GN=HBG1 PE=1 SV=216108.5 0 0 0 0 0 2 2 4 0 0 0 0 0 2 6 8 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
CSPG2_HUMAN P13611 VCAN (CSPG2)Versican core protein OS=Homo sapiens GN=VCAN PE=1 SV=3372794.6 2 1 4 0 0 0 1 8 2 1 6 0 0 0 1 10 Chaperone Protein folding;Protein complex assembly0 High Quality
MOS2S_HUMAN O96033 MOCS2 (MOCO1)Molybdenum cofactor synthesis protein 2 small subunit OS=Homo sapiens GN=MOCS2 PE=2 SV=19737.2 1 2 1 0 0 0 0 4 1 2 1 0 0 0 0 4 Synthase Pterin metabolism;Sulfur metabolism0 High Quality
SAE1_HUMAN Q9UBE0 SAE1 (AOS1) (SUA1) (UBLE1A)SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=138432.1 2 1 1 0 0 0 0 4 2 1 1 0 0 0 0 4 Other ligase Protein modification;Nuclear transportUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
ECHD3_HUMAN Q96DC8 ECHDC3 (PP1494) (PP8332)Enoyl-CoA hydratase domain-containing protein 3, mitochondrial OS=Homo sapiens GN=ECHDC3 PE=2 SV=132676 5 2 0 0 0 0 0 7 9 2 0 0 0 0 0 11 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
HYEP_HUMAN P07099 EPHX1 (EPHX) (EPOX)Epoxide hydrolase 1 OS=Homo sapiens GN=EPHX1 PE=1 SV=152933.1 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Other hydrolase Lipid metabolism;Detoxification0 High Quality
FPPS_HUMAN P14324 FDPS (FPS) (KIAA1293)Farnesyl pyrophosphate synthetase OS=Homo sapiens GN=FDPS PE=1 SV=340515.6 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Synthetase;AcyltransferaseCholesterol metabolism;Other metabolismCholesterol biosynthesis->Geranyl trans-transferase;;High Quality
ISCA2_HUMAN Q86U28 ISCA2 (HBLD1)Iron-sulfur cluster assembly 2 homolog, mitochondrial OS=Homo sapiens GN=ISCA2 PE=2 SV=216458.3 2 3 4 0 0 0 0 9 4 3 15 0 0 0 0 22 Molecular function unclassifiedBiological process unclassified0 High Quality
TSR2_HUMAN Q969E8 TSR2 Pre-rRNA-processing protein TSR2 homolog OS=Homo sapiens GN=TSR2 PE=2 SV=120875.6 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
BOLA3_HUMAN Q53S33 BOLA3 BolA-like protein 3 OS=Homo sapiens GN=BOLA3 PE=2 SV=112096.4 1 2 0 0 0 0 0 3 1 3 0 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
PHS2_HUMAN Q9H0N5 PCBD2 (DCOH2) (DCOHM)Pterin-4-alpha-carbinolamine dehydratase 2 OS=Homo sapiens GN=PCBD2 PE=1 SV=311743.5 2 3 2 0 0 0 0 7 6 4 2 0 0 0 0 12 Dehydratase mRNA transcription;Pterin metabolism0 High Quality
LV302_HUMAN P80748 n.o Ig lambda chain V-III region LOI OS=Homo sapiens PE=1 SV=111916.9 0 1 1 0 0 0 0 2 0 1 2 0 0 0 0 3 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
CANB1_HUMAN P63098 PPP3R1 (CNA2) (CNB)Calcineurin subunit B type 1 OS=Homo sapiens GN=PPP3R1 PE=1 SV=219282.4 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Protein phosphatase;Calmodulin related proteinProtein modification;Calcium mediated signaling;Other homeostasis activitiesWnt signaling pathway->Calcineurin;;High Quality
PTMS_HUMAN P20962 PTMS Parathymosin OS=Homo sapiens GN=PTMS PE=2 SV=2 11511.6 1 2 2 0 0 0 0 5 2 3 8 0 0 0 0 13 Miscellaneous functionNucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
TYPH_HUMAN P19971 TYMP (ECGF1)Thymidine phosphorylase OS=Homo sapiens GN=TYMP PE=1 SV=249937.8 8 3 4 0 0 0 0 15 10 3 4 0 0 0 0 17 Reductase Electron transport;Other metabolism0 High Quality
PSA4_HUMAN P25789 PSMA4 (PSC9) Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=129466.8 8 0 8 0 0 0 0 16 17 0 14 0 0 0 0 31 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
IPP2_HUMAN P41236 PPP1R2 (IPP2) Protein phosphatase inhibitor 2 OS=Homo sapiens GN=PPP1R2 PE=1 SV=222998 0 6 3 0 0 0 0 9 0 8 3 0 0 0 0 11 Phosphatase inhibitor Glycogen metabolism 0 High Quality
HN1L_HUMAN Q9H910 HN1L (C16orf34) (L11)Hematological and neurological expressed 1-like protein OS=Homo sapiens GN=HN1L PE=1 SV=120045.6 5 4 0 0 0 0 0 9 5 6 0 0 0 0 0 11 Molecular function unclassifiedBiological process unclassified0 High Quality
PP2AA_HUMAN P67775 PPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=135576.5 6 0 8 0 0 0 0 14 8 0 15 0 0 0 0 23 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;High Quality
PDXK_HUMAN O00764 PDXK (C21orf124) (C21orf97) (PKH) (PNK)Pyridoxal kinase OS=Homo sapiens GN=PDXK PE=1 SV=1 35083.7 5 0 8 0 0 0 0 13 9 0 11 0 0 0 0 20 Other kinase Vitamin catabolismPyridoxal phosphate salvage pathway->Pyridoxal kinase;;Vitamin B6 metabolism->Pyridoxal kinase;;Pyridoxal phosphate salvage pathway->Pyridoxamine kinase;;;;High Quality
CHM2A_HUMAN O43633 CHMP2A (BC2) (CHMP2)Charged multivesicular body protein 2a OS=Homo sapiens GN=CHMP2A PE=1 SV=125087 9 7 2 0 0 0 0 18 9 7 4 0 0 0 0 20 Molecular function unclassifiedGeneral vesicle transport0 High Quality
ETHE1_HUMAN O95571 ETHE1 (HSCO) Protein ETHE1, mitochondrial OS=Homo sapiens GN=ETHE1 PE=1 SV=227855.2 2 1 5 0 0 0 0 8 3 1 8 0 0 0 0 12 Other hydrolase Other carbon metabolism0 High Quality
HNRH2_HUMAN P55795 HNRNPH2 (FTP3) (HNRPH2)Heterogeneous nuclear ribonucleoprotein H2 OS=Homo sapiens GN=HNRNPH2 PE=1 SV=149246.1 0 0 2 0 0 0 0 2 0 0 7 0 0 0 0 7 Ribosomal protein mRNA splicing 0 High Quality
PSA6_HUMAN P60900 PSMA6 (PROS27)Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=127381.5 3 1 8 0 0 0 0 12 5 1 17 0 0 0 0 23 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
CHM4B_HUMAN Q9H444 CHMP4B (C20orf178) (SHAX1)Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B PE=1 SV=124933.2 2 5 3 0 0 0 0 10 2 6 3 0 0 0 0 11 Other transfer/carrier proteinIntracellular protein traffic0 High Quality
TR112_HUMAN Q9UI30 AD-001 (HSPC152) (HSPC170)TRM112-like protein OS=Homo sapiens GN=AD-001 PE=1 SV=114181.4 2 1 1 0 0 0 0 4 3 1 1 0 0 0 0 5 Other phosphatase Miscellaneous 0 High Quality
TBRG4_HUMAN Q969Z0 TBRG4 (CPR2) (FASTKD4) (KIAA0948)Protein TBRG4 OS=Homo sapiens GN=TBRG4 PE=1 SV=1 70721.8 3 0 0 0 0 0 0 3 5 0 0 0 0 0 0 5 Molecular function unclassifiedCell cycle 0 High Quality
CHCH2_HUMAN Q9Y6H1 CHCHD2 (C7orf17) (AAG10)Coiled-coil-helix-coiled-coil-helix domain-containing protein 2, mitochondrial OS=Homo sapiens GN=CHCHD2 PE=1 SV=115494.3 2 0 2 0 0 0 0 4 8 0 6 0 0 0 0 14 Molecular function unclassifiedBiological process unclassified0 High Quality
PSA3_HUMAN P25788 PSMA3 (PSC8) Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=228415.7 8 0 5 0 0 0 0 13 16 0 12 0 0 0 0 28 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
HYPK_HUMAN Q9NX55 HYPK (HSPC136)Huntingtin-interacting protein K OS=Homo sapiens GN=HYPK PE=1 SV=119314 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Hsp 70 family chaperoneStress response 0 High Quality
HMGN4_HUMANO00479 HMGN4 (HMG17L3) (NHC)High mobility group nucleosome-binding domain-containing protein 4 OS=Homo sapiens GN=HMGN4 PE=1 SV=39521.5 2 3 1 0 0 0 0 6 2 3 2 0 0 0 0 7 Chromatin/chromatin-binding proteinDNA replication;mRNA transcription;DNA replication0 High Quality
ENOPH_HUMAN Q9UHY7 ENOPH1 (MASA) (MSTP145)Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=128914.4 4 0 4 0 0 0 0 8 4 0 18 0 0 0 0 22 Lyase Glycolysis Glycolysis->Enolase;;High Quality
M10L1_HUMAN Q9BXT6 MOV10L1 Putative helicase Mov10l1 OS=Homo sapiens GN=MOV10L1 PE=1 SV=1135276.7 1 0 0 0 0 1 0 2 1 0 0 0 0 1 0 2 Helicase Biological process unclassified0 Matchup
ANT3_HUMAN P01008 SERPINC1 (AT3) (PRO0309)Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=1 52586 8 4 2 0 0 0 0 14 22 9 2 0 0 0 0 33 Serine protease inhibitorProteolysis Blood coagulation->Antithrombin III;;High Quality
AMBP_HUMAN P02760 AMBP (HCP) (ITIL)AMBP protein OS=Homo sapiens GN=AMBP PE=1 SV=1 38981.5 2 1 2 0 0 0 0 5 8 2 6 0 0 0 0 16 Serine protease inhibitorProteolysis 0 High Quality
UBC12_HUMAN P61081 UBE2M (UBC12)NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=120882.9 5 1 1 0 0 0 0 7 12 4 2 0 0 0 0 18 Other ligase Protein modification 0 High Quality
UBE2B_HUMAN P63146 UBE2B (RAD6B)Ubiquitin-conjugating enzyme E2 B OS=Homo sapiens GN=UBE2B PE=1 SV=117294.6 1 2 2 0 0 0 0 5 1 3 3 0 0 0 0 7 Other ligase Protein modification;Cell cycle control;Mitosis;Cell proliferation and differentiationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;High Quality
MIMIT_HUMAN Q8N183 NDUFAF2 (NDUFA12L)Mimitin, mitochondrial OS=Homo sapiens GN=NDUFAF2 PE=1 SV=119838.8 1 2 0 0 0 0 0 3 2 2 0 0 0 0 0 4 Transfer/carrier proteinFatty acid biosynthesis 0 High Quality
RRFM_HUMAN Q96E11 MRRF Ribosome-recycling factor, mitochondrial OS=Homo sapiens GN=MRRF PE=2 SV=129259.5 7 1 3 0 0 0 0 11 11 1 4 0 0 0 0 16 Ribosomal protein Protein biosynthesis;Translational regulation0 High Quality
CB39L_HUMAN Q9H9S4 CAB39L Calcium-binding protein 39-like OS=Homo sapiens GN=CAB39L PE=1 SV=339072.1 3 0 1 0 0 0 0 4 4 0 1 0 0 0 0 5 Annexin Biological process unclassified0 High Quality
AN32E_HUMAN Q9BTT0 ANP32E Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=130675.3 1 1 1 0 0 0 0 3 2 1 1 0 0 0 0 4 Phosphatase inhibitor Biological process unclassified0 Matchup
CCS_HUMAN O14618 CCS Copper chaperone for superoxide dismutase OS=Homo sapiens GN=CCS PE=1 SV=129022.1 0 1 1 0 0 0 0 2 0 1 3 0 0 0 0 4 Chaperone;Cation transporter;Other oxidoreductaseCation transport;Immunity and defense0 Matchup
COX19_HUMAN Q49B96 COX19 Cytochrome c oxidase assembly protein COX19 OS=Homo sapiens GN=COX19 PE=1 SV=110376.6 1 2 0 0 0 0 0 3 2 3 0 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
CX7A2_HUMAN P14406 COX7A2 (COX7AL)Cytochrome c oxidase polypeptide 7A2, mitochondrial OS=Homo sapiens GN=COX7A2 PE=1 SV=19378.6 1 1 2 0 0 0 0 4 1 2 3 0 0 0 0 6 Oxidase Oxidative phosphorylation0 High Quality
RET1_HUMAN P09455 RBP1 (CRBP1) Retinol-binding protein 1 OS=Homo sapiens GN=RBP1 PE=2 SV=215832.1 1 2 4 0 0 0 0 7 1 2 4 0 0 0 0 7 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
QCR6_HUMAN P07919 UQCRH Cytochrome b-c1 complex subunit 6, mitochondrial OS=Homo sapiens GN=UQCRH PE=1 SV=210720.5 0 0 2 0 0 0 0 2 0 0 18 0 0 0 0 18 Reductase Oxidative phosphorylation0 High Quality
SHLB1_HUMAN Q9Y371 SH3GLB1 (KIAA0491) (CGI-61)Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=1 40780 4 2 7 0 0 0 0 13 5 3 13 0 0 0 0 21 Molecular function unclassifiedNeuronal activities;Apoptosis0 High Quality
SYUG_HUMAN O76070 SNCG (BCSG1) (PERSYN) (PRSN)Gamma-synuclein OS=Homo sapiens GN=SNCG PE=1 SV=2 13311.6 1 4 1 0 0 0 0 6 1 4 1 0 0 0 0 6 Other signaling molecule;Other cytoskeletal proteins;Other miscellaneous function proteinMAPKKK cascade;Other apoptosis;Other oncogenesisParkinson disease->gamma-Synuclein;;High Quality
APOE_HUMAN P02649 APOE Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 36135.5 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
GBB2_HUMAN P62879 GNB2 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=337313.8 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Large G-protein;HydrolaseG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Opioid proopiomelanocortin pathway->G-protein;;5HT1 type receptor mediated signaling pathway->G-protein;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->G protein, bHigh Quality
PPM1A_HUMAN P35813 PPM1A (PPPM1A)Protein phosphatase 1A OS=Homo sapiens GN=PPM1A PE=1 SV=142429.4 4 2 4 0 0 0 0 10 6 3 7 0 0 0 0 16 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
NDUA4_HUMAN O00483 NDUFA4 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 4 OS=Homo sapiens GN=NDUFA4 PE=1 SV=19352.4 2 2 0 0 0 0 0 4 7 5 0 0 0 0 0 12 Oxidoreductase Other carbon metabolism0 High Quality
ECHD2_HUMAN Q86YB7 ECHDC2 Enoyl-CoA hydratase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ECHDC2 PE=2 SV=231108.7 3 1 4 0 0 0 0 8 8 1 5 0 0 0 0 14 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
BID_HUMAN P55957 BID BH3-interacting domain death agonist OS=Homo sapiens GN=BID PE=1 SV=121977.3 3 1 1 0 0 0 0 5 5 2 1 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
ERP29_HUMAN P30040 ERP29 (C12orf8) (ERP28)Endoplasmic reticulum protein ERp29 OS=Homo sapiens GN=ERP29 PE=1 SV=428976.9 6 3 0 0 0 0 0 9 10 5 0 0 0 0 0 15 Membrane traffic proteinConstitutive exocytosis 0 High Quality
APOB_HUMAN P04114 APOB Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=1515554.2 2 0 2 0 0 0 2 6 2 0 2 0 0 0 2 6 Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
PGP_HUMAN A6NDG6 PGP Phosphoglycolate phosphatase OS=Homo sapiens GN=PGP PE=1 SV=133988.6 5 0 5 0 0 0 0 10 7 0 10 0 0 0 0 17 Cysteine protease Proteolysis;Ligand-mediated signaling0 High Quality
IGHG4_HUMAN P01861 IGHG4 Ig gamma-4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=135921.5 5 0 3 0 0 0 0 8 14 0 6 0 0 0 0 20 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
LMCD1_HUMAN Q9NZU5 LMCD1 LIM and cysteine-rich domains protein 1 OS=Homo sapiens GN=LMCD1 PE=1 SV=140815.1 8 1 3 0 0 0 0 12 11 1 5 0 0 0 0 17 Molecular function unclassifiedBiological process unclassified0 High Quality
MCA1_HUMAN Q12904 AIMP1 Multisynthetase complex auxiliary component p43 OS=Homo sapiens GN=SCYE1 PE=1 SV=234335 3 1 5 0 0 0 0 9 3 1 5 0 0 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
CF125_HUMAN Q9BRT2 C6orf125 Uncharacterized protein C6orf125 OS=Homo sapiens GN=C6orf125 PE=2 SV=114857.4 1 1 1 0 0 0 0 3 1 2 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
ARSA1_HUMAN O43681 ASNA1 (ARSA)Arsenical pump-driving ATPase OS=Homo sapiens GN=ASNA1 PE=2 SV=238775.5 4 0 6 0 0 0 0 10 5 0 11 0 0 0 0 16 Other transporter;Nucleotide phosphataseIon transport;Detoxification0 High Quality
CSN4_HUMAN Q9BT78 COPS4 (CSN4) COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=146252.2 10 0 8 0 0 0 0 18 15 0 28 0 0 0 0 43 Other miscellaneous function proteinProteolysis 0 High Quality
H2B1B_HUMAN P33778 HIST1H2BB (H2BFF)Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=213902.6 0 0 0 1 2 0 0 3 0 0 0 1 2 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
HMGLX_HUMAN Q9UGV6 HMG1L10 (High mobility group protein 1-like 10) High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=324201.2 0 4 0 0 0 0 0 4 0 8 0 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
CLYBL_HUMAN Q8N0X4 CLYBL (CLB) Citrate lyase subunit beta-like protein, mitochondrial OS=Homo sapiens GN=CLYBL PE=2 SV=237342.7 8 1 7 0 0 0 0 16 12 1 12 0 0 0 0 25 Molecular function unclassifiedBiological process unclassified0 High Quality
BT3L4_HUMAN Q96K17 BTF3L4 Transcription factor BTF3 homolog 4 OS=Homo sapiens GN=BTF3L4 PE=2 SV=117253 1 1 2 0 0 0 0 4 1 1 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
CSTP1_HUMAN Q9BRF8 CPPED1 Uncharacterized metallophosphoesterase CSTP1 OS=Homo sapiens GN=CSTP1 PE=1 SV=235558.6 6 1 2 0 0 0 0 9 9 2 3 0 0 0 0 14 Oxidase Coenzyme metabolism;Porphyrin metabolismHeme biosynthesis->Coproporphyrinogen Oxidase (oxygen dependent);;High Quality
RM19_HUMAN P49406 MRPL19 (KIAA0104) (MRPL15)39S ribosomal protein L19, mitochondrial OS=Homo sapiens GN=MRPL19 PE=2 SV=233517.6 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
NPM_HUMAN P06748 NPM1 (NPM) Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=2 32557.4 1 2 3 0 0 0 0 6 1 6 5 0 0 0 0 12 Other chaperones rRNA metabolism 0 High Quality
CO6A2_HUMAN P12110 COL6A2 Collagen alpha-2(VI) chain OS=Homo sapiens GN=COL6A2 PE=1 SV=4108562.8 1 0 4 0 0 0 0 5 1 0 6 0 0 0 0 7 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
SYEP_HUMAN P07814 EPRS (GLNS) (PARS) (QARS) (QPRS) (PIG32)Bifunctional aminoacyl-tRNA synthetase OS=Homo sapiens GN=EPRS PE=1 SV=3170632.2 0 0 12 0 0 0 0 12 0 0 18 0 0 0 0 18 Other membrane traffic proteinIntracellular signaling cascade;Receptor mediated endocytosis0 High Quality
PP14B_HUMAN Q96C90 PPP1R14B (PLCB3N) (PNG)Protein phosphatase 1 regulatory subunit 14B OS=Homo sapiens GN=PPP1R14B PE=1 SV=315893.5 2 2 0 0 0 0 0 4 4 4 0 0 0 0 0 8 Phosphatase inhibitor Protein phosphorylation;Protein targeting0 High Quality
SPB12_HUMAN Q96P63 SERPINB12 Serpin B12 OS=Homo sapiens GN=SERPINB12 PE=1 SV=1 46259.7 0 0 0 1 4 0 0 5 0 0 0 5 6 0 0 11 Serine protease inhibitorProteolysis 0 High Quality
RB3GP_HUMAN Q15042 RAB3GAP1 (KIAA0066) (RAB3GAP)Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3110507.9 1 1 2 0 0 0 0 4 1 1 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
RCL_HUMAN O43598 RCL (C6orf108)c-Myc-responsive protein Rcl OS=Homo sapiens GN=RCL PE=1 SV=119090.3 2 1 2 0 0 0 0 5 3 2 3 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
CRK_HUMAN P46108 CRK Proto-oncogene C-crk OS=Homo sapiens GN=CRK PE=1 SV=233812.8 7 4 1 0 0 0 0 12 7 4 1 0 0 0 0 12 Molecular function unclassifiedBiological process unclassifiedAngiogenesis->Crk oncogene;;High Quality
KCD12_HUMAN Q96CX2 KCTD12 (C13orf2) (KIAA1778) (PFET1)BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=135683.8 6 2 4 0 0 0 0 12 10 3 5 0 0 0 0 18 Select regulatory moleculeCation transport 0 High Quality
LACE1_HUMAN Q8WV93 LACE1 (AFG1) Lactation elevated protein 1 OS=Homo sapiens GN=LACE1 PE=2 SV=254829 1 0 1 0 0 0 0 2 2 0 1 0 0 0 0 3 Hydrolase Biological process unclassified0 Matchup
PPIL3_HUMAN Q9H2H8 PPIL3 Peptidyl-prolyl cis-trans isomerase-like 3 OS=Homo sapiens GN=PPIL3 PE=1 SV=118136.7 4 1 1 0 0 0 0 6 5 2 2 0 0 0 0 9 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
RL12_HUMAN P30050 RPL12 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=117801.1 3 1 2 0 0 0 0 6 4 1 3 0 0 0 0 8 Ribosomal protein Protein biosynthesis 0 High Quality
H2B1C_HUMAN P62807 HIST1H2BC (  Histone H2B type 1-C/E/F/G/I) Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=213890.6 0 2 1 0 0 0 0 3 0 2 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
GALK1_HUMAN P51570 GALK1 (GALK) Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=1 42254.1 5 1 5 0 0 0 0 11 5 1 11 0 0 0 0 17 Carbohydrate kinase Monosaccharide metabolismFructose galactose metabolism->Galactokinase;;High Quality
FAHD1_HUMAN Q6P587 FAHD1 (C16orf36) (YISKL)Fumarylacetoacetate hydrolase domain-containing protein 1 OS=Homo sapiens GN=FAHD1 PE=1 SV=224825.4 2 0 5 0 0 0 0 7 3 0 17 0 0 0 0 20 Other hydrolase Amino acid catabolism 0 High Quality
HSPB8_HUMAN Q9UJY1 HSPB8 (CRYAC) (E2IG1) (HSP22) (PP1629)Heat shock protein beta-8 OS=Homo sapiens GN=HSPB8 PE=1 SV=121586.4 2 3 0 0 0 0 0 5 3 4 0 0 0 0 0 7 Other chaperones Protein folding;Stress response0 High Quality
PNPT1_HUMAN Q8TCS8 PNPT1 (PNPASE)Polyribonucleotide nucleotidyltransferase 1, mitochondrial OS=Homo sapiens GN=PNPT1 PE=1 SV=285934.1 11 2 10 0 0 0 0 23 12 2 25 0 0 0 0 39 Exoribonuclease;Nucleotidyltransferase;EsteraseRNA catabolism 0 High Quality
MTND_HUMAN Q9BV57 ADI1 (MTCBP1) (HMFT1638)1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase OS=Homo sapiens GN=ADI1 PE=1 SV=121481.2 1 2 0 0 0 0 0 3 1 3 0 0 0 0 0 4 Oxidoreductase Amino acid metabolism0 High Quality
LG3BP_HUMAN Q08380 LGALS3BP (M2BP)Galectin-3-binding protein OS=Homo sapiens GN=LGALS3BP PE=1 SV=165314.1 7 0 4 0 0 0 0 11 21 0 13 0 0 0 0 34 Other receptor Cell adhesion-mediated signaling;Macrophage-mediated immunity0 High Quality
LAMB2_HUMAN P55268 LAMB2 (LAMS)Laminin subunit beta-2 OS=Homo sapiens GN=LAMB2 PE=1 SV=2195957.9 14 10 13 0 0 0 0 37 62 18 14 0 0 0 0 94 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
PPM1F_HUMAN P49593 PPM1F (KIAA0015) (POPX2)Protein phosphatase 1F OS=Homo sapiens GN=PPM1F PE=1 SV=349812.3 4 1 5 0 0 0 0 10 5 1 9 0 0 0 0 15 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
TTC38_HUMAN Q5R3I4 TTC38 Tetratricopeptide repeat protein 38 OS=Homo sapiens GN=TTC38 PE=1 SV=152770.4 3 0 0 0 0 0 0 3 4 0 0 0 0 0 0 4 Molecular function unclassifiedRNA catabolism;Other metabolism0 High Quality
DCTN3_HUMAN O75935 DCTN3 (DCTN22)Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=121101.8 2 3 1 0 0 0 0 6 2 3 1 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
PACN2_HUMAN Q9UNF0 PACSIN2 Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens GN=PACSIN2 PE=1 SV=255720.9 0 1 7 0 0 0 0 8 0 1 19 0 0 0 0 20 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
HSPB3_HUMAN Q12988 HSPB3 (HSPL27)Heat shock protein beta-3 OS=Homo sapiens GN=HSPB3 PE=2 SV=216948 2 0 1 0 0 0 0 3 2 0 4 0 0 0 0 6 Other chaperones Protein folding;Stress response0 High Quality
LCN1_HUMAN P31025 LCN1 (VEGP) Lipocalin-1 OS=Homo sapiens GN=LCN1 PE=1 SV=1 19232.3 2 3 0 0 0 0 0 5 8 10 0 0 0 0 0 18 Other transfer/carrier proteinTaste 0 High Quality
SRR_HUMAN Q9GZT4 SRR Serine racemase OS=Homo sapiens GN=SRR PE=1 SV=1 36547.9 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Lyase;Epimerase/racemaseAmino acid metabolism;Synaptic transmission;Other neuronal activity0 Matchup
LYRM1_HUMAN O43325 LYRM1 LYR motif-containing protein 1 OS=Homo sapiens GN=LYRM1 PE=2 SV=114264.5 4 1 0 0 0 0 0 5 4 1 0 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
ATP5S_HUMAN Q99766 ATP5S (ATPW)ATP synthase subunit s, mitochondrial OS=Homo sapiens GN=ATP5S PE=1 SV=224865 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Hydrogen transporter Cation transport 0 Matchup
RANB3_HUMAN Q9H6Z4 RANBP3 Ran-binding protein 3 OS=Homo sapiens GN=RANBP3 PE=1 SV=160191.9 0 1 2 0 0 0 0 3 0 1 3 0 0 0 0 4 Other G-protein modulatorNuclear transport;Protein targeting0 High Quality
PIN4_HUMAN Q9Y237 PIN4 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 OS=Homo sapiens GN=PIN4 PE=1 SV=113792.1 4 2 0 0 0 0 0 6 6 3 0 0 0 0 0 9 Other isomerase Protein folding;Cytokinesis0 High Quality
LZIC_HUMAN Q8WZA0 LZIC Protein LZIC OS=Homo sapiens GN=LZIC PE=1 SV=1 21477.7 3 3 1 0 0 0 0 7 3 3 1 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
HOP_HUMAN Q9BPY8 HOPX (HOD) (HOP) (LAGY) (NECC1) (OB1)Homeodomain-only protein OS=Homo sapiens GN=HOPX PE=2 SV=18242.2 0 0 0 0 0 1 1 2 0 0 0 0 0 1 1 2 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
SMD3_HUMAN P62318 SNRPD3 Small nuclear ribonucleoprotein Sm D3 OS=Homo sapiens GN=SNRPD3 PE=1 SV=113898.6 1 1 1 0 0 0 0 3 1 1 2 0 0 0 0 4 mRNA splicing factor;RibonucleoproteinmRNA splicing 0 Matchup
SPTB1_HUMAN P11277 SPTB (SPTB1) Spectrin beta chain, erythrocyte OS=Homo sapiens GN=SPTB PE=1 SV=4246307.2 1 0 2 0 0 0 1 4 1 0 2 0 0 0 1 4 Non-motor actin binding proteinCell structure 0 High Quality
NEK7_HUMAN Q8TDX7 NEK7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=134533.9 7 0 2 0 0 0 0 9 12 0 3 0 0 0 0 15 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
ENOG_HUMAN P09104 ENO2 Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=3 47251.7 4 2 3 0 0 0 0 9 13 2 3 0 0 0 0 18 Lyase Glycolysis Glycolysis->Enolase;;High Quality
AP3S1_HUMAN Q92572 AP3S1 (CLAPS3)AP-3 complex subunit sigma-1 OS=Homo sapiens GN=AP3S1 PE=2 SV=121714.7 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Vesicle coat protein Biological process unclassified0 High Quality
HOT_HUMAN Q8IWW8 ADHFE1 (HMFT2263)Hydroxyacid-oxoacid transhydrogenase, mitochondrial OS=Homo sapiens GN=ADHFE1 PE=1 SV=150290.8 3 1 8 0 0 0 0 12 5 1 10 0 0 0 0 16 Dehydrogenase Other carbohydrate metabolism0 High Quality
YM014_HUMAN Q8IW45 CARKD Uncharacterized protein FLJ10769 OS=Homo sapiens PE=1 SV=136557.6 7 0 4 0 0 0 0 11 18 0 7 0 0 0 0 25 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 High Quality
LSM3_HUMAN P62310 LSM3 (MDS017)U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens GN=LSM3 PE=1 SV=211827.5 0 2 0 0 0 0 0 2 0 4 0 0 0 0 0 4 mRNA splicing factor mRNA splicing 0 High Quality
TGM3_HUMAN Q08188 TGM3 Protein-glutamine gamma-glutamyltransferase E OS=Homo sapiens GN=TGM3 PE=1 SV=376741.3 0 0 0 1 4 0 0 5 0 0 0 1 10 0 0 11 Acyltransferase;Other transferaseOther developmental process0 High Quality
RWDD4_HUMAN Q6NW29 RWDD4A (FAM28A)RWD domain-containing protein 4A OS=Homo sapiens GN=RWDD4A PE=2 SV=321233.6 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
H2A1A_HUMAN Q96QV6 HIST1H2AA (H2AFR)Histone H2A type 1-A OS=Homo sapiens GN=HIST1H2AA PE=1 SV=315127.1 2 1 0 0 0 0 0 3 3 3 0 0 0 0 0 6 Histone Chromatin packaging and remodeling0 High Quality
BAX_HUMAN Q07812 BAX (BCL2L4) Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=121167.2 2 2 1 0 0 0 0 5 5 2 1 0 0 0 0 8 Other signaling moleculeInduction of apoptosis;Gametogenesis;Hematopoiesis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressorp53 pathway->BCL2-associated X protein;;Apoptosis signaling pathway->Bcl-2 associated x protein;;Huntington disease->Bcl-2-associated X protein;;;;High Quality
COMD1_HUMAN Q8N668 COMMD1 (C2orf5) (MURR1)COMM domain-containing protein 1 OS=Homo sapiens GN=COMMD1 PE=1 SV=121160.9 1 2 0 0 0 0 0 3 1 2 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
STUB1_HUMAN Q9UNE7 STUB1 (CHIP) (PP1131)STIP1 homology and U box-containing protein 1 OS=Homo sapiens GN=STUB1 PE=1 SV=234839 5 0 3 0 0 0 0 8 5 0 8 0 0 0 0 13 Molecular function unclassifiedBiological process unclassifiedParkinson disease->Carboxyl terminus of the Hsc-70 interacting protein;;High Quality
COX2_HUMAN P00403 MT-CO2 (COII) (COXII) (MTCO2)Cytochrome c oxidase subunit 2 OS=Homo sapiens GN=MT-CO2 PE=1 SV=125548.4 2 0 1 0 0 0 0 3 4 0 1 0 0 0 0 5 Phosphorylase Purine metabolism 0 High Quality
DYSF_HUMAN O75923 DYSF (FER1L1) Dysferlin OS=Homo sapiens GN=DYSF PE=1 SV=1 237283.7 0 0 1 0 0 1 0 2 0 0 2 0 0 1 0 3 Other membrane traffic proteinMuscle contraction 0 Matchup
RUVB2_HUMAN Q9Y230 RUVBL2 (INO80J) (TIP48) (TIP49B) (CGI-46)RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=3 51140.1 11 4 6 0 0 0 0 21 13 6 6 0 0 0 0 25 Transcription cofactor;DNA helicasemRNA transcription regulation;Embryogenesis;Mesoderm development0 High Quality
PGRP2_HUMAN Q96PD5 PGLYRP2 (PGLYRPL) (PGRPL) (UNQ3103/PRO10102)N-acetylmuramoyl-L-alanine amidase OS=Homo sapiens GN=PGLYRP2 PE=1 SV=162199.9 0 0 3 0 0 0 0 3 0 0 5 0 0 0 0 5 Other receptor Complement-mediated immunity0 High Quality
NID1_HUMAN P14543 NID1 (NID) Nidogen-1 OS=Homo sapiens GN=NID1 PE=1 SV=2 136433.8 6 2 10 0 0 0 0 18 19 4 13 0 0 0 0 36 Extracellular matrix glycoproteinCell adhesion 0 High Quality
LSM2_HUMAN Q9Y333 LSM2 (C6orf28) (G7B)U6 snRNA-associated Sm-like protein LSm2 OS=Homo sapiens GN=LSM2 PE=1 SV=110816.6 1 1 2 0 0 0 0 4 1 1 4 0 0 0 0 6 Ribonucleoprotein mRNA splicing 0 High Quality
VASP_HUMAN P50552 VASP Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=339811.1 0 5 2 0 0 0 0 7 0 12 9 0 0 0 0 21 Non-motor actin binding proteinCell motility Axon guidance mediated by netrin->Enabled;;Cytoskeletal regulation by Rho GTPase->Enabled/vasodialator stimulated phosphoprotein;;Axon guidance mediated by Slit/Robo->Mammalian enabled;;Integrin signalling pathway->Vasodilator-stimulated phosphoprotein;;;High Quality
ANGT_HUMAN P01019 AGT (SERPINA8)Angiotensinogen OS=Homo sapiens GN=AGT PE=1 SV=1 53136.8 4 1 0 0 0 0 0 5 6 1 0 0 0 0 0 7 Serine protease inhibitorProteolysis Angiotensin II-stimulated signaling through G proteins and beta-arrestin->Angiotensin II;;High Quality
SMD2_HUMAN P62316 SNRPD2 (SNRPD1)Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=113509.1 2 2 1 0 0 0 0 5 3 2 1 0 0 0 0 6 mRNA processing factorPre-mRNA processing 0 High Quality
UBC9_HUMAN P63279 UBE2I (UBC9) (UBCE9)SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=117989.5 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Other ligase Protein modification;Meiosis;Embryogenesis;Determination of dorsal/ventral axis;Chromosome segregation;Cell proliferation and differentiation0 High Quality
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RTN4_HUMAN Q9NQC3 RTN4 (KIAA0886) (NOGO) (My043) (SP1507)Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 129916.5 3 0 5 0 0 0 0 8 4 0 9 0 0 0 0 13 Membrane traffic proteinIntracellular protein traffic;Neurogenesis0 High Quality
PAK2_HUMAN Q13177 PAK2 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=358026.1 1 4 3 0 0 0 0 8 1 6 3 0 0 0 0 10 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;High Quality
EMAL1_HUMAN O00423 EML1 (EMAP1) (EMAPL) (EMAPL1)Echinoderm microtubule-associated protein-like 1 OS=Homo sapiens GN=EML1 PE=2 SV=289800.9 5 2 3 0 0 0 0 10 11 2 3 0 0 0 0 16 Molecular function unclassifiedBiological process unclassified0 High Quality
SCRN2_HUMAN Q96FV2 SCRN2 Secernin-2 OS=Homo sapiens GN=SCRN2 PE=2 SV=2 46545.9 5 0 4 0 0 0 0 9 7 0 9 0 0 0 0 16 Other miscellaneous function proteinProteolysis 0 High Quality
OPLA_HUMAN O14841 OPLAH 5-oxoprolinase OS=Homo sapiens GN=OPLAH PE=2 SV=3 137438.1 13 1 8 0 0 0 0 22 21 1 15 0 0 0 0 37 Other hydrolase Amino acid biosynthesis;Detoxification;Other metabolism0 High Quality
PRELP_HUMAN P51888 PRELP (SLRR2A)Prolargin OS=Homo sapiens GN=PRELP PE=1 SV=1 43794.4 5 0 3 0 0 0 0 8 9 0 5 0 0 0 0 14 Receptor;Extracellular matrixCell adhesion-mediated signaling0 High Quality
PMGE_HUMAN P07738 BPGM Bisphosphoglycerate mutase OS=Homo sapiens GN=BPGM PE=1 SV=229987.9 2 0 3 0 0 0 0 5 3 0 6 0 0 0 0 9 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
C1R_HUMAN P00736 C1R Complement C1r subcomponent OS=Homo sapiens GN=C1R PE=1 SV=180156.7 2 0 4 0 0 0 0 6 2 0 4 0 0 0 0 6 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
EI2BL_HUMAN Q9BV20 MRI1 Translation initiation factor eIF-2B subunit alpha/beta/delta-like protein OS=Homo sapiens GN=UNQ6390/PRO21135 PE=1 SV=139131.8 2 1 2 0 0 0 0 5 2 2 3 0 0 0 0 7 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
N6MT1_HUMAN Q9Y5N5 N6AMT1 (C21orf127) (HEMK2) (PRED28)N(6)-adenine-specific DNA methyltransferase 1 OS=Homo sapiens GN=N6AMT1 PE=2 SV=222883.6 2 2 0 0 0 0 0 4 3 2 0 0 0 0 0 5 DNA methyltransferase;DNA methyltransferaseDNA metabolism 0 High Quality
SDCB1_HUMAN O00560 SDCBP (MDA9) (SYCL)Syntenin-1 OS=Homo sapiens GN=SDCBP PE=1 SV=1 32427.3 2 0 5 0 0 0 0 7 2 0 10 0 0 0 0 12 Membrane traffic regulatory proteinIntracellular protein traffic0 High Quality
AK1C3_HUMAN P42330 AKR1C3 (DDH1) (HSD17B5) (KIAA0119) (PGFS)Aldo-keto reductase family 1 member C3 OS=Homo sapiens GN=AKR1C3 PE=1 SV=336827.1 7 0 4 0 0 0 0 11 9 0 6 0 0 0 0 15 Reductase Other metabolism 0 High Quality
EMI5_HUMAN Q9NX18 C11orf79 Protein EMI5 homolog, mitochondrial OS=Homo sapiens GN=C11orf79 PE=2 SV=119582.7 0 2 0 0 0 0 0 2 0 4 0 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
BAT3_HUMAN P46379 BAT3 (G3) Large proline-rich protein BAT3 OS=Homo sapiens GN=BAT3 PE=1 SV=2119389.3 8 5 4 0 0 0 0 17 13 5 9 0 0 0 0 27 Select regulatory moleculeApoptotic processes 0 High Quality
SRP09_HUMAN P49458 SRP9 Signal recognition particle 9 kDa protein OS=Homo sapiens GN=SRP9 PE=1 SV=210093.6 1 1 1 0 0 0 0 3 1 2 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
UBA3_HUMAN Q8TBC4 UBA3 (UBE1C)NEDD8-activating enzyme E1 catalytic subunit OS=Homo sapiens GN=UBA3 PE=1 SV=251835.4 6 0 4 0 0 0 0 10 9 0 5 0 0 0 0 14 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
PPP5_HUMAN P53041 PPP5C (PPP5) Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=156862.2 8 0 4 0 0 0 0 12 11 0 5 0 0 0 0 16 Protein phosphatase Regulation of carbohydrate metabolism;Other polysaccharide metabolism;Glycogen metabolism;mRNA transcription;Protein phosphorylation;Translational regulation;Other intracellular signaling cascade;Stress response;Meiosis;Cell cycle control;Mitosis;Homeosta0 High Quality
PRS6B_HUMAN P43686 PSMC4 (MIP224) (TBP7)26S protease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 SV=247349.7 6 0 7 0 0 0 0 13 6 0 16 0 0 0 0 22 Other hydrolase Proteolysis Ubiquitin proteasome pathway->19S proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
NADC_HUMAN Q15274 QPRT Nicotinate-nucleotide pyrophosphorylase [carboxylating] OS=Homo sapiens GN=QPRT PE=1 SV=230797.3 4 0 3 0 0 0 0 7 6 0 7 0 0 0 0 13 Molecular function unclassifiedBiological process unclassified0 High Quality
CG024_HUMAN O75223 GGCT Uncharacterized protein C7orf24 OS=Homo sapiens GN=C7orf24 PE=1 SV=120990 4 1 2 0 0 0 0 7 7 1 6 0 0 0 0 14 Transaminase Other carbohydrate metabolismO-antigen biosynthesis->Fructose-6-phosphate aminotransferase;;N-acetylglucosamine metabolism->Fructose-6-phosphate aminotransferase;;;High Quality
ARC1A_HUMAN Q92747 ARPC1A (SOP2L)Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=241551.2 4 0 3 0 0 0 0 7 4 0 6 0 0 0 0 10 Other actin family cytoskeletal proteinCell structure Huntington disease->Actin-related protein 2 and 3 complex;;Integrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
PRS4_HUMAN P62191 PSMC1 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=149168.4 9 1 7 0 0 0 0 17 18 1 21 0 0 0 0 40 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
UFD1_HUMAN Q92890 UFD1L Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=334483.2 1 1 1 0 0 0 0 3 1 1 1 0 0 0 0 3 Select regulatory moleculePre-mRNA processing;Proteolysis;Transport0 Matchup
MK14_HUMAN Q16539 MAPK14 (CSBP) (CSBP1) (CSBP2) (CSPB1) (MXI2)Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=341276.7 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAlzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;EGF receptor signaling pathway->p38 MAP kinase;;Parkinson disease->Stress-activated protein kinase;;p38 MAPK pathway->p38-delta mitogen-activated protein kinase;;Oxidative streHigh Quality
RFA2_HUMAN P15927 RPA2 (REPA2) (RPA32) (RPA34)Replication protein A 32 kDa subunit OS=Homo sapiens GN=RPA2 PE=1 SV=129228.7 1 0 3 0 0 0 0 4 1 0 7 0 0 0 0 8 Single-stranded DNA-binding proteinDNA replication;DNA repair;DNA recombination;DNA replicationDNA replication->RPA;;High Quality
TPD52_HUMAN P55327 TPD52 Tumor protein D52 OS=Homo sapiens GN=TPD52 PE=1 SV=119845.3 1 1 4 0 0 0 0 6 1 1 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
VAMP3_HUMAN Q15836 VAMP3 (SYB3)Vesicle-associated membrane protein 3 OS=Homo sapiens GN=VAMP3 PE=1 SV=311291.1 1 0 2 0 0 0 0 3 2 0 5 0 0 0 0 7 SNARE protein Exocytosis;Muscle developmentThyrotropin-releasing hormone receptor signaling pathway->SNARE COMPLEX;;Metabotropic glutamate receptor group II pathway->N-ethylmaleimide-sensitive factor attachment protein receptor;;Opioid proopiomelanocortin pathway->SNARE COMPLEX;;Dopamine receptor High Quality
MMAB_HUMAN Q96EY8 MMAB Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Homo sapiens GN=MMAB PE=1 SV=127371.1 3 1 1 0 0 0 0 5 6 2 1 0 0 0 0 9 Dehydrogenase Other carbon metabolism0 High Quality
ADX_HUMAN P10109 FDX1 (ADX) Adrenodoxin, mitochondrial OS=Homo sapiens GN=FDX1 PE=1 SV=119375.1 2 2 2 0 0 0 0 6 3 3 2 0 0 0 0 8 Reductase;Oxidase Steroid metabolism;Protein complex assembly;Ferredoxin metabolism;Vitamin metabolismVitamin D metabolism and pathway->Ferredoxin;;High Quality
HBG1_HUMAN P69891 HBG1 Hemoglobin subunit gamma-1 OS=Homo sapiens GN=HBG1 PE=1 SV=216122.5 2 0 4 0 0 0 0 6 2 0 6 0 0 0 0 8 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
DHSB_HUMAN P21912 SDHB (SDH) (SDH1)Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Homo sapiens GN=SDHB PE=1 SV=331613 3 0 5 0 0 0 0 8 4 0 8 0 0 0 0 12 Dehydrogenase Tricarboxylic acid pathway;Oxidative phosphorylation0 High Quality
MPCP_HUMAN Q00325 SLC25A3 (PHC) (OK/SW-cl.48)Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=240077.9 5 1 0 0 0 0 0 6 9 1 0 0 0 0 0 10 Transporter;Mitochondrial carrier proteinPhosphate transport;Transport0 High Quality
NH2L1_HUMAN P55769 NHP2L1 NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=314155.8 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Ribosomal protein rRNA metabolism;Protein biosynthesis0 High Quality
CAPZB_HUMAN P47756 CAPZB F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=431333.6 7 0 3 0 0 0 0 10 11 0 12 0 0 0 0 23 Non-motor actin binding proteinCell structure 0 High Quality
MP2K2_HUMAN P36507 MAP2K2 (MEK2) (MKK2) (PRKMK2)Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=144407.2 4 0 4 0 0 0 0 8 6 0 6 0 0 0 0 12 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 2;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF High Quality
TPPC3_HUMAN O43617 TRAPPC3 (BET3) (CDABP0066)Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=120256.7 2 2 0 0 0 0 0 4 5 3 0 0 0 0 0 8 Molecular function unclassifiedIntracellular protein traffic0 High Quality
LYRM5_HUMAN Q6IPR1 LYRM5 LYR motif-containing protein 5 OS=Homo sapiens GN=LYRM5 PE=2 SV=110587.5 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
CT077_HUMAN Q9NQG5 RPRD1B UPF0400 protein C20orf77 OS=Homo sapiens GN=C20orf77 PE=1 SV=136882.8 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
RS29_HUMAN P62273 RPS29 40S ribosomal protein S29 OS=Homo sapiens GN=RPS29 PE=1 SV=26658.9 1 1 1 0 0 0 0 3 2 2 1 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
ARHL2_HUMAN Q9NX46 ADPRHL2 (ARH3)Poly(ADP-ribose) glycohydrolase ARH3 OS=Homo sapiens GN=ADPRHL2 PE=1 SV=138929.3 4 0 4 0 0 0 0 8 5 0 9 0 0 0 0 14 Hydrolase Protein ADP-ribosylation0 High Quality
RT22_HUMAN P82650 MRPS22 (C3orf5) (RPMS22) (GK002)28S ribosomal protein S22, mitochondrial OS=Homo sapiens GN=MRPS22 PE=1 SV=141263.5 1 3 2 0 0 0 0 6 1 4 6 0 0 0 0 11 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
DNPEP_HUMAN Q9ULA0 DNPEP (ASPEP) (DAP)Aspartyl aminopeptidase OS=Homo sapiens GN=DNPEP PE=1 SV=152410.6 6 1 1 0 0 0 0 8 8 1 1 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
ST1A3_HUMAN P50224 SULT1A3 (STM); SULT1A4Sulfotransferase 1A3/1A4 OS=Homo sapiens GN=SULT1A3 PE=1 SV=134178.8 6 0 2 0 0 0 0 8 10 0 3 0 0 0 0 13 Other transferase Steroid hormone metabolism;Sulfur metabolism0 High Quality
QORX_HUMAN Q53FA7 TP53I3 (PIG3) Putative quinone oxidoreductase OS=Homo sapiens GN=TP53I3 PE=1 SV=235519.3 3 2 3 0 0 0 0 8 3 2 3 0 0 0 0 8 Dehydrogenase;ReductaseOther carbohydrate metabolism;Apoptosis;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
MYOZ2_HUMAN Q9NPC6 MYOZ2 (C4orf5)Myozenin-2 OS=Homo sapiens GN=MYOZ2 PE=1 SV=1 29880.9 4 1 2 0 0 0 0 7 4 1 3 0 0 0 0 8 Structural protein Biological process unclassified0 High Quality
APIP_HUMAN Q96GX9 APIP (CGI-29) APAF1-interacting protein OS=Homo sapiens GN=APIP PE=1 SV=127107.4 3 0 3 0 0 0 0 6 6 0 4 0 0 0 0 10 Epimerase/racemase Carbohydrate metabolism0 High Quality
CAH4_HUMAN P22748 CA4 Carbonic anhydrase 4 OS=Homo sapiens GN=CA4 PE=1 SV=235014.8 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Dehydratase Other carbon metabolism0 High Quality
BROX_HUMAN Q5VW32 BROX (BROFTI) (C1orf58)BRO1 domain-containing protein BROX OS=Homo sapiens GN=BROX PE=1 SV=146459.9 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Hydrolase Detoxification;Other metabolism0 High Quality
RL9_HUMAN P32969 RPL9 (OK/SW-cl.103); RPL9P7; RPL9P8; RPL9P960S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=121845.7 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
INO1_HUMAN Q9NPH2 ISYNA1 (INO1)Inositol-3-phosphate synthase OS=Homo sapiens GN=INO1 PE=1 SV=161049.9 3 0 4 0 0 0 0 7 5 0 11 0 0 0 0 16 Hydroxylase Other metabolism 0 High Quality
DHAK_HUMAN Q3LXA3 DAK Dihydroxyacetone kinase OS=Homo sapiens GN=DAK PE=2 SV=158960.1 3 2 4 0 0 0 0 9 4 4 5 0 0 0 0 13 Molecular function unclassifiedBiological process unclassified0 High Quality
RM41_HUMAN Q8IXM3 MRPL41 (BMRP) (MRPL27) (RPML27) (PIG3)39S ribosomal protein L41, mitochondrial OS=Homo sapiens GN=MRPL41 PE=1 SV=115365.3 1 2 0 0 0 0 0 3 1 3 0 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
COEA1_HUMAN Q05707 COL14A1 (UND)Collagen alpha-1(XIV) chain OS=Homo sapiens GN=COL14A1 PE=2 SV=3193498.1 7 2 1 0 0 0 0 10 11 2 1 0 0 0 0 14 Extracellular matrix structural proteinCell communication;Cell adhesion;Skeletal development;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
NUBP2_HUMAN Q9Y5Y2 NUBP2 Nucleotide-binding protein 2 OS=Homo sapiens GN=NUBP2 PE=1 SV=128807.3 3 0 4 0 0 0 0 7 3 0 6 0 0 0 0 9 Other hydrolase Protein metabolism and modification0 High Quality
CRKL_HUMAN P46109 CRKL Crk-like protein OS=Homo sapiens GN=CRKL PE=1 SV=1 33759.3 1 2 2 0 0 0 0 5 1 2 3 0 0 0 0 6 Other miscellaneous function proteinG-protein mediated signalingAngiogenesis->Crk oncogene;;Integrin signalling pathway->Crk;;;High Quality
PALMD_HUMAN Q9NP74 PALMD (C1orf11) (PALML)Palmdelphin OS=Homo sapiens GN=PALMD PE=1 SV=1 62741.2 0 5 4 0 0 0 0 9 0 10 4 0 0 0 0 14 Other miscellaneous function proteinSignal transduction 0 High Quality
CA069_HUMAN Q5T440 C1orf69 Putative transferase C1orf69, mitochondrial OS=Homo sapiens GN=C1orf69 PE=1 SV=138137.5 9 0 2 0 0 0 0 11 12 0 3 0 0 0 0 15 Molecular function unclassifiedBiological process unclassified0 High Quality
RT06_HUMAN P82932 MRPS6 (C21orf101) (RPMS6)28S ribosomal protein S6, mitochondrial OS=Homo sapiens GN=MRPS6 PE=2 SV=314209.1 1 1 2 0 0 0 0 4 1 1 2 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
SLK_HUMAN Q9H2G2 SLK (KIAA0204) (STK2)STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1142679.8 9 0 1 0 0 0 0 10 13 0 1 0 0 0 0 14 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
TIPRL_HUMAN O75663 TIPRL TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=2 31426.8 4 0 4 0 0 0 0 8 4 0 5 0 0 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
FETUA_HUMAN P02765 AHSG (FETUA) (PRO2743)Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=139305.4 2 0 4 0 0 0 0 6 2 0 13 0 0 0 0 15 Cysteine protease inhibitor;Extracellular matrix glycoproteinProteolysis;Other immune and defense;Skeletal development0 High Quality
EIF3I_HUMAN Q13347 EIF3I (EIF3S2) (TRIP1)Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=136484 4 1 1 0 0 0 0 6 4 1 3 0 0 0 0 8 Translation initiation factorProtein biosynthesis 0 High Quality
AMPB_HUMAN Q9H4A4 RNPEP (APB) Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=2 SV=2 72579.4 4 1 5 0 0 0 0 10 6 1 12 0 0 0 0 19 Other hydrolase;MetalloproteaseFatty acid biosynthesis;Lipid metabolism;Proteolysis;Other immune and defense0 High Quality
KGP1A_HUMAN Q13976 PRKG1 (PRKGR1A)cGMP-dependent protein kinase 1, alpha isozyme OS=Homo sapiens GN=PRKG1 PE=1 SV=376349.9 4 1 0 0 0 0 0 5 7 1 0 0 0 0 0 8 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other neuronal activity;Muscle contractionEndothelin signaling pathway->protein kinase, cGMP-dependent;;High Quality
PSDE_HUMAN O00487 PSMD14 (POH1)26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=134558.6 2 0 3 0 0 0 0 5 3 0 5 0 0 0 0 8 Other miscellaneous function proteinProtein metabolism and modificationCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
PNPH_HUMAN P00491 NP (PNP) Purine nucleoside phosphorylase OS=Homo sapiens GN=NP PE=1 SV=232100 8 0 1 0 0 0 0 9 14 0 1 0 0 0 0 15 Phosphorylase Purine metabolismXanthine and guanine salvage pathway->Guanosine phosphorylase;;Adenine and hypoxanthine salvage pathway->Adenine phosphorylase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine phosphorylase;;Adenine and hypoxanthine salvage pathway->Deoxyinosine High Quality
UBL5_HUMAN Q9BZL1 UBL5 Ubiquitin-like protein 5 OS=Homo sapiens GN=UBL5 PE=1 SV=18529.2 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
RM01_HUMAN Q9BYD6 MRPL1 (BM-022)39S ribosomal protein L1, mitochondrial OS=Homo sapiens GN=MRPL1 PE=2 SV=134436.1 3 0 0 0 0 0 0 3 7 0 0 0 0 0 0 7 Ribosomal protein Protein biosynthesis 0 High Quality
DPYL1_HUMAN Q14194 CRMP1 (DPYSL1)Dihydropyrimidinase-related protein 1 OS=Homo sapiens GN=CRMP1 PE=1 SV=161946.1 0 0 0 0 0 2 0 2 0 0 0 0 0 3 0 3 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
SNX12_HUMAN Q9UMY4 SNX12 Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=3 19713 3 0 3 0 0 0 0 6 3 0 4 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
GPX1_HUMAN P07203 GPX1 Glutathione peroxidase 1 OS=Homo sapiens GN=GPX1 PE=1 SV=321928.4 5 0 1 0 0 0 0 6 10 0 1 0 0 0 0 11 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
RANG_HUMAN P43487 RANBP1 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=123292.8 5 2 0 0 0 0 0 7 9 2 0 0 0 0 0 11 Other G-protein modulatorNuclear transport;Protein targeting0 High Quality
TBB6_HUMAN Q9BUF5 TUBB6 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=149839.1 2 1 7 0 0 0 0 10 3 2 18 0 0 0 0 23 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
H14_HUMAN P10412 HIST1H1E (H1F4)Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=2 21848.9 0 1 5 0 0 0 0 6 0 1 7 0 0 0 0 8 Histone Chromatin packaging and remodeling0 High Quality
SIAE_HUMAN Q9HAT2 SIAE (YSG2) Sialate O-acetylesterase OS=Homo sapiens GN=SIAE PE=2 SV=158297.3 4 0 2 0 0 0 0 6 8 0 7 0 0 0 0 15 Esterase Biological process unclassified0 High Quality
EST1_HUMAN P23141 CES1 (CES2) (SES1)Liver carboxylesterase 1 OS=Homo sapiens GN=CES1 PE=1 SV=262504.4 6 0 7 0 0 0 0 13 11 0 8 0 0 0 0 19 Molecular function unclassifiedBiological process unclassified0 High Quality
TOLIP_HUMAN Q9H0E2 TOLLIP Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=130263.4 7 0 2 0 0 0 0 9 7 0 6 0 0 0 0 13 Molecular function unclassifiedBiological process unclassified0 High Quality
TAU_HUMAN P10636 MAPT (MAPTL) (MTBT1) (TAU)Microtubule-associated protein tau OS=Homo sapiens GN=MAPT PE=1 SV=478859.7 9 5 1 0 0 0 0 15 15 7 1 0 0 0 0 23 Non-motor microtubule binding proteinApoptosis;Cell structure0 High Quality
SMC2_HUMAN O95347 SMC2 (CAPE) (SMC2L1) (PRO0324)Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=1135767.2 1 0 0 0 0 0 1 2 1 0 0 0 0 0 1 2 Chromatin/chromatin-binding protein;HydrolaseDNA metabolism;Chromatin packaging and remodeling;Chromosome segregation0 Matchup
TENS1_HUMAN Q9HBL0 TNS1 (TNS) Tensin-1 OS=Homo sapiens GN=TNS1 PE=1 SV=1 185659.6 5 4 6 0 0 0 0 15 20 9 12 0 0 0 0 41 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation;Signal transduction;Cell adhesion;Immunity and defense;Induction of apoptosis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressor0 High Quality
ASSY_HUMAN P00966 ASS1 (ASS) Argininosuccinate synthase OS=Homo sapiens GN=ASS1 PE=1 SV=246513.3 8 0 2 0 0 0 0 10 9 0 3 0 0 0 0 12 Other ligase Amino acid biosynthesis;Nitrogen metabolismArginine biosynthesis->Argininosuccinate synthase;;High Quality
NDUS3_HUMAN O75489 NDUFS3 NADH dehydrogenase [ubiquinone] iron-sulfur protein 3, mitochondrial OS=Homo sapiens GN=NDUFS3 PE=1 SV=130223.7 4 1 0 0 0 0 0 5 6 1 0 0 0 0 0 7 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
FUBP2_HUMAN Q92945 KHSRP (FUBP2)Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=373128.6 2 7 3 0 0 0 0 12 3 12 5 0 0 0 0 20 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
VATB2_HUMAN P21281 ATP6V1B2 (ATP6B2) (VPP3)Vacuolar ATP synthase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=356484.1 6 1 2 0 0 0 0 9 7 1 2 0 0 0 0 10 Other ion channel;Hydrogen transporter;ATP synthase;HydrolaseNucleoside, nucleotide and nucleic acid transport;Other nucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
GSTT1_HUMAN P30711 GSTT1 Glutathione S-transferase theta-1 OS=Homo sapiens GN=GSTT1 PE=1 SV=427317.9 1 0 2 0 0 0 0 3 1 0 14 0 0 0 0 15 Other transferase;Epimerase/racemaseDetoxification;Antioxidation and free radical removal0 High Quality
S10A7_HUMAN P31151 S100A7 (PSOR1) (S100A7C)Protein S100-A7 OS=Homo sapiens GN=S100A7 PE=1 SV=4 11453.7 1 2 0 0 0 0 0 3 2 2 0 0 0 0 0 4 Calmodulin related proteinBiological process unclassified0 High Quality
NAT13_HUMAN Q9GZZ1 NAT13 (MAK3) (NAT5)N-acetyltransferase 13 OS=Homo sapiens GN=NAT13 PE=1 SV=119380.9 4 2 0 0 0 0 0 6 6 3 0 0 0 0 0 9 Acetyltransferase Protein acetylation 0 High Quality
MGLL_HUMAN Q99685 MGLL Monoglyceride lipase OS=Homo sapiens GN=MGLL PE=2 SV=233243.7 4 0 2 0 0 0 0 6 4 0 2 0 0 0 0 6 Phospholipase Phospholipid metabolism0 High Quality
CLIC2_HUMAN O15247 CLIC2 Chloride intracellular channel protein 2 OS=Homo sapiens GN=CLIC2 PE=1 SV=328339.8 4 0 3 0 0 0 0 7 4 0 3 0 0 0 0 7 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
OXSM_HUMAN Q9NWU1 OXSM 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial OS=Homo sapiens GN=OXSM PE=1 SV=148825.4 4 0 6 0 0 0 0 10 4 0 10 0 0 0 0 14 Synthase;AcyltransferaseFatty acid biosynthesis 0 High Quality
SIRT2_HUMAN Q8IXJ6 SIRT2 (SIR2L) (SIR2L2)NAD-dependent deacetylase sirtuin-2 OS=Homo sapiens GN=SIRT2 PE=1 SV=243165.7 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
ACO11_HUMAN Q8WXI4 ACOT11 (BFIT) (KIAA0707) (THEA)Acyl-coenzyme A thioesterase 11 OS=Homo sapiens GN=ACOT11 PE=1 SV=168473.5 5 0 4 0 0 0 0 9 8 0 11 0 0 0 0 19 Esterase Acyl-CoA metabolism 0 High Quality
PHYD1_HUMAN Q5SRE7 PHYHD1 Phytanoyl-CoA dioxygenase domain-containing protein 1 OS=Homo sapiens GN=PHYHD1 PE=1 SV=232392.5 5 0 1 0 0 0 0 6 5 0 4 0 0 0 0 9 Oxidoreductase Biological process unclassified0 High Quality
6PGL_HUMAN O95336 PGLS 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=227529.5 5 0 2 0 0 0 0 7 7 0 3 0 0 0 0 10 Other hydrolase Pentose-phosphate shunt0 High Quality
RHG27_HUMAN Q6ZUM4 ARHGAP27 (CAMGAP1) (PP905)Rho GTPase-activating protein 27 OS=Homo sapiens GN=ARHGAP27 PE=2 SV=298369.1 0 0 1 0 1 0 0 2 0 0 1 0 3 0 0 4 Other G-protein modulatorOther intracellular signaling cascadePDGF signaling pathway->GTPase-activating protein Rho;;Matchup
SYHM_HUMAN P49590 HARS2 (HARSL) (HARSR) (HO3)Probable histidyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=HARS2 PE=1 SV=156871.6 4 0 1 0 0 0 0 5 7 0 1 0 0 0 0 8 Aminoacyl-tRNA synthetaseBiological process unclassified0 High Quality
CA144_HUMAN Q7Z422 C1orf144 UPF0485 protein C1orf144 OS=Homo sapiens GN=C1orf144 PE=1 SV=116979.5 0 2 0 0 0 0 0 2 0 2 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
PPIH_HUMAN O43447 PPIH (CYP20) (CYPH)Peptidyl-prolyl cis-trans isomerase H OS=Homo sapiens GN=PPIH PE=1 SV=119190 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
L2HDH_HUMAN Q9H9P8 L2HGDH (C14orf160)L-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=L2HGDH PE=1 SV=250342.4 7 0 4 0 0 0 0 11 8 0 6 0 0 0 0 14 Dehydrogenase Other metabolism 0 High Quality
UAP1L_HUMAN Q3KQV9 UAP1L1 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=2 SV=257012.4 4 1 4 0 0 0 0 9 5 1 5 0 0 0 0 11 NucleotidyltransferaseProtein glycosylation 0 High Quality
KV115_HUMAN P01607 n.o Ig kappa chain V-I region Rei OS=Homo sapiens PE=1 SV=1 11884.6 0 0 0 2 0 0 0 2 0 0 0 3 0 0 0 3 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
LHPP_HUMAN Q9H008 LHPP Phospholysine phosphohistidine inorganic pyrophosphate phosphatase OS=Homo sapiens GN=LHPP PE=1 SV=229147.4 2 0 2 0 0 0 0 4 2 0 3 0 0 0 0 5 Cysteine protease Proteolysis 0 High Quality
FNTA_HUMAN P49354 FNTA Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens GN=FNTA PE=1 SV=144391 4 1 2 0 0 0 0 7 4 1 2 0 0 0 0 7 Acyltransferase Protein-lipid modification0 High Quality
RGN_HUMAN Q15493 RGN (SMP30) Regucalcin OS=Homo sapiens GN=RGN PE=1 SV=1 33234.9 4 0 4 0 0 0 0 8 8 0 7 0 0 0 0 15 Other select calcium binding proteinsCalcium mediated signaling0 High Quality
RT26_HUMAN Q9BYN8 MRPS26 (C20orf193) (RPMS13)28S ribosomal protein S26, mitochondrial OS=Homo sapiens GN=MRPS26 PE=1 SV=124193.5 3 2 1 0 0 0 0 6 3 2 1 0 0 0 0 6 Ribosomal protein Protein biosynthesis 0 High Quality
DBNL_HUMAN Q9UJU6 DBNL (CMAP) (SH3P7) (PP5423)Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=1 48188.3 0 4 3 0 0 0 0 7 0 4 6 0 0 0 0 10 Non-motor actin binding proteinCell structure 0 High Quality
LXN_HUMAN Q9BS40 LXN Latexin OS=Homo sapiens GN=LXN PE=1 SV=2 25731.8 1 0 2 0 0 0 0 3 2 0 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
PPCS_HUMAN Q9HAB8 PPCS (COAB) Phosphopantothenate--cysteine ligase OS=Homo sapiens GN=PPCS PE=1 SV=233988 10 0 1 0 0 0 0 11 10 0 2 0 0 0 0 12 Ligase Biological process unclassifiedCoenzyme A biosynthesis->Phosphopantothenate cysteine ligase;;High Quality
COPE_HUMAN O14579 COPE Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=2 SV=334464.9 6 0 1 0 0 0 0 7 7 0 1 0 0 0 0 8 Vesicle coat protein General vesicle transport0 High Quality
LIMC1_HUMAN Q9UPQ0 LIMCH1 (KIAA1102)LIM and calponin homology domains-containing protein 1 OS=Homo sapiens GN=LIMCH1 PE=1 SV=3121821.5 9 6 5 0 0 0 0 20 16 7 7 0 0 0 0 30 Synthetase;Other transferaseCoenzyme and prosthetic group metabolismLipoate_biosynthesis->Lipoate synthase;;High Quality
KV305_HUMAN P01623 n.o Ig kappa chain V-III region WOL OS=Homo sapiens PE=1 SV=111728.5 0 0 4 0 0 0 0 4 0 0 7 0 0 0 0 7 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
CG055_HUMAN Q96HJ9 C7orf55 (HSPC268)UPF0562 protein C7orf55 OS=Homo sapiens GN=C7orf55 PE=2 SV=212730.9 1 0 1 0 0 0 0 2 5 0 2 0 0 0 0 7 Complement componentComplement-mediated immunity0 Matchup
CBR4_HUMAN Q8N4T8 CBR4 Carbonyl reductase 4 OS=Homo sapiens GN=CBR4 PE=2 SV=225301.3 2 0 5 0 0 0 0 7 3 0 8 0 0 0 0 11 Dehydrogenase;ReductaseOther metabolism 0 High Quality
STML2_HUMAN Q9UJZ1 STOML2 (SLP2) (HSPC108)Stomatin-like protein 2 OS=Homo sapiens GN=STOML2 PE=1 SV=138516.5 4 1 3 0 0 0 0 8 4 1 4 0 0 0 0 9 Other cytoskeletal proteinsCell structure and motility0 High Quality
KGUA_HUMAN Q16774 GUK1 (GMK) Guanylate kinase OS=Homo sapiens GN=GUK1 PE=2 SV=2 21707.7 1 1 2 0 0 0 0 4 1 1 2 0 0 0 0 4 Nucleotide kinase Purine metabolismDe novo purine biosynthesis->Guanylate kinase;;High Quality
SYDC_HUMAN P14868 DARS (PIG40) Aspartyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=257118.7 13 0 2 0 0 0 0 15 21 0 2 0 0 0 0 23 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
TIM44_HUMAN O43615 TIMM44 (MIMT44) (TIM44)Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=251339.1 8 2 3 0 0 0 0 13 11 4 4 0 0 0 0 19 Mitochondrial carrier proteinMitochondrial transport0 High Quality
GMPPB_HUMAN Q9Y5P6 GMPPB Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=2 SV=239815.9 3 1 3 0 0 0 0 7 3 1 3 0 0 0 0 7 NucleotidyltransferaseMonosaccharide metabolism;Other carbohydrate metabolismMannose metabolism->Mannose 1-P guanylyl transferase;;High Quality
EI2BG_HUMAN Q9NR50 EIF2B3 Translation initiation factor eIF-2B subunit gamma OS=Homo sapiens GN=EIF2B3 PE=1 SV=150223.3 1 1 3 0 0 0 0 5 1 1 4 0 0 0 0 6 Translation initiation factorProtein biosynthesis 0 High Quality
RBM3_HUMAN P98179 RBM3 (RNPL) Putative RNA-binding protein 3 OS=Homo sapiens GN=RBM3 PE=1 SV=117152.6 0 2 0 0 0 0 0 2 0 3 0 0 0 0 0 3 Other RNA-binding proteinBiological process unclassified0 High Quality
GATCL_HUMAN O43716 GATC (15E1.2)GatC-like protein OS=Homo sapiens GN=GATC PE=2 SV=1 15068.1 1 2 1 0 0 0 0 4 1 3 2 0 0 0 0 6 Other ligase Purine metabolismDe novo purine biosynthesis->Phosphoribosylamine glycine ligase;;High Quality
TM109_HUMAN Q9BVC6 TMEM109 Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=126193.2 2 1 0 0 0 0 0 3 4 3 0 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
CSDC2_HUMAN Q9Y534 CSDC2 (PIPPIN)Cold shock domain-containing protein C2 OS=Homo sapiens GN=CSDC2 PE=2 SV=116767.1 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 Matchup
RAB18_HUMAN Q9NP72 RAB18 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=122959.5 1 0 2 0 0 0 0 3 1 0 3 0 0 0 0 4 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
HDGR3_HUMAN Q9Y3E1 HDGFRP3 (HDGF2) (CGI-142)Hepatoma-derived growth factor-related protein 3 OS=Homo sapiens GN=HDGFRP3 PE=1 SV=122602.5 1 1 1 0 0 0 0 3 1 1 1 0 0 0 0 3 Growth factor mRNA transcription;Ligand-mediated signaling;Cell proliferation and differentiation0 Matchup
AAKB2_HUMAN O43741 PRKAB2 5'-AMP-activated protein kinase subunit beta-2 OS=Homo sapiens GN=PRKAB2 PE=1 SV=130284.6 4 0 1 0 0 0 0 5 5 0 1 0 0 0 0 6 Kinase modulator Gluconeogenesis;Cholesterol metabolism;Protein phosphorylation;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
SPA12_HUMAN Q8IW75 SERPINA12 Serpin A12 OS=Homo sapiens GN=SERPINA12 PE=2 SV=1 47159.8 0 0 0 1 2 0 0 3 0 0 0 1 3 0 0 4 Serine protease inhibitorProteolysis 0 High Quality
NPS3B_HUMAN Q9BS92 NIPSNAP3B (NIPSNAP3)Protein NipSnap homolog 3B OS=Homo sapiens GN=NIPSNAP3B PE=2 SV=128295.6 1 1 3 0 0 0 0 5 3 1 6 0 0 0 0 10 Membrane traffic proteinGeneral vesicle transport0 High Quality
RTC1_HUMAN O00442 RTCD1 (RPC) (RPC1) (RTC1)RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCD1 PE=1 SV=139319.5 3 0 6 0 0 0 0 9 6 0 12 0 0 0 0 18 Other RNA-binding protein;CyclasemRNA splicing 0 High Quality
FUBP1_HUMAN Q96AE4 FUBP1 Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=367542.6 3 4 1 0 0 0 0 8 3 5 1 0 0 0 0 9 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
PGTA_HUMAN Q92696 RABGGTA Geranylgeranyl transferase type-2 subunit alpha OS=Homo sapiens GN=RABGGTA PE=1 SV=265054.7 5 0 6 0 0 0 0 11 5 0 7 0 0 0 0 12 Transferase Protein modification 0 High Quality
KRT83_HUMAN P78385 KRT83 (KRTHB3)Keratin type II cuticular Hb3 OS=Homo sapiens GN=KRT83 PE=1 SV=154195.9 16 0 0 0 0 0 0 16 20 0 0 0 0 0 0 20 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
NB5R3_HUMAN P00387 CYB5R3 (DIA1)NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=334218.3 5 0 0 0 0 0 0 5 12 0 0 0 0 0 0 12 Reductase Fatty acid desaturation;Cholesterol metabolism;Other pathways of electron transport0 High Quality
CHMP5_HUMAN Q9NZZ3 CHMP5 (C9orf83) (SNF7DC2) (CGI-34) (HSPC177) (PNAS-2) (PNAS-114)Charged multivesicular body protein 5 OS=Homo sapiens GN=CHMP5 PE=1 SV=124553.8 2 0 2 0 0 0 0 4 3 0 3 0 0 0 0 6 Other transfer/carrier proteinIntracellular protein traffic0 High Quality
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GABT_HUMAN P80404 ABAT (GABAT)4-aminobutyrate aminotransferase, mitochondrial OS=Homo sapiens GN=ABAT PE=1 SV=356422.8 9 0 2 0 0 0 0 11 15 0 3 0 0 0 0 18 Transaminase Amino acid metabolismAminobutyrate degradation->4-aminobutyrate aminotransferase;;Gamma-aminobutyric acid synthesis->GABA-T;;Pyrimidine Metabolism->Aminotransferase;;;;High Quality
HPCA_HUMAN P84074 HPCA (BDR2) Neuron-specific calcium-binding protein hippocalcin OS=Homo sapiens GN=HPCA PE=1 SV=222296.2 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Voltage-gated calcium channelCation transport;Neurotransmitter release;Muscle contractionMetabotropic glutamate receptor group III pathway->Calcium Channel;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Calcium ion channel;;Thyrotropin-releasing hormone receptor signaling pathway->Ca2+ channel;;Endogenous_Matchup
SH3G1_HUMAN Q99961 SH3GL1 (CNSA1) (SH3D2B)Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=1 41473.2 0 1 3 0 0 0 0 4 0 1 9 0 0 0 0 10 Molecular function unclassifiedSynaptic transmission 0 High Quality
SCOC_HUMAN Q9UIL1 SCOC (SCOCO) (HRIHFB2072)Short coiled-coil protein OS=Homo sapiens GN=SCOC PE=1 SV=218027.6 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
EPN1_HUMAN Q9Y6I3 EPN1 Epsin-1 OS=Homo sapiens GN=EPN1 PE=1 SV=1 57558.1 1 2 4 0 0 0 0 7 1 2 6 0 0 0 0 9 Other membrane traffic proteinIntracellular signaling cascade;Receptor mediated endocytosis0 High Quality
KPCA_HUMAN P17252 PRKCA (PKCA) (PRKACA)Protein kinase C alpha type OS=Homo sapiens GN=PRKCA PE=1 SV=376747.3 0 1 2 0 0 0 0 3 0 1 4 0 0 0 0 5 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatHigh Quality
MYCBP_HUMAN Q99417 MYCBP (AMY1)C-Myc-binding protein OS=Homo sapiens GN=MYCBP PE=1 SV=311949.2 1 2 0 0 0 0 0 3 1 3 0 0 0 0 0 4 Transcription cofactor mRNA transcription regulationPDGF signaling pathway->c-Myc;;High Quality
PRPS1_HUMAN P60891 PRPS1 Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=234816.7 4 0 3 0 0 0 0 7 5 0 6 0 0 0 0 11 Molecular function unclassifiedBiological process unclassified0 High Quality
FA96B_HUMAN Q9Y3D0 FAM96B (CGI-128) (HSPC118)UPF0195 protein FAM96B OS=Homo sapiens GN=FAM96B PE=1 SV=117644.7 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
CCD58_HUMAN Q4VC31 CCDC58 Coiled-coil domain-containing protein 58 OS=Homo sapiens GN=CCDC58 PE=1 SV=116602 0 0 3 0 0 0 0 3 0 0 9 0 0 0 0 9 Molecular function unclassifiedBiological process unclassified0 High Quality
TXND5_HUMAN Q8NBS9 TXNDC5 (TLP46) (UNQ364/PRO700)Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=247611.1 1 0 5 0 0 0 0 6 1 0 7 0 0 0 0 8 Other isomerase Protein disulfide-isomerase reaction0 High Quality
UGDH_HUMAN O60701 UGDH UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=155007.3 4 0 1 0 0 0 0 5 4 0 1 0 0 0 0 5 Dehydrogenase Other polysaccharide metabolism;Lipid metabolism;Electron transportMannose metabolism->GDP Mannose 6-dehydrogenase;;High Quality
LAGE3_HUMAN Q14657 LAGE3 (DXS9879E) (ESO3) (ITBA2)L antigen family member 3 OS=Homo sapiens GN=LAGE3 PE=1 SV=214785.7 1 0 2 0 0 0 0 3 3 0 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
PFD3_HUMAN P61758 VBP1 (PFDN3) Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=3 22640.8 2 0 2 0 0 0 0 4 3 0 3 0 0 0 0 6 Chaperone Protein folding;Protein complex assembly0 High Quality
STX7_HUMAN O15400 STX7 Syntaxin-7 OS=Homo sapiens GN=STX7 PE=1 SV=4 29797.6 0 2 1 0 0 0 0 3 0 2 1 0 0 0 0 3 SNARE protein Endocytosis Parkinson disease->Syntaxin;;Adrenaline and noradrenaline biosynthesis->N-ethylmaleimide-sensitive factor attachment protein receptor;;;High Quality
WDR61_HUMAN Q9GZS3 WDR61 WD repeat-containing protein 61 OS=Homo sapiens GN=WDR61 PE=1 SV=133562.8 2 0 1 0 0 0 0 3 3 0 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
SRA1_HUMAN Q9HD15 SRA1 (PP7684)Steroid receptor RNA activator 1 OS=Homo sapiens GN=SRA1 PE=1 SV=125654.6 1 2 0 0 0 0 0 3 2 3 0 0 0 0 0 5 Vesicle coat protein Exocytosis;General vesicle transport0 High Quality
SCO1_HUMAN O75880 SCO1 (SCOD1) SCO1 protein homolog, mitochondrial OS=Homo sapiens GN=SCO1 PE=1 SV=133797.2 2 0 1 0 0 0 0 3 2 0 4 0 0 0 0 6 Oxidase Protein complex assembly;Cation transport0 High Quality
RS5_HUMAN P46782 RPS5 40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=422859 2 1 1 0 0 0 0 4 3 1 1 0 0 0 0 5 Ribosomal protein Protein biosynthesis 0 High Quality
MAT2B_HUMAN Q9NZL9 MAT2B (TGR) (MSTP045) (Nbla02999) (UNQ2435/PRO4995)Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=137533.6 5 1 2 0 0 0 0 8 6 1 2 0 0 0 0 9 Dehydrogenase;ReductaseCarbohydrate metabolismO-antigen biosynthesis->dTDP-4-dehydrorhamnose reductase;;High Quality
TIF1B_HUMAN Q13263 TRIM28 (KAP1) (RNF96) (TIF1B)Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=588531 8 0 4 0 0 0 0 12 9 0 12 0 0 0 0 21 Transcription cofactor;Nucleic acid bindingmRNA transcription;Chromatin packaging and remodeling0 High Quality
CB064_HUMAN Q86WW8 C2orf64 Uncharacterized protein C2orf64 OS=Homo sapiens GN=C2orf64 PE=1 SV=18357.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
SPT20_HUMAN Q8TB22 SPATA20 Spermatogenesis-associated protein 20 OS=Homo sapiens GN=SPATA20 PE=1 SV=287909.5 12 0 3 0 0 0 0 15 19 0 4 0 0 0 0 23 Molecular function unclassifiedBiological process unclassified0 High Quality
SPS1_HUMAN P49903 SEPHS1 (SELD) (SPS) (SPS1)Selenide, water dikinase 1 OS=Homo sapiens GN=SEPHS1 PE=1 SV=242892.5 0 1 2 0 0 0 0 3 0 2 3 0 0 0 0 5 Other transferase Amino acid biosynthesis0 High Quality
K2C6A_HUMAN P02538 KRT6A (K6A) (KRT6D)Keratin, type II cytoskeletal 6A OS=Homo sapiens GN=KRT6A PE=1 SV=360028.4 29 1 0 0 0 0 0 30 192 8 0 0 0 0 0 200 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
ACTB_HUMAN P60709 ACTB Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141719.8 0 0 10 0 0 0 0 10 0 0 45 0 0 0 0 45 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
RT17_HUMAN Q9Y2R5 MRPS17 (RPMS17) (HSPC011)28S ribosomal protein S17, mitochondrial OS=Homo sapiens GN=MRPS17 PE=1 SV=114484 1 0 1 0 0 0 0 2 2 0 1 0 0 0 0 3 Mitochondrial carrier proteinSmall molecule transport0 Matchup
SC22B_HUMAN O75396 SEC22B (SEC22L1)Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=324723.4 0 0 2 0 0 0 0 2 0 0 6 0 0 0 0 6 SNARE protein Exocytosis 0 High Quality
PTER_HUMAN Q96BW5 PTER Phosphotriesterase-related protein OS=Homo sapiens GN=PTER PE=1 SV=139000.9 4 0 7 0 0 0 0 11 6 0 9 0 0 0 0 15 Other hydrolase Biological process unclassified0 High Quality
CDSN_HUMAN Q15517 CDSN Corneodesmosin OS=Homo sapiens GN=CDSN PE=1 SV=2 51476.9 0 0 0 2 0 0 0 2 0 0 0 8 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
PP1R7_HUMAN Q15435 PPP1R7 (SDS22)Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=141548.3 8 0 3 0 0 0 0 11 9 0 5 0 0 0 0 14 Phosphatase modulatorCell cycle control;Mitosis0 High Quality
RLA0_HUMAN P05388 RPLP0 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=134256.3 6 0 2 0 0 0 0 8 7 0 3 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
TS101_HUMAN Q99816 TSG101 Tumor susceptibility gene 101 protein OS=Homo sapiens GN=TSG101 PE=1 SV=243928 6 2 0 0 0 0 0 8 6 2 0 0 0 0 0 8 Ubiquitin-protein ligaseNon-vertebrate process 0 High Quality
CS062_HUMAN Q9NWV8 MERIT40 Uncharacterized protein C19orf62 OS=Homo sapiens GN=C19orf62 PE=1 SV=136541.7 0 1 4 0 0 0 0 5 0 1 5 0 0 0 0 6 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
CH082_HUMAN Q6P1X6 C8orf82 UPF0598 protein C8orf82 OS=Homo sapiens GN=C8orf82 PE=2 SV=223872.1 1 0 3 0 0 0 0 4 1 0 4 0 0 0 0 5 Complement componentImmunity and defense 0 High Quality
K2C4_HUMAN P19013 KRT4 (CYK4) Keratin, type II cytoskeletal 4 OS=Homo sapiens GN=KRT4 PE=1 SV=457268.1 20 0 0 0 0 0 0 20 30 0 0 0 0 0 0 30 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
SYHC_HUMAN P12081 HARS (HRS) Histidyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=257394.4 12 1 0 0 0 0 0 13 19 1 0 0 0 0 0 20 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
RAYL_HUMAN Q9BW83 RABL4 (RAYL) Putative GTP-binding protein RAY-like OS=Homo sapiens GN=RABL4 PE=2 SV=120462.5 3 1 1 0 0 0 0 5 3 1 1 0 0 0 0 5 Small GTPase Intracellular signaling cascade;Regulated exocytosis;Endocytosis0 High Quality
EHD3_HUMAN Q9NZN3 EHD3 (EHD2) (PAST3)EH domain-containing protein 3 OS=Homo sapiens GN=EHD3 PE=1 SV=161880.7 5 0 9 0 0 0 0 14 7 0 13 0 0 0 0 20 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
NPS3A_HUMAN Q9UFN0 NIPSNAP3A (NIPSNAP4) (HSPC299)Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=228448.9 0 0 5 0 0 0 0 5 0 0 11 0 0 0 0 11 Membrane traffic proteinGeneral vesicle transport0 High Quality
NDUS8_HUMAN O00217 NDUFS8 NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial OS=Homo sapiens GN=NDUFS8 PE=1 SV=123687.9 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
TATD1_HUMAN Q6P1N9 TATDN1 (CDA11)Putative deoxyribonuclease TATDN1 OS=Homo sapiens GN=TATDN1 PE=2 SV=233584.9 7 0 2 0 0 0 0 9 8 0 2 0 0 0 0 10 Nuclease DNA degradation 0 High Quality
RPIA_HUMAN P49247 RPIA (RPI) Ribose-5-phosphate isomerase OS=Homo sapiens GN=RPIA PE=1 SV=333251 4 0 3 0 0 0 0 7 4 0 6 0 0 0 0 10 Epimerase/racemase Pentose-phosphate shunt0 High Quality
QKI_HUMAN Q96PU8 QKI (HKQ) Protein quaking OS=Homo sapiens GN=QKI PE=1 SV=1 37653.7 0 2 1 0 0 0 0 3 0 3 2 0 0 0 0 5 Other RNA-binding proteinBiological process unclassified0 High Quality
CRP_HUMAN P02741 CRP (PTX1) C-reactive protein OS=Homo sapiens GN=CRP PE=1 SV=1 25021 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Antibacterial response protein;Other defense and immunity proteinOther immune and defense;Stress response;Cytokine/chemokine mediated immunity0 High Quality
PRPK_HUMAN Q96S44 TP53RK (C20orf64) (PRPK)TP53-regulating kinase OS=Homo sapiens GN=TP53RK PE=1 SV=228143.2 5 0 1 0 0 0 0 6 5 0 5 0 0 0 0 10 Metalloprotease Proteolysis 0 High Quality
APRV1_HUMAN Q53RT3 ASPRV1 (SASP)Retroviral-like aspartic protease 1 OS=Homo sapiens GN=ASPRV1 PE=1 SV=136973.4 0 0 0 2 2 0 0 4 0 0 0 4 2 0 0 6 Other transporter;Nucleotide phosphataseIon transport;Detoxification0 High Quality
HEM6_HUMAN P36551 CPOX (CPO) (CPX)Coproporphyrinogen III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=350133.9 6 0 1 0 0 0 0 7 7 0 2 0 0 0 0 9 Oxidase Coenzyme metabolism;Porphyrin metabolismHeme biosynthesis->Coproporphyrinogen Oxidase (oxygen dependent);;High Quality
ARSB_HUMAN P15848 ARSB Arylsulfatase B OS=Homo sapiens GN=ARSB PE=1 SV=1 59671.1 2 1 1 0 0 0 0 4 3 1 2 0 0 0 0 6 Other hydrolase Phospholipid metabolism;Sulfur metabolism0 High Quality
HNRPM_HUMAN P52272 HNRNPM (HNRPM) (NAGR1)Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=377499.3 0 1 3 0 0 0 0 4 0 1 6 0 0 0 0 7 Ribonucleoprotein Pre-mRNA processing 0 High Quality
K2C6C_HUMAN P48668 KRT6C (KRT6E)Keratin, type II cytoskeletal 6C OS=Homo sapiens GN=KRT6C PE=1 SV=360008.7 3 6 0 0 0 0 0 9 10 58 0 0 0 0 0 68 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
OFUT1_HUMAN Q9H488 POFUT1 (FUT12) (KIAA0180)GDP-fucose protein O-fucosyltransferase 1 OS=Homo sapiens GN=POFUT1 PE=1 SV=143938.2 2 0 2 0 0 0 0 4 5 0 3 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
COPB_HUMAN P53618 COPB1 (COPB) (MSTP026)Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3107128 10 0 2 0 0 0 0 12 16 0 5 0 0 0 0 21 Vesicle coat protein Constitutive exocytosis 0 High Quality
TNPO1_HUMAN Q92973 TNPO1 (KPNB2) (MIP1) (TRN)Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=1 101295.6 10 0 2 0 0 0 0 12 13 0 2 0 0 0 0 15 Transfer/carrier proteinNuclear transport;Protein targeting;Transport0 High Quality
CSN6_HUMAN Q7L5N1 COPS6 (CSN6) (HVIP)COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=136145.4 2 0 0 0 0 0 0 2 4 0 0 0 0 0 0 4 Molecular function unclassifiedCell cycle control 0 High Quality
MYPT2_HUMAN O60237 PPP1R12B (MYPT2)Protein phosphatase 1 regulatory subunit 12B OS=Homo sapiens GN=PPP1R12B PE=1 SV=2110387.7 4 6 5 0 0 0 0 15 4 7 7 0 0 0 0 18 Phosphatase modulatorProtein phosphorylation0 High Quality
PUR4_HUMAN O15067 PFAS (KIAA0361)Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=2144645.6 5 3 4 0 0 0 0 12 9 3 4 0 0 0 0 16 Synthase;Other ligase Purine metabolismDe novo purine biosynthesis->Phosphoribosylformylglycinamide  synthase;;High Quality
SC23A_HUMAN Q15436 SEC23A Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=286144.6 8 0 4 0 0 0 0 12 16 0 6 0 0 0 0 22 Other G-protein modulatorG-protein mediated signaling;Exocytosis;General vesicle transport0 High Quality
CHRD1_HUMAN Q9UHD1 CHORDC1 (CHP1)Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=237471.7 2 0 3 0 0 0 0 5 2 0 5 0 0 0 0 7 Other signaling moleculeGametogenesis 0 High Quality
NDUS7_HUMAN O75251 NDUFS7 NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial OS=Homo sapiens GN=NDUFS7 PE=1 SV=323545.5 3 0 1 0 0 0 0 4 6 0 1 0 0 0 0 7 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
MAVS_HUMAN Q7Z434 MAVS (IPS1) (KIAA1271) (VISA)Mitochondrial antiviral-signaling protein OS=Homo sapiens GN=MAVS PE=1 SV=256509.9 0 1 4 0 0 0 0 5 0 1 6 0 0 0 0 7 Dehydrogenase;ReductaseCarbohydrate metabolismO-antigen biosynthesis->dTDP-4-dehydrorhamnose reductase;;High Quality
VATG2_HUMAN O95670 ATP6V1G2 (V-type proton ATPase subunit G 2) Vacuolar proton pump subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=313585.8 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
RM43_HUMAN Q8N983 MRPL43 39S ribosomal protein L43, mitochondrial OS=Homo sapiens GN=MRPL43 PE=1 SV=123412.5 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
RL10_HUMAN P27635 RPL10 (DXS648E) (QM)60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=424586.6 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 2 Ribosomal protein Protein biosynthesis 0 High Quality
RFA3_HUMAN P35244 RPA3 (REPA3) (RPA14)Replication protein A 14 kDa subunit OS=Homo sapiens GN=RPA3 PE=1 SV=113551 1 0 2 0 0 0 0 3 1 0 3 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
HYI_HUMAN Q5T013 HYI (SB156) (HT036)Putative hydroxypyruvate isomerase OS=Homo sapiens GN=HYI PE=2 SV=230387.9 4 0 2 0 0 0 0 6 6 0 2 0 0 0 0 8 Double-stranded DNA binding protein;Other isomeraseDNA repair 0 High Quality
UBE2K_HUMAN P61086 UBE2K (HIP2) (LIG)Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=322389.1 2 1 1 0 0 0 0 4 3 1 1 0 0 0 0 5 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;;High Quality
PGAM5_HUMAN Q96HS1 PGAM5 Phosphoglycerate mutase family member 5 OS=Homo sapiens GN=PGAM5 PE=1 SV=231987.2 4 0 1 0 0 0 0 5 4 0 1 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
OSTF1_HUMAN Q92882 OSTF1 Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=223769.7 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
TBB2A_HUMAN Q13885 TUBB2A (TUBB2)Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=149889.1 4 2 4 0 0 0 0 10 9 4 6 0 0 0 0 19 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
GAMT_HUMAN Q14353 GAMT Guanidinoacetate N-methyltransferase OS=Homo sapiens GN=GAMT PE=1 SV=126300.6 1 0 3 0 0 0 0 4 2 0 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
CHM2B_HUMAN Q9UQN3 CHMP2B (CGI-84)Charged multivesicular body protein 2b OS=Homo sapiens GN=CHMP2B PE=1 SV=123889.2 1 2 0 0 0 0 0 3 1 3 0 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
KANK3_HUMAN Q6NY19 KANK3 (ANKRD47)KN motif and ankyrin repeat domain-containing protein 3 OS=Homo sapiens GN=KANK3 PE=2 SV=188408 3 2 0 0 0 0 0 5 3 2 0 0 0 0 0 5 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;High Quality
AN32B_HUMAN Q92688 ANP32B (APRIL) (PHAPI2)Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=128770.6 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Phosphatase inhibitor Biological process unclassified0 High Quality
DC1I1_HUMAN O14576 DYNC1I1 (DNCI1) (DNCIC1)Cytoplasmic dynein 1 intermediate chain 1 OS=Homo sapiens GN=DYNC1I1 PE=2 SV=272935.9 0 3 1 0 0 0 0 4 0 4 1 0 0 0 0 5 Microtubule family cytoskeletal proteinRNA localization;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
COPD_HUMAN P48444 ARCN1 (COPD)Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=2 SV=157193.2 6 0 5 0 0 0 0 11 10 0 5 0 0 0 0 15 Vesicle coat protein Constitutive exocytosis 0 High Quality
SYDM_HUMAN Q6PI48 DARS2 Aspartyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=DARS2 PE=1 SV=173547 8 0 4 0 0 0 0 12 10 0 5 0 0 0 0 15 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
MSRA_HUMAN Q9UJ68 MSRA Peptide methionine sulfoxide reductase OS=Homo sapiens GN=MSRA PE=2 SV=126113.8 1 0 2 0 0 0 0 3 2 0 5 0 0 0 0 7 Reductase Protein modification;Stress response0 High Quality
ARMC1_HUMAN Q9NVT9 ARMC1 (ARCP)Armadillo repeat-containing protein 1 OS=Homo sapiens GN=ARMC1 PE=1 SV=131263 1 0 4 0 0 0 0 5 1 0 7 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
DPP3_HUMAN Q9NY33 DPP3 Dipeptidyl-peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=282573.6 11 1 2 0 0 0 0 14 15 1 2 0 0 0 0 18 Metalloprotease Proteolysis 0 High Quality
DEF1_HUMAN P59665 DEFA1 (DEF1) (DEFA2) (MRS)Neutrophil defensin 1 OS=Homo sapiens GN=DEFA1 PE=1 SV=110227.1 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
CISD1_HUMAN Q9NZ45 CISD1 (C10orf70) (ZCD1) (MDS029)CDGSH iron sulfur domain-containing protein 1 OS=Homo sapiens GN=CISD1 PE=1 SV=112181.3 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Other RNA-binding proteinmRNA splicing;Cell proliferation and differentiation0 High Quality
IF4A1_HUMAN P60842 EIF4A1 (DDX2A) (EIF4A)Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=146137.3 4 1 1 0 0 0 0 6 10 2 2 0 0 0 0 14 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
HDDC3_HUMAN Q8N4P3 HDDC3 HD domain-containing protein 3 OS=Homo sapiens GN=HDDC3 PE=2 SV=320311 2 2 0 0 0 0 0 4 3 2 0 0 0 0 0 5 Pyrophosphatase Biological process unclassified0 High Quality
IGHG3_HUMAN P01860 IGHG3 Ig gamma-3 chain C region OS=Homo sapiens GN=IGHG3 PE=1 SV=241267.9 2 0 3 0 0 0 0 5 2 0 8 0 0 0 0 10 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
SERA_HUMAN O43175 PHGDH (PGDH3)D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=456632.6 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Molecular function unclassifiedDNA replication;DNA replication;Cell cycle control;Cell proliferation and differentiation0 High Quality
KV118_HUMAN P01610 n.o Ig kappa chain V-I region WEA OS=Homo sapiens PE=1 SV=1 11822.4 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
TATD3_HUMAN Q17R31 TATDN3 Putative deoxyribonuclease TATDN3 OS=Homo sapiens GN=TATDN3 PE=2 SV=130315.2 1 0 3 0 0 0 0 4 1 0 3 0 0 0 0 4 Nuclease DNA degradation 0 High Quality
KHDR1_HUMAN Q07666 KHDRBS1 (SAM68)KH domain-containing, RNA-binding, signal transduction-associated protein 1 OS=Homo sapiens GN=KHDRBS1 PE=1 SV=148210.2 0 1 1 0 0 0 0 2 0 3 3 0 0 0 0 6 Other RNA-binding proteinSpermatogenesis and motility;Cell proliferation and differentiation0 Matchup
NONO_HUMAN Q15233 NONO (NRB54)Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=454213.6 0 0 5 0 0 0 0 5 0 0 19 0 0 0 0 19 mRNA splicing factor mRNA splicing 0 High Quality
JMJD7_HUMAN P0C870 JMJD7 JmjC domain-containing protein 7 OS=Homo sapiens GN=JMJD7 PE=2 SV=135914.2 0 1 3 0 0 0 0 4 0 1 3 0 0 0 0 4 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
THRB_HUMAN P00734 F2 Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=2 70018.8 2 0 7 0 0 0 0 9 5 0 9 0 0 0 0 14 Serine protease Proteolysis;Blood clottingBlood coagulation->Thrombin;;Blood coagulation->Prothrombin;;;High Quality
CYTC_HUMAN P01034 CST3 Cystatin-C OS=Homo sapiens GN=CST3 PE=1 SV=1 15781.2 3 0 0 0 0 0 0 3 7 0 0 0 0 0 0 7 Cysteine protease inhibitorProteolysis 0 High Quality
NUD19_HUMAN A8MXV4 NUDT19 Nucleoside diphosphate-linked moiety X motif 19, mitochondrial OS=Homo sapiens GN=NUDT19 PE=2 SV=142216.4 2 0 3 0 0 0 0 5 2 0 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
SYUA_HUMAN P37840 SNCA (NACP) (PARK1)Alpha-synuclein OS=Homo sapiens GN=SNCA PE=1 SV=1 14441.3 1 0 2 0 0 0 0 3 1 0 3 0 0 0 0 4 Other chaperones;Other membrane traffic proteinRegulated exocytosis;Neurotransmitter releaseParkinson disease->alpha-Synuclein;;High Quality
PDE3A_HUMAN Q14432 PDE3A cGMP-inhibited 3',5'-cyclic phosphodiesterase A OS=Homo sapiens GN=PDE3A PE=1 SV=3124964.1 4 1 6 0 0 0 0 11 7 1 11 0 0 0 0 19 Phosphodiesterase Metabolism of cyclic nucleotides0 High Quality
PSD10_HUMAN O75832 PSMD10 26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=124410.2 1 0 4 0 0 0 0 5 2 0 6 0 0 0 0 8 Select regulatory moleculeProteolysis 0 High Quality
UCHL5_HUMAN Q9Y5K5 UCHL5 (UCH37) (AD-019) (CGI-70)Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=337589.4 3 0 5 0 0 0 0 8 3 0 5 0 0 0 0 8 Cysteine protease Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
NHERF_HUMAN O14745 SLC9A3R1 Ezrin-radixin-moesin-binding phosphoprotein 50 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=438850.3 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
PSMD3_HUMAN O43242 PSMD3 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=260961.6 7 0 3 0 0 0 0 10 9 0 4 0 0 0 0 13 Other enzyme activatorProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
KLC4_HUMAN Q9NSK0 KLC4 (KNSL8) Kinesin light chain 4 OS=Homo sapiens GN=KLC4 PE=1 SV=3 68622.1 0 1 4 0 0 0 0 5 0 1 5 0 0 0 0 6 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
NUD15_HUMAN Q9NV35 NUDT15 Probable 7,8-dihydro-8-oxoguanine triphosphatase NUDT15 OS=Homo sapiens GN=NUDT15 PE=2 SV=118590.3 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Phosphorylase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism0 High Quality
CRYL1_HUMAN Q9Y2S2 CRYL1 (CRY) Lambda-crystallin homolog OS=Homo sapiens GN=CRYL1 PE=2 SV=335401.3 7 0 0 0 0 0 0 7 12 0 0 0 0 0 0 12 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
KCC2A_HUMAN Q9UQM7 CAMK2A (CAMKA) (KIAA0968)Calcium/calmodulin-dependent protein kinase type II alpha chain OS=Homo sapiens GN=CAMK2A PE=1 SV=154012.6 0 0 0 0 0 0 2 2 0 0 0 0 0 0 3 3 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
USMG5_HUMAN Q96IX5 USMG5 (HCVFTP2) (PD04912)Up-regulated during skeletal muscle growth protein 5 OS=Homo sapiens GN=USMG5 PE=2 SV=16440 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
DEOC_HUMAN Q9Y315 DERA (CGI-26)Putative deoxyribose-phosphate aldolase OS=Homo sapiens GN=DERA PE=1 SV=235213.8 5 0 0 0 0 0 0 5 5 0 0 0 0 0 0 5 Aldolase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
GMFB_HUMAN P60983 GMFB Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=216695.6 3 0 0 0 0 0 0 3 5 0 0 0 0 0 0 5 Signaling molecule;Kinase modulatorNeurogenesis 0 High Quality
NP1L1_HUMAN P55209 NAP1L1 (NRP) Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=145357 1 0 2 0 0 0 0 3 2 0 10 0 0 0 0 12 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
GNPI2_HUMAN Q8TDQ7 GNPDA2 Glucosamine-6-phosphate isomerase 2 OS=Homo sapiens GN=GNPDA2 PE=1 SV=131067.7 3 0 2 0 0 0 0 5 4 0 2 0 0 0 0 6 Hydrolase;Other isomeraseMonosaccharide metabolismN-acetylglucosamine metabolism->Glucosamine-6-phosphate deaminase;;High Quality
NIF3L_HUMAN Q9GZT8 NIF3L1 (ALS2CR1) (MDS015) (My018)NIF3-like protein 1 OS=Homo sapiens GN=NIF3L1 PE=1 SV=2 41950.6 3 0 2 0 0 0 0 5 3 0 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
RRBP1_HUMAN Q9P2E9 RRBP1 (KIAA1398)Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4152452.5 5 5 4 0 0 0 0 14 10 7 6 0 0 0 0 23 Other receptor;Extracellular matrixProtein targeting and localization;Cell structure and motility0 High Quality
CO4B_HUMAN P0C0L5 C4B (CO4) (CPAMD3)Complement C4-B OS=Homo sapiens GN=C4B PE=1 SV=1 192776.8 0 0 22 0 0 0 0 22 0 0 40 0 0 0 0 40 Molecular function unclassifiedBiological process unclassified0 High Quality
F10A4_HUMAN Q8IZP2 FAM10A4 (Protein FAM10A4) Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=227389.5 0 0 0 0 0 2 0 2 0 0 0 0 0 2 0 2 Chaperone Protein folding 0 High Quality
DDB1_HUMAN Q16531 DDB1 (XAP1) DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1126952.2 3 2 3 0 0 0 0 8 10 2 7 0 0 0 0 19 Damaged DNA-binding proteinDNA repair 0 High Quality
THOC4_HUMAN Q86V81 THOC4 (ALY) (BEF)THO complex subunit 4 OS=Homo sapiens GN=THOC4 PE=1 SV=326870.7 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Other RNA-binding proteinmRNA transcription;Nucleoside, nucleotide and nucleic acid transport;Transport0 Matchup
ARCH_HUMAN Q8IWT0 ZBTB8OS (ARCH)Protein archease OS=Homo sapiens GN=ZBTB8OS PE=2 SV=219472.8 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
PPTC7_HUMAN Q8NI37 PPTC7 (TAPP2C)Protein phosphatase PTC7 homolog OS=Homo sapiens GN=PPTC7 PE=2 SV=132628 4 0 2 0 0 0 0 6 4 0 3 0 0 0 0 7 Protein phosphatase Protein phosphorylation0 High Quality
IRGQ_HUMAN Q8WZA9 IRGQ (IRGQ1) (FKSG27)Immunity-related GTPase family Q protein OS=Homo sapiens GN=IRGQ PE=1 SV=162700.5 0 1 2 0 0 0 0 3 0 1 3 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
PRAF3_HUMAN O75915 ARL6IP5 (DERP11) (JWA) (PRA2) (PRAF3) (HSPC127)PRA1 family protein 3 OS=Homo sapiens GN=ARL6IP5 PE=1 SV=121597.6 2 0 1 0 0 0 0 3 4 0 2 0 0 0 0 6 Amino acid transporterAmino acid transport;Transport0 High Quality
HTRA2_HUMAN O43464 HTRA2 (OMI) (PRSS25)Serine protease HTRA2, mitochondrial OS=Homo sapiens GN=HTRA2 PE=1 SV=248822.9 4 1 3 0 0 0 0 8 4 1 4 0 0 0 0 9 Serine protease Proteolysis;Intracellular signaling cascade;Cell communication;Apoptosis;Developmental processes;Cell proliferation and differentiation0 High Quality
NUDT6_HUMAN P53370 NUDT6 (FGF2AS)Nucleoside diphosphate-linked moiety X motif 6 OS=Homo sapiens GN=NUDT6 PE=1 SV=235661.6 8 0 1 0 0 0 0 9 9 0 1 0 0 0 0 10 Nucleotide phosphatasePre-mRNA processing;Cell proliferation and differentiation0 High Quality
CRNN_HUMAN Q9UBG3 CRNN (C1orf10) (DRC1) (PDRC1) (SEP53)Cornulin OS=Homo sapiens GN=CRNN PE=1 SV=1 53512 4 1 0 0 0 0 0 5 4 1 0 0 0 0 0 5 Calmodulin related proteinMacrophage-mediated immunity;Cell motility0 High Quality
HPRT_HUMAN P00492 HPRT1 (HPRT) Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=224562.2 0 0 8 0 0 0 0 8 0 0 10 0 0 0 0 10 Glycosyltransferase Purine metabolismXanthine and guanine salvage pathway->Guanine phosphoribosyltransferase;;Adenine and hypoxanthine salvage pathway->Hypoxanthine phosphoribosyl transferase;;Xanthine and guanine salvage pathway->Xanthine phosphoribosyltransferase;;;;High Quality
RM49_HUMAN Q13405 MRPL49 (C11orf4) (NOF1) (OK/SW-cl.67)39S ribosomal protein L49, mitochondrial OS=Homo sapiens GN=MRPL49 PE=2 SV=119180.3 0 2 0 0 0 0 0 2 0 2 0 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 High Quality
CHDH_HUMAN Q8NE62 CHDH Choline dehydrogenase, mitochondrial OS=Homo sapiens GN=CHDH PE=2 SV=165383.4 1 1 2 0 0 0 0 4 1 1 3 0 0 0 0 5 Dehydrogenase Other metabolism 0 High Quality
HUTH_HUMAN P42357 HAL (HIS) Histidine ammonia-lyase OS=Homo sapiens GN=HAL PE=1 SV=172680.8 0 0 0 1 2 0 0 3 0 0 0 1 3 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
RBSK_HUMAN Q9H477 RBKS (RBSK) Ribokinase OS=Homo sapiens GN=RBKS PE=1 SV=1 34125 3 0 1 0 0 0 0 4 4 0 1 0 0 0 0 5 Nucleotide kinase Carbohydrate metabolism0 High Quality
PLPP_HUMAN Q96GD0 PDXP (PLP) (PLPP)Pyridoxal phosphate phosphatase OS=Homo sapiens GN=PDXP PE=1 SV=231680.8 6 0 0 0 0 0 0 6 7 0 0 0 0 0 0 7 Other phosphatase Coenzyme and prosthetic group metabolism0 High Quality
MVP_HUMAN Q14764 MVP (LRP) Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=4 99308 8 1 3 0 0 0 0 12 12 1 3 0 0 0 0 16 Ribonucleoprotein Biological process unclassified0 High Quality
CHSP1_HUMAN Q9Y2V2 CARHSP1 Calcium-regulated heat stable protein 1 OS=Homo sapiens GN=CARHSP1 PE=1 SV=215873.6 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 High Quality
ITIH2_HUMAN P19823 ITIH2 (IGHEP2)Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=1106420.5 9 0 3 0 0 0 0 12 20 0 5 0 0 0 0 25 Serine protease inhibitorProteolysis 0 High Quality
TTC1_HUMAN Q99614 TTC1 (TPR1) Tetratricopeptide repeat protein 1 OS=Homo sapiens GN=TTC1 PE=1 SV=133509 1 1 1 0 0 0 0 3 1 1 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
BIRC6_HUMAN Q9NR09 BIRC6 (KIAA1289)Baculoviral IAP repeat-containing protein 6 OS=Homo sapiens GN=BIRC6 PE=1 SV=1527591.8 0 0 1 0 0 1 0 2 0 0 2 0 0 1 0 3 Protease inhibitor Inhibition of apoptosis 0 Matchup
DGUOK_HUMAN Q16854 DGUOK (DGK) Deoxyguanosine kinase, mitochondrial OS=Homo sapiens GN=DGUOK PE=1 SV=232038.6 1 0 3 0 0 0 0 4 1 0 4 0 0 0 0 5 Nucleotide kinase Purine metabolism 0 High Quality
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KCMF1_HUMAN Q9P0J7 KCMF1 (FIGC) (ZZZ1)E3 ubiquitin-protein ligase KCMF1 OS=Homo sapiens GN=KCMF1 PE=2 SV=241927.2 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
RL26_HUMAN P61254 RPL26 60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=117240.4 2 0 2 0 0 0 0 4 2 0 2 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
IGJ_HUMAN P01591 IGJ (IGCJ) Immunoglobulin J chain OS=Homo sapiens GN=IGJ PE=1 SV=315576.4 1 1 1 0 0 0 0 3 1 2 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 Matchup
PP12C_HUMAN Q9BZL4 PPP1R12C (LENG3) (MBS85)Protein phosphatase 1 regulatory subunit 12C OS=Homo sapiens GN=PPP1R12C PE=1 SV=184864.7 1 3 2 0 0 0 0 6 1 3 3 0 0 0 0 7 Phosphatase modulatorProtein phosphorylation0 High Quality
PHB_HUMAN P35232 PHB Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=1 29786.6 5 1 0 0 0 0 0 6 5 1 0 0 0 0 0 6 Molecular function unclassifiedDNA replication;DNA replication;Cell cycle control;Cell proliferation and differentiation0 High Quality
SFPQ_HUMAN P23246 SFPQ (PSF) Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=276131.5 0 1 5 0 0 0 0 6 0 1 13 0 0 0 0 14 mRNA splicing factor mRNA splicing 0 High Quality
NHRF2_HUMAN Q15599 SLC9A3R2 (NHERF2)Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens GN=SLC9A3R2 PE=1 SV=237395.2 1 2 1 0 0 0 0 4 1 2 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
CA170_HUMAN Q5SV97 C1orf170 Uncharacterized protein C1orf170 OS=Homo sapiens GN=C1orf170 PE=2 SV=371950.5 0 2 2 0 0 0 0 4 0 2 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
RT31_HUMAN Q92665 MRPS31 (IMOGN38)28S ribosomal protein S31, mitochondrial OS=Homo sapiens GN=MRPS31 PE=1 SV=345302.1 2 1 2 0 0 0 0 5 2 1 3 0 0 0 0 6 Ribosomal protein Protein biosynthesis 0 High Quality
MIPEP_HUMAN Q99797 MIPEP (MIP) Mitochondrial intermediate peptidase OS=Homo sapiens GN=MIPEP PE=2 SV=280625.3 7 0 4 0 0 0 0 11 12 0 4 0 0 0 0 16 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
HEXB_HUMAN P07686 HEXB (HCC7) Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=363095.3 6 0 3 0 0 0 0 9 6 0 3 0 0 0 0 9 Glycosidase Other polysaccharide metabolism;Lipid, fatty acid and steroid metabolism0 High Quality
CHM1A_HUMAN Q9HD42 CHMP1A (CHMP1) (KIAA0047) (PCOLN3) (PRSM1)Charged multivesicular body protein 1a OS=Homo sapiens GN=CHMP1A PE=1 SV=121684.5 1 2 0 0 0 0 0 3 2 3 0 0 0 0 0 5 Membrane traffic proteinGeneral vesicle transport0 High Quality
UBAC1_HUMAN Q9BSL1 UBAC1 (GBDR1) (KPC2) (UBADC1)Ubiquitin-associated domain-containing protein 1 OS=Homo sapiens GN=UBAC1 PE=1 SV=145321.8 0 2 0 0 0 0 0 2 0 2 0 0 0 0 0 2 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
HNRPF_HUMAN P52597 HNRNPF (HNRPF)Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=345653.8 1 1 1 0 0 0 0 3 1 1 4 0 0 0 0 6 Ribosomal protein mRNA splicing 0 Matchup
KT3K_HUMAN Q9HA64 FN3KRP Ketosamine-3-kinase OS=Homo sapiens GN=FN3KRP PE=1 SV=234394.7 5 0 0 0 0 0 0 5 7 0 0 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
HV318_HUMAN P01779 n.o Ig heavy chain V-III region TUR OS=Homo sapiens PE=1 SV=1 12412 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
NASP_HUMAN P49321 NASP Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=285217.5 2 1 4 0 0 0 0 7 2 4 12 0 0 0 0 18 Other transfer/carrier proteinChromatin packaging and remodeling;Nuclear transport0 High Quality
MAGD2_HUMANQ9UNF1 MAGED2 (BCG1)Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=264938 0 2 0 0 0 0 0 2 0 2 0 0 0 0 0 2 Cell adhesion moleculeCell adhesion;Induction of apoptosis;Oncogenesis0 High Quality
UFM1_HUMAN P61960 UFM1 (C13orf20) (BM-002)Ubiquitin-fold modifier 1 OS=Homo sapiens GN=UFM1 PE=1 SV=19099.9 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
ADT2_HUMAN P05141 SLC25A5 (ANT2)ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=632878.5 1 1 0 0 0 0 0 2 1 1 0 0 0 0 0 2 Transporter;Mitochondrial carrier proteinNucleoside, nucleotide and nucleic acid transport;Transport0 Matchup
HCLS1_HUMAN P14317 HCLS1 (HS1) Hematopoietic lineage cell-specific protein OS=Homo sapiens GN=HCLS1 PE=1 SV=153979.3 0 1 2 0 0 0 0 3 0 1 4 0 0 0 0 5 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
RT23_HUMAN Q9Y3D9 MRPS23 (CGI-138) (HSPC329)28S ribosomal protein S23, mitochondrial OS=Homo sapiens GN=MRPS23 PE=1 SV=221752.8 3 1 0 0 0 0 0 4 5 1 0 0 0 0 0 6 Ribosomal protein Protein biosynthesis 0 High Quality
CIRBP_HUMAN Q14011 CIRBP (A18HNRNP) (CIRP)Cold-inducible RNA-binding protein OS=Homo sapiens GN=CIRBP PE=1 SV=118630.3 0 2 1 0 0 0 0 3 0 5 1 0 0 0 0 6 Other RNA-binding proteinmRNA splicing;Cell proliferation and differentiation0 High Quality
CAB39_HUMAN Q9Y376 CAB39 (MO25) (CGI-66)Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=139853.2 7 0 0 0 0 0 0 7 7 0 0 0 0 0 0 7 Annexin Biological process unclassified0 High Quality
GALT_HUMAN P07902 GALT Galactose-1-phosphate uridylyltransferase OS=Homo sapiens GN=GALT PE=1 SV=343344.9 0 1 4 0 0 0 0 5 0 1 5 0 0 0 0 6 NucleotidyltransferaseMonosaccharide metabolismFructose galactose metabolism->Hexose 1-P uridyltransferase;;High Quality
HUWE1_HUMAN Q7Z6Z7 HUWE1 (KIAA0312) (KIAA1578) (UREB1) (HSPC272)E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3481874.1 12 5 6 0 0 0 0 23 42 18 9 0 0 0 0 69 Ubiquitin-protein ligaseProteolysis Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;High Quality
ATX3_HUMAN P54252 ATXN3 (ATX3) (MJD) (MJD1) (SCA3)Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=2 43432.3 0 1 2 0 0 0 0 3 0 1 3 0 0 0 0 4 Other transcription factorOther mRNA transcription0 High Quality
FAAA_HUMAN P16930 FAH Fumarylacetoacetase OS=Homo sapiens GN=FAH PE=1 SV=2 46357.6 3 0 1 0 0 0 0 4 4 0 1 0 0 0 0 5 Other hydrolase Amino acid catabolism 0 High Quality
SPEE_HUMAN P19623 SRM (SPS1) (SRML1)Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=133806.5 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Synthase;Transferase Other metabolism 0 High Quality
HS105_HUMAN Q92598 HSPH1 (HSP105) (HSP110) (KIAA0201)Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=196847.8 7 1 3 0 0 0 0 11 10 1 3 0 0 0 0 14 Hsp 70 family chaperoneProtein folding 0 High Quality
OSGEP_HUMAN Q9NPF4 OSGEP (GCPL1)Probable O-sialoglycoprotein endopeptidase OS=Homo sapiens GN=OSGEP PE=1 SV=136408.4 4 0 1 0 0 0 0 5 4 0 1 0 0 0 0 5 Metalloprotease Proteolysis 0 High Quality
PIR_HUMAN O00625 PIR Pirin OS=Homo sapiens GN=PIR PE=1 SV=1 32095.7 2 0 2 0 0 0 0 4 2 0 3 0 0 0 0 5 Transcription cofactor;Other miscellaneous function proteinmRNA transcription regulation0 High Quality
VAPB_HUMAN O95292 VAPB (UNQ484/PRO983)Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=327210.6 3 0 1 0 0 0 0 4 4 0 1 0 0 0 0 5 Membrane traffic regulatory proteinGeneral vesicle transport;Cell motility0 High Quality
AP4A_HUMAN P50583 NUDT2 (APAH1)Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical] OS=Homo sapiens GN=NUDT2 PE=1 SV=316811.6 0 0 4 0 0 0 0 4 0 0 4 0 0 0 0 4 Other hydrolase Biological process unclassified0 High Quality
DNJA4_HUMAN Q8WW22 DNAJA4 DnaJ homolog subfamily A member 4 OS=Homo sapiens GN=DNAJA4 PE=1 SV=144780.3 2 1 3 0 0 0 0 6 2 1 3 0 0 0 0 6 Other chaperones Protein folding;Stress response0 High Quality
HPBP1_HUMAN Q9NZL4 HSPBP1 (HSPBP) (PP1845)Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=139455.9 2 0 1 0 0 0 0 3 2 0 2 0 0 0 0 4 Other chaperones Protein folding;Stress response0 High Quality
SYTC_HUMAN P26639 TARS Threonyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=383419.8 11 0 3 0 0 0 0 14 21 0 3 0 0 0 0 24 Synthetase;Other ligasetRNA metabolism;Protein metabolism and modification0 High Quality
PKP2_HUMAN Q99959 PKP2 Plakophilin-2 OS=Homo sapiens GN=PKP2 PE=1 SV=1 97382.4 1 3 4 0 0 0 0 8 2 5 6 0 0 0 0 13 Intermediate filament binding protein;Other cell junction proteinCell communication;Cell adhesion0 High Quality
NMT1_HUMAN P30419 NMT1 (NMT) Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens GN=NMT1 PE=1 SV=256789 1 2 1 0 0 0 0 4 1 2 1 0 0 0 0 4 Other transferase Protein-lipid modification0 High Quality
RL22_HUMAN P35268 RPL22 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=214769.3 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 High Quality
PTCD3_HUMAN Q96EY7 PTCD3 (TRG15)Pentatricopeptide repeat-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=378534.6 3 0 4 0 0 0 0 7 5 0 5 0 0 0 0 10 Molecular function unclassifiedBiological process unclassified0 High Quality
HNMT_HUMAN P50135 HNMT Histamine N-methyltransferase OS=Homo sapiens GN=HNMT PE=1 SV=133278.6 3 0 1 0 0 0 0 4 3 0 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
LBP_HUMAN P18428 LBP Lipopolysaccharide-binding protein OS=Homo sapiens GN=LBP PE=1 SV=353368 3 0 2 0 0 0 0 5 6 0 2 0 0 0 0 8 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
SMYD5_HUMAN Q6GMV2 SMYD5 (RAI15)SET and MYND domain-containing protein 5 OS=Homo sapiens GN=SMYD5 PE=1 SV=247322.1 2 0 2 0 0 0 0 4 2 0 2 0 0 0 0 4 Transcription cofactor mRNA transcription regulation0 High Quality
SAE2_HUMAN Q9UBT2 UBA2 (SAE2) (UBLE1B) (HRIHFB2115)SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=271207.2 2 1 1 0 0 0 0 4 2 1 1 0 0 0 0 4 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
PCNA_HUMAN P12004 PCNA Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=128751.3 1 0 1 0 0 0 0 2 1 0 4 0 0 0 0 5 DNA polymerase processivity factorDNA replication;DNA repair;DNA replication;Cell proliferation and differentiationDNA replication->PCNA;;Matchup
NUDT5_HUMAN Q9UKK9 NUDT5 (HSPC115)ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=124309.8 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Pyrophosphatase Purine metabolism 0 High Quality
ATBD4_HUMAN Q7L8W6 ATPBD4 ATP-binding domain-containing protein 4 OS=Homo sapiens GN=ATPBD4 PE=2 SV=230348.5 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
SND1_HUMAN Q7KZF4 SND1 (TDRD11)Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1101980.5 9 0 4 0 0 0 0 13 15 0 8 0 0 0 0 23 Transcription cofactor;Nucleic acid bindingmRNA transcription 0 High Quality
COMD3_HUMAN Q9UBI1 COMMD3 (BUP) (C10orf8)COMM domain-containing protein 3 OS=Homo sapiens GN=COMMD3 PE=1 SV=122133.9 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
TMLH_HUMAN Q9NVH6 TMLHE (TMLH)Trimethyllysine dioxygenase, mitochondrial OS=Homo sapiens GN=TMLHE PE=2 SV=149500.2 4 0 2 0 0 0 0 6 5 0 2 0 0 0 0 7 Oxygenase;HydroxylaseCoenzyme and prosthetic group metabolism0 High Quality
PCBP2_HUMAN Q15366 PCBP2 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=138562.9 2 0 2 0 0 0 0 4 6 0 2 0 0 0 0 8 Select regulatory moleculeProtein metabolism and modification0 High Quality
ANM5_HUMAN O14744 PRMT5 (HRMT1L5) (IBP72) (JBP1) (SKB1)Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=472667.1 5 0 2 0 0 0 0 7 5 0 2 0 0 0 0 7 Other signaling moleculeMAPKKK cascade 0 High Quality
WASF2_HUMAN Q9Y6W5 WASF2 (WAVE2)Wiskott-Aldrich syndrome protein family member 2 OS=Homo sapiens GN=WASF2 PE=1 SV=354267.3 2 3 0 0 0 0 0 5 2 5 0 0 0 0 0 7 Non-motor actin binding proteinProtein complex assembly;Other metabolism0 High Quality
CB032_HUMAN Q96F85 CNRIP1 Uncharacterized protein C2orf32 OS=Homo sapiens GN=C2orf32 PE=1 SV=118630.4 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
RAB2A_HUMAN P61019 RAB2A (RAB2)Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=123528.2 3 0 2 0 0 0 0 5 6 0 2 0 0 0 0 8 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
STK24_HUMAN Q9Y6E0 STK24 (MST3) (STK3)Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=149292.6 3 0 5 0 0 0 0 8 4 0 6 0 0 0 0 10 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
KBL_HUMAN O75600 GCAT (KBL) 2-amino-3-ketobutyrate coenzyme A ligase, mitochondrial OS=Homo sapiens GN=GCAT PE=2 SV=145268.2 4 0 1 0 0 0 0 5 5 0 1 0 0 0 0 6 Synthase;TransaminaseOther carbon metabolism0 High Quality
UB2V1_HUMAN Q13404 UBE2V1 (CROC1) (UBE2V) (UEV1) (P/OKcl.19)Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=116344.9 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Other ligase Protein modification;Proteolysis;Cell cycle controlUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Uev1A;;;High Quality
RHG17_HUMAN Q68EM7 ARHGAP17 (RICH1) (MSTP066) (MSTP110)Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=195419 1 2 4 0 0 0 0 7 1 3 7 0 0 0 0 11 Other G-protein modulatorSignal transduction;Cell structure0 High Quality
DSCR3_HUMAN O14972 DSCR3 (DCRA) (DSCRA)Down syndrome critical region protein 3 OS=Homo sapiens GN=DSCR3 PE=2 SV=132992.3 4 0 1 0 0 0 0 5 5 0 1 0 0 0 0 6 Other membrane traffic proteinIntracellular protein traffic;Developmental processes0 High Quality
DUS28_HUMAN Q4G0W2 DUSP28 Dual specificity phosphatase 28 OS=Homo sapiens GN=DUSP28 PE=2 SV=118305.7 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Kinase inhibitor;Protein phosphataseProtein modification;MAPKKK cascadeOxidative stress response->MAP Kinase Phosphatases;;Matchup
HDHD3_HUMAN Q9BSH5 HDHD3 (C9orf158)Haloacid dehalogenase-like hydrolase domain-containing protein 3 OS=Homo sapiens GN=HDHD3 PE=1 SV=127982.1 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Hydrolase Biological process unclassified0 High Quality
PEPD_HUMAN P12955 PEPD (PRD) Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=354529.7 2 0 2 0 0 0 0 4 5 0 4 0 0 0 0 9 Metalloprotease Proteolysis 0 High Quality
HV320_HUMAN P01781 n.o Ig heavy chain V-III region GAL OS=Homo sapiens PE=1 SV=112708.1 2 0 1 0 0 0 0 3 2 0 2 0 0 0 0 4 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
CI142_HUMAN Q9BUH6 C9orf142 Uncharacterized protein C9orf142 OS=Homo sapiens GN=C9orf142 PE=1 SV=221622.2 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
SAPS1_HUMAN Q9UPN7 SAPS1 (KIAA1115) (PP6R1)SAPS domain family member 1 OS=Homo sapiens GN=SAPS1 PE=1 SV=4103121.2 0 1 2 0 0 0 0 3 0 1 2 0 0 0 0 3 Phosphatase modulatorBiological process unclassified0 High Quality
CA057_HUMAN Q9BSD7 C1orf57 Probable UPF0334 kinase-like protein C1orf57 OS=Homo sapiens GN=C1orf57 PE=1 SV=120694.8 2 1 0 0 0 0 0 3 4 1 0 0 0 0 0 5 Kinase Biological process unclassified0 High Quality
COR1C_HUMAN Q9ULV4 CORO1C (CRNN4)Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=1 53232.3 4 0 1 0 0 0 0 5 6 0 1 0 0 0 0 7 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
IASPP_HUMAN Q8WUF5 PPP1R13L (IASPP) (NKIP1) (PPP1R13BL) (RAI)RelA-associated inhibitor OS=Homo sapiens GN=PPP1R13L PE=1 SV=489075.1 6 2 0 0 0 0 0 8 6 2 0 0 0 0 0 8 Select regulatory moleculeApoptosis;Cell cycle control;Cell proliferation and differentiation0 High Quality
ZO2_HUMAN Q9UDY2 TJP2 (X104) (ZO2)Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=1133957.2 8 2 1 0 0 0 0 11 11 3 1 0 0 0 0 15 Tight junction Cell structure 0 High Quality
LCMT1_HUMAN Q9UIC8 LCMT1 (LCMT) (CGI-68)Leucine carboxyl methyltransferase 1 OS=Homo sapiens GN=LCMT1 PE=1 SV=238362.1 2 0 2 0 0 0 0 4 2 0 3 0 0 0 0 5 Methyltransferase Biological process unclassified0 High Quality
GGPPS_HUMAN O95749 GGPS1 Geranylgeranyl pyrophosphate synthetase OS=Homo sapiens GN=GGPS1 PE=1 SV=134854.3 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Synthase;AcyltransferaseOther metabolism 0 High Quality
IF2G_HUMAN P41091 EIF2S3 (EIF2G)Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=351092.2 7 0 0 0 0 0 0 7 8 0 0 0 0 0 0 8 Translation initiation factorProtein biosynthesis 0 High Quality
VATH_HUMAN Q9UI12 ATP6V1H (CGI-11)Vacuolar proton pump subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=155865.4 2 1 1 0 0 0 0 4 2 2 1 0 0 0 0 5 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
G6PD_HUMAN P11413 G6PD Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=459240.1 2 0 3 0 0 0 0 5 2 0 4 0 0 0 0 6 Dehydrogenase Monosaccharide metabolism0 High Quality
HEXA_HUMAN P06865 HEXA Beta-hexosaminidase subunit alpha OS=Homo sapiens GN=HEXA PE=1 SV=160671.8 5 0 2 0 0 0 0 7 7 0 2 0 0 0 0 9 Glycosidase Other polysaccharide metabolism;Lipid, fatty acid and steroid metabolism0 High Quality
PRDBP_HUMAN Q969G5 PRKCDBP (SRBC)Protein kinase C delta-binding protein OS=Homo sapiens GN=PRKCDBP PE=1 SV=127623.8 1 1 0 0 0 0 0 2 1 1 0 0 0 0 0 2 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;Matchup
DDX6_HUMAN P26196 DDX6 (HLR2) (RCK)Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=254400.6 2 1 1 0 0 0 0 4 2 2 1 0 0 0 0 5 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
MOL1B_HUMAN Q9H8S9 MOBKL1B (C2orf6) (MOB4B) (MOBK1B)Mps one binder kinase activator-like 1B OS=Homo sapiens GN=MOBKL1B PE=1 SV=425062.6 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Transcription cofactor;Other nucleic acid bindingDNA repair;mRNA transcription regulation0 High Quality
SYYC_HUMAN P54577 YARS Tyrosyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=459127.1 4 0 3 0 0 0 0 7 4 0 4 0 0 0 0 8 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
SYP2L_HUMAN Q9H987 SYNPO2L Synaptopodin 2-like protein OS=Homo sapiens GN=SYNPO2L PE=2 SV=2102452.2 2 2 3 0 0 0 0 7 3 10 4 0 0 0 0 17 Actin binding cytoskeletal proteinTumor suppressor;Cell structure;Cell motility0 High Quality
RT02_HUMAN Q9Y399 MRPS2 (CGI-91)28S ribosomal protein S2, mitochondrial OS=Homo sapiens GN=MRPS2 PE=2 SV=133232.6 3 0 0 0 0 0 0 3 4 0 0 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
ACTN1_HUMAN P12814 ACTN1 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2 103043 5 0 6 0 0 0 0 11 6 0 6 0 0 0 0 12 Non-motor actin binding proteinCell structure Integrin signalling pathway->alpha actinin;;High Quality
COMD6_HUMAN Q7Z4G1 COMMD6 (MSTP076)COMM domain-containing protein 6 OS=Homo sapiens GN=COMMD6 PE=1 SV=19619.9 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
ROCK1_HUMAN Q13464 ROCK1 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1158161 6 5 3 0 0 0 0 14 11 6 3 0 0 0 0 20 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;High Quality
EGLN1_HUMAN Q9GZT9 EGLN1 (C1orf12) (PNAS-118) (PNAS-137)Egl nine homolog 1 OS=Homo sapiens GN=EGLN1 PE=1 SV=146003.5 1 1 1 0 0 0 0 3 1 1 2 0 0 0 0 4 Oxidoreductase Apoptosis Hypoxia response via HIF activation->HIF-1 alpha prolyl hydroxylase 2;;Matchup
PLCL1_HUMAN Q15111 PLCL1 Inactive phospholipase C-like protein 1 OS=Homo sapiens GN=PLCL1 PE=1 SV=2122658.7 2 0 10 0 0 0 0 12 3 0 15 0 0 0 0 18 Other signaling moleculeBiological process unclassifiedOxytocin receptor mediated signaling pathway->PLC beta;;Thyrotropin-releasing hormone receptor signaling pathway->PLC;;Histamine H1 receptor mediated signaling pathway->PLC;;5HT2 type receptor mediated signaling pathway->PLC;;Inflammation mediated by chemHigh Quality
IF2GL_HUMAN Q2VIR3 n.o Eukaryotic translation initiation factor 2 subunit 3-like protein OS=Homo sapiens PE=2 SV=251092.2 0 0 5 0 0 0 0 5 0 0 10 0 0 0 0 10 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
4EBP1_HUMAN Q13541 EIF4EBP1 Eukaryotic translation initiation factor 4E-binding protein 1 OS=Homo sapiens GN=EIF4EBP1 PE=1 SV=312562.2 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Translation factor Protein biosynthesis;Translational regulation;Cell proliferation and differentiation;Tumor suppressorp38 MAPK pathway->eIF4E-binding protein 1;;p53 pathway by glucose deprivation->Eukaryotic translation initiation factor 4E-binding protein 1;;;Matchup
IMDH2_HUMAN P12268 IMPDH2 (IMPD2)Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=255788.4 2 0 5 0 0 0 0 7 4 0 7 0 0 0 0 11 Dehydrogenase Purine metabolismDe novo purine biosynthesis->IMP dehydrogenase;;High Quality
PDIP2_HUMAN Q9Y2S7 POLDIP2 (PDIP38) (POLD4) (HSPC017)Polymerase delta-interacting protein 2 OS=Homo sapiens GN=POLDIP2 PE=1 SV=142015 4 0 1 0 0 0 0 5 6 0 2 0 0 0 0 8 Molecular function unclassifiedBiological process unclassified0 High Quality
AT2L2_HUMAN Q8IUZ5 AGXT2L2 (PP9286)Alanine--glyoxylate aminotransferase 2-like 2 OS=Homo sapiens GN=AGXT2L2 PE=2 SV=149692 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Transaminase Amino acid metabolismPyruvate metabolism->Aminotransferase;;High Quality
KTN1_HUMAN Q86UP2 KTN1 (CG1) (KIAA0004)Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 156258.2 11 3 2 0 0 0 0 16 13 3 2 0 0 0 0 18 Cytoskeletal protein;Other miscellaneous function proteinIntracellular protein traffic;Cell structure0 High Quality
FCL_HUMAN Q13630 TSTA3 GDP-L-fucose synthetase OS=Homo sapiens GN=TSTA3 PE=1 SV=135874.6 3 0 2 0 0 0 0 5 4 0 2 0 0 0 0 6 Dehydratase;Epimerase/racemaseOther carbohydrate metabolism0 High Quality
GLYM_HUMAN P34897 SHMT2 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=355976.7 3 0 1 0 0 0 0 4 6 0 2 0 0 0 0 8 Methyltransferase Other amino acid metabolism;Other nucleoside, nucleotide and nucleic acid metabolismSerine glycine biosynthesis->Glycine hydroxymethyltransferase;;High Quality
SF3A1_HUMAN Q15459 SF3A1 (SAP114)Splicing factor 3 subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=188868.1 1 2 2 0 0 0 0 5 1 3 2 0 0 0 0 6 mRNA splicing factor mRNA splicing 0 High Quality
RT07_HUMAN Q9Y2R9 MRPS7 28S ribosomal protein S7, mitochondrial OS=Homo sapiens GN=MRPS7 PE=1 SV=128144.7 2 1 1 0 0 0 0 4 2 1 1 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
IBP2_HUMAN P18065 IGFBP2 (BP2) (IBP2)Insulin-like growth factor-binding protein 2 OS=Homo sapiens GN=IGFBP2 PE=1 SV=135119.1 0 0 2 0 0 0 0 2 0 0 5 0 0 0 0 5 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
NPC2_HUMAN P61916 NPC2 Epididymal secretory protein E1 OS=Homo sapiens GN=NPC2 PE=1 SV=116552 0 0 3 0 0 0 0 3 0 0 4 0 0 0 0 4 Molecular function unclassifiedLipid and fatty acid transport;Transport0 High Quality
RS7_HUMAN P62081 RPS7 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=122109.5 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 High Quality
EIF3G_HUMAN O75821 EIF3G (EIF3S4)Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=235593.9 2 0 3 0 0 0 0 5 3 0 4 0 0 0 0 7 Translation initiation factorProtein biosynthesis 0 High Quality
EF1A1_HUMAN P68104 EEF1A1 (EEF1A) (EF1A) (LENG7)Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150123.2 0 0 5 0 0 0 0 5 0 0 27 0 0 0 0 27 Translation elongation factorTranslational regulation0 High Quality
D2HDH_HUMAN Q8N465 D2HGDH (D2HGD)D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=D2HGDH PE=1 SV=356398.4 3 0 3 0 0 0 0 6 5 0 4 0 0 0 0 9 Dehydrogenase Other carbohydrate metabolism0 High Quality
PSB9_HUMAN P28065 PSMB9 (LMP2) (RING12)Proteasome subunit beta type-9 OS=Homo sapiens GN=PSMB9 PE=1 SV=223246.4 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Other proteases Proteolysis 0 Matchup
SEP10_HUMAN Q9P0V9 SEP10 Septin-10 OS=Homo sapiens GN=SEPT10 PE=1 SV=2 52575.5 0 0 5 0 0 0 0 5 0 0 11 0 0 0 0 11 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 High Quality
CTBP1_HUMAN Q13363 CTBP1 (CTBP) C-terminal-binding protein 1 OS=Homo sapiens GN=CTBP1 PE=1 SV=247517.4 5 0 1 0 0 0 0 6 5 0 1 0 0 0 0 6 Transcription cofactor;DehydrogenaseAmino acid biosynthesisWnt signaling pathway->C-terminal Binding Protein;;High Quality
PDC10_HUMAN Q9BUL8 PDCD10 (CCM3) (TFAR15)Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=124684.5 1 1 3 0 0 0 0 5 1 1 3 0 0 0 0 5 Molecular function unclassifiedApoptosis 0 High Quality
SYEM_HUMAN Q5JPH6 EARS2 (KIAA1970)Probable glutamyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=EARS2 PE=2 SV=258671.5 5 0 2 0 0 0 0 7 7 0 2 0 0 0 0 9 Aminoacyl-tRNA synthetaseAmino acid activationHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
RCC1_HUMAN P18754 RCC1 (CHC1) Regulator of chromosome condensation OS=Homo sapiens GN=RCC1 PE=1 SV=144949.8 1 0 2 0 0 0 0 3 1 0 3 0 0 0 0 4 Chromatin/chromatin-binding protein;Other G-protein modulatorNucleoside, nucleotide and nucleic acid transport;Transport;Mitosis0 High Quality
GSH1_HUMAN P48506 GCLC (GLCL) (GLCLC)Glutamate--cysteine ligase catalytic subunit OS=Homo sapiens GN=GCLC PE=1 SV=272749.8 3 0 3 0 0 0 0 6 6 0 4 0 0 0 0 10 Other ligase Sulfur redox metabolism0 High Quality
VDAC3_HUMAN Q9Y277 VDAC3 Voltage-dependent anion-selective channel protein 3 OS=Homo sapiens GN=VDAC3 PE=1 SV=130641.9 3 0 1 0 0 0 0 4 4 0 1 0 0 0 0 5 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
CNN2_HUMAN Q99439 CNN2 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 33679.6 0 0 2 0 0 0 0 2 0 0 5 0 0 0 0 5 Non-motor actin binding proteinMuscle contraction 0 High Quality
LV301_HUMAN P01714 n.o Ig lambda chain V-III region SH OS=Homo sapiens PE=1 SV=111374.6 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
EI2BA_HUMAN Q14232 EIF2B1 (EIF2BA)Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=133695.2 3 0 0 0 0 0 0 3 6 0 0 0 0 0 0 6 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
EIF3C_HUMAN Q99613 EIF3C (EIF3S8); EIF3CLEukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1105329.2 6 1 2 0 0 0 0 9 8 1 2 0 0 0 0 11 Translation initiation factorProtein biosynthesis;Translational regulation;Nuclear transport0 High Quality
VPS36_HUMAN Q86VN1 VPS36 (C13orf9) (EAP45) (CGI-145)Vacuolar protein-sorting-associated protein 36 OS=Homo sapiens GN=VPS36 PE=1 SV=143800.1 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
EPM2A_HUMAN O95278 EPM2A Laforin OS=Homo sapiens GN=EPM2A PE=1 SV=2 37139 1 0 2 0 0 0 0 3 1 0 4 0 0 0 0 5 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation0 High Quality
RT14_HUMAN O60783 MRPS14 28S ribosomal protein S14, mitochondrial OS=Homo sapiens GN=MRPS14 PE=1 SV=115121.1 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
RM11_HUMAN Q9Y3B7 MRPL11 (CGI-113)39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=2 SV=120665.9 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 Matchup
IF4B_HUMAN P23588 EIF4B Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=269135.9 0 2 0 0 0 0 0 2 0 6 0 0 0 0 0 6 Translation initiation factorProtein biosynthesis 0 High Quality
PEPL1_HUMAN Q8NDH3 NPEPL1 (KIAA1974)Probable aminopeptidase NPEPL1 OS=Homo sapiens GN=NPEPL1 PE=1 SV=355842.9 3 0 4 0 0 0 0 7 3 0 5 0 0 0 0 8 Metalloprotease Proteolysis 0 High Quality
RL4_HUMAN P36578 RPL4 (RPL1) 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=547681.1 2 0 2 0 0 0 0 4 4 0 4 0 0 0 0 8 Miscellaneous functionProtein biosynthesis 0 High Quality
MCA2_HUMAN Q13155 AIMP2 Multisynthetase complex auxiliary component p38 OS=Homo sapiens GN=JTV1 PE=1 SV=235331.3 2 0 1 0 0 0 0 3 3 0 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
SCRN1_HUMAN Q12765 SCRN1 (KIAA0193)Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=2 46364.1 1 1 1 0 0 0 0 3 2 1 1 0 0 0 0 4 Other miscellaneous function proteinProteolysis 0 Matchup
AASD1_HUMAN Q9BTE6 AARSD1 Alanyl-tRNA synthetase domain-containing protein 1 OS=Homo sapiens GN=AARSD1 PE=2 SV=245461.5 3 0 1 0 0 0 0 4 4 0 1 0 0 0 0 5 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
PGCP_HUMAN Q9Y646 PGCP Plasma glutamate carboxypeptidase OS=Homo sapiens GN=PGCP PE=1 SV=151870.1 1 2 0 0 0 0 0 3 1 3 0 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
TENX_HUMAN P22105 TNXB (HXBL) (TNX) (TNXB1) (TNXB2) (XB)Tenascin-X OS=Homo sapiens GN=TNXB PE=1 SV=2 464420.2 14 4 1 0 0 0 0 19 30 7 1 0 0 0 0 38 Cell adhesion molecule;Extracellular matrix glycoproteinExtracellular matrix protein-mediated signaling;Neurogenesis0 High Quality
XPP3_HUMAN Q9NQH7 XPNPEP3 Probable Xaa-Pro aminopeptidase 3 OS=Homo sapiens GN=XPNPEP3 PE=2 SV=157016.8 2 0 3 0 0 0 0 5 3 0 3 0 0 0 0 6 Metalloprotease Proteolysis 0 High Quality
HNRPQ_HUMAN O60506 SYNCRIP (HNRPQ) (NSAP1)Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=269585.5 1 0 8 0 0 0 0 9 1 0 8 0 0 0 0 9 mRNA processing factor;Ribosomal proteinmRNA splicing 0 High Quality
CN124_HUMAN Q9NRG7 SDR39U1 UPF0105 protein C14orf124 OS=Homo sapiens GN=C14orf124 PE=2 SV=134730.2 4 0 0 0 0 0 0 4 7 0 0 0 0 0 0 7 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
STAT1_HUMAN P42224 STAT1 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=287318.9 5 0 5 0 0 0 0 10 9 0 9 0 0 0 0 18 Other transcription factor;Nucleic acid bindingmRNA transcriptionEGF receptor signaling pathway->signal transducer and activator of transcription;;Oxidative stress response->v-myc myelocytomatosis viral oncogene homolog;;p53 pathway feedback loops 2->Myc;;Angiogenesis->Signal Transducer and Activator of Transcription 1High Quality
RET4_HUMAN P02753 RBP4 (PRO2222)Retinol-binding protein 4 OS=Homo sapiens GN=RBP4 PE=1 SV=322992.3 1 0 3 0 0 0 0 4 2 0 4 0 0 0 0 6 Other transfer/carrier proteinVitamin/cofactor transport;Transport0 High Quality
SPRC_HUMAN P09486 SPARC (ON) SPARC OS=Homo sapiens GN=SPARC PE=1 SV=1 34613.9 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
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SERPH_HUMAN P50454 SERPINH1 (CBP1) (CBP2) (HSP47) (SERPINH2) (PIG14)Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=2 46424 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Serine protease inhibitorProteolysis 0 High Quality
HNRPU_HUMAN Q00839 HNRNPU (HNRPU) (SAFA) (U21.1)Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=590496.1 4 1 2 0 0 0 0 7 5 1 3 0 0 0 0 9 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism0 High Quality
KBTBA_HUMAN O60662 KBTBD10 (KRP1)Kelch repeat and BTB domain-containing protein 10 OS=Homo sapiens GN=KBTBD10 PE=1 SV=268021.8 3 0 4 0 0 0 0 7 6 0 6 0 0 0 0 12 Molecular function unclassifiedBiological process unclassified0 High Quality
EFHD2_HUMAN Q96C19 EFHD2 (SWS1)EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=126680.4 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Other select calcium binding proteinsMuscle development 0 High Quality
DCTN6_HUMAN O00399 DCTN6 (WS3) Dynactin subunit 6 OS=Homo sapiens GN=DCTN6 PE=2 SV=120729.1 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Microtubule binding motor proteinLipid metabolism;Other metabolism0 Matchup
CPIN1_HUMAN Q6FI81 CIAPIN1 (CUA001) (PRO0915)Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=2 33565 0 1 2 0 0 0 0 3 0 2 2 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
DUS23_HUMAN Q9BVJ7 DUSP23 (LDP3) (VHZ)Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=116570.4 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Protein phosphatase Protein phosphorylation0 High Quality
1433S_HUMAN P31947 SFN (HME1) 14-3-3 protein sigma OS=Homo sapiens GN=SFN PE=1 SV=1 27756.8 1 2 0 0 0 0 0 3 2 2 0 0 0 0 0 4 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
SCFD1_HUMAN Q8WVM8 SCFD1 (C14orf163) (KIAA0917) (STXBP1L2) (FKSG23)Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=472364.3 2 0 2 0 0 0 0 4 4 0 2 0 0 0 0 6 Membrane traffic regulatory proteinExocytosis 0 High Quality
PGM2_HUMAN Q96G03 PGM2 (MSTP006)Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=468267.7 3 0 3 0 0 0 0 6 4 0 5 0 0 0 0 9 Mutase Monosaccharide metabolismXanthine and guanine salvage pathway->Guanine phosphoribosyltransferase;;N-acetylglucosamine metabolism->Phosphoglucosamine mutase;;Adenine and hypoxanthine salvage pathway->Hypoxanthine phosphoribosyl transferase;;Xanthine and guanine salvage pathway->XaHigh Quality
CD34_HUMAN P28906 CD34 Hematopoietic progenitor cell antigen CD34 OS=Homo sapiens GN=CD34 PE=1 SV=240698.5 2 0 1 0 0 0 0 3 4 0 1 0 0 0 0 5 Cell adhesion molecule;Miscellaneous functionCell adhesion;Hematopoiesis0 High Quality
TB182_HUMAN Q9C0C2 TNKS1BP1 (KIAA1741) (TAB182)182 kDa tankyrase 1-binding protein OS=Homo sapiens GN=TNKS1BP1 PE=1 SV=3181763 7 2 5 0 0 0 0 14 7 3 6 0 0 0 0 16 Molecular function unclassifiedChromosome segregation0 High Quality
CL023_HUMAN Q8WUH6 C12orf23 UPF0444 transmembrane protein C12orf23 OS=Homo sapiens GN=C12orf23 PE=1 SV=111730 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
RRAGA_HUMAN Q7L523 RRAGA Ras-related GTP-binding protein A OS=Homo sapiens GN=RRAGA PE=1 SV=143233.8 4 0 1 0 0 0 0 5 6 0 1 0 0 0 0 7 Small GTPase Biological process unclassified0 High Quality
SYMC_HUMAN P56192 MARS Methionyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2101099.5 7 0 1 0 0 0 0 8 12 0 1 0 0 0 0 13 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
ARMET_HUMAN P55145 ARMET (ARP) Protein ARMET OS=Homo sapiens GN=ARMET PE=1 SV=2 20239.7 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
HRG_HUMAN P04196 HRG Histidine-rich glycoprotein OS=Homo sapiens GN=HRG PE=1 SV=159558.6 1 0 3 0 0 0 0 4 1 0 3 0 0 0 0 4 Other miscellaneous function proteinBlood clotting 0 High Quality
PPP6_HUMAN O00743 PPP6C (PPP6) Serine/threonine-protein phosphatase 6 OS=Homo sapiens GN=PPP6C PE=1 SV=135126.8 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Protein phosphatase Biological process unclassifiedFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
SNAG_HUMAN Q99747 NAPG (SNAPG)Gamma-soluble NSF attachment protein OS=Homo sapiens GN=NAPG PE=1 SV=134728.9 1 0 3 0 0 0 0 4 1 0 3 0 0 0 0 4 Other membrane traffic proteinExocytosis 0 High Quality
CQ10A_HUMAN Q96MF6 COQ10A (UNQ6192/PRO20219)Protein COQ10 A, mitochondrial OS=Homo sapiens GN=COQ10A PE=2 SV=227668.2 2 1 0 0 0 0 0 3 6 3 0 0 0 0 0 9 Other synthase/synthetaseOther immune and defense0 High Quality
CT007_HUMAN Q5TEU4 C20orf7 Probable methyltransferase C20orf7 OS=Homo sapiens GN=C20orf7 PE=2 SV=138901.4 1 0 2 0 0 0 0 3 2 0 2 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
PAIP1_HUMAN Q9H074 PAIP1 Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens GN=PAIP1 PE=1 SV=153507.6 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Other RNA-binding proteinProtein biosynthesis 0 High Quality
NDUA9_HUMAN Q16795 NDUFA9 (NDUFS2L)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial OS=Homo sapiens GN=NDUFA9 PE=1 SV=242492.1 4 0 1 0 0 0 0 5 4 0 2 0 0 0 0 6 Dehydrogenase;ReductaseOxidative phosphorylation0 High Quality
APOL2_HUMAN Q9BQE5 APOL2 Apolipoprotein-L2 OS=Homo sapiens GN=APOL2 PE=2 SV=1 37074.8 4 0 1 0 0 0 0 5 4 0 1 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
DNLZ_HUMAN Q5SXM8 DNLZ (C9orf151)DNL-type zinc finger protein OS=Homo sapiens GN=DNLZ PE=2 SV=119185.6 1 0 1 0 0 0 0 2 2 0 4 0 0 0 0 6 Chaperone Biological process unclassified0 Matchup
THIC_HUMAN Q9BWD1 ACAT2 (ACTL) Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=241332.4 0 0 3 0 0 0 0 3 0 0 5 0 0 0 0 5 Acetyltransferase Protein acetylation 0 High Quality
PEX19_HUMAN P40855 PEX19 (HK33) (PXF) (OK/SW-cl.22)Peroxisomal biogenesis factor 19 OS=Homo sapiens GN=PEX19 PE=1 SV=132789.2 2 0 1 0 0 0 0 3 2 0 2 0 0 0 0 4 Storage protein Lipid and fatty acid binding0 High Quality
ROCK2_HUMAN O75116 ROCK2 (KIAA0619)Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=3160900.8 8 1 1 0 0 0 0 10 9 1 1 0 0 0 0 11 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;High Quality
RS6_HUMAN P62753 RPS6 (OK/SW-cl.2)40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=128663.7 3 0 1 0 0 0 0 4 5 0 1 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
SNRPA_HUMAN P09012 SNRPA U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=331262.4 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 mRNA splicing factor mRNA splicingmRNA splicing->U1;;mRNA splicing->U2;;;High Quality
LYPA2_HUMAN O95372 LYPLA2 Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=2 SV=124719.2 2 0 1 0 0 0 0 3 3 0 1 0 0 0 0 4 Phospholipase Lipid metabolism;Protein-lipid modification;G-protein mediated signaling;Cell proliferation and differentiation0 High Quality
CHID1_HUMAN Q9BWS9 CHID1 (GL008) (PSEC0104) (SB139)Chitinase domain-containing protein 1 OS=Homo sapiens GN=CHID1 PE=1 SV=144922.9 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Glycosidase Other polysaccharide metabolism0 High Quality
RM46_HUMAN Q9H2W6 MRPL46 (C15orf4) (LIECG2)39S ribosomal protein L46, mitochondrial OS=Homo sapiens GN=MRPL46 PE=2 SV=131688.3 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Ribosomal protein Biological process unclassified0 Matchup
C2D1A_HUMAN Q6P1N0 CC2D1A Coiled-coil and C2 domain-containing protein 1A OS=Homo sapiens GN=CC2D1A PE=1 SV=1104046.9 3 2 0 0 0 0 0 5 4 2 0 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
KRT36_HUMAN O76013 KRT36 (HHA6) (HKA6) (KRTHA6)Keratin, type I cuticular Ha6 OS=Homo sapiens GN=KRT36 PE=1 SV=152229 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Intermediate filament;Structural proteinCell structure 0 High Quality
CO6A1_HUMAN P12109 COL6A1 Collagen alpha-1(VI) chain OS=Homo sapiens GN=COL6A1 PE=1 SV=3108512.9 3 1 5 0 0 0 0 9 7 1 7 0 0 0 0 15 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
ERF1_HUMAN P62495 ETF1 (ERF1) (RF1) (SUP45L1)Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=349014.6 3 0 2 0 0 0 0 5 6 0 2 0 0 0 0 8 Translation release factorProtein biosynthesis 0 High Quality
ABCE1_HUMAN P61221 ABCE1 (RLI) (RNASEL1) (RNASELI) (RNS4I) (OK/SW-cl.40)ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=167298.4 4 0 2 0 0 0 0 6 4 0 2 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
BAP31_HUMAN P51572 BCAP31 (BAP31) (DXS1357E)B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=327974.6 3 0 0 0 0 0 0 3 5 0 0 0 0 0 0 5 Transporter;Membrane traffic proteinIntracellular protein traffic;Apoptosis0 High Quality
SYNE1_HUMAN Q8NF91 SYNE1 (KIAA0796) (KIAA1262) (KIAA1756) (MYNE1)Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=2 1011038.5 0 0 1 0 0 0 1 2 0 0 1 0 0 0 1 2 Molecular function unclassifiedBiological process unclassified0 Matchup
CI064_HUMAN Q5T6V5 C9orf64 UPF0553 protein C9orf64 OS=Homo sapiens GN=C9orf64 PE=1 SV=139011.7 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
NB5R1_HUMAN Q9UHQ9 CYB5R1 (NQO3A2) (UNQ3049/PRO9865)NADH-cytochrome b5 reductase 1 OS=Homo sapiens GN=CYB5R1 PE=1 SV=134078.1 5 0 0 0 0 0 0 5 5 0 0 0 0 0 0 5 Reductase Fatty acid desaturation;Cholesterol metabolism;Other pathways of electron transport0 High Quality
ODBB_HUMAN P21953 BCKDHB 2-oxoisovalerate dehydrogenase subunit beta, mitochondrial OS=Homo sapiens GN=BCKDHB PE=1 SV=243104.9 0 0 5 0 0 0 0 5 0 0 9 0 0 0 0 9 Dehydrogenase Amino acid catabolism 0 High Quality
UBL4A_HUMAN P11441 UBL4A (DXS254E) (GDX) (UBL4)Ubiquitin-like protein 4A OS=Homo sapiens GN=UBL4A PE=1 SV=117758.9 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Ribosomal protein Proteolysis 0 High Quality
FTHFD_HUMAN O75891 ALDH1L1 (FTHFD)10-formyltetrahydrofolate dehydrogenase OS=Homo sapiens GN=ALDH1L1 PE=1 SV=298812.2 5 0 1 0 0 0 0 6 10 0 1 0 0 0 0 11 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
SELB_HUMAN P57772 EEFSEC (SELB) Selenocysteine-specific elongation factor OS=Homo sapiens GN=EEFSEC PE=2 SV=365322.1 0 0 3 0 0 0 0 3 0 0 7 0 0 0 0 7 Translation elongation factorProtein biosynthesis 0 High Quality
RAB14_HUMAN P61106 RAB14 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=423879.6 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
SHLB2_HUMAN Q9NR46 SH3GLB2 (KIAA1848) (PP578)Endophilin-B2 OS=Homo sapiens GN=SH3GLB2 PE=1 SV=1 43957.2 0 1 1 0 0 0 0 2 0 1 4 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 Matchup
SYAP1_HUMAN Q96A49 SYAP1 (PRO3113)Synapse-associated protein 1 OS=Homo sapiens GN=SYAP1 PE=1 SV=139915.4 0 2 1 0 0 0 0 3 0 2 1 0 0 0 0 3 Molecular function unclassifiedSynaptic transmission 0 High Quality
SHIP2_HUMAN O15357 INPPL1 (SHIP2)Phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase 2 OS=Homo sapiens GN=INPPL1 PE=1 SV=1138570.3 2 2 1 0 0 0 0 5 2 2 2 0 0 0 0 6 Other phosphatase Phospholipid metabolism;Cytokine and chemokine mediated signaling pathway;Receptor protein tyrosine kinase signaling pathwayInflammation mediated by chemokine and cytokine signaling pathway->SH2 domain-containing inositol 5-phosphatase;;PI3 kinase pathway->SHIP;;Insulin/IGF pathway-protein kinase B signaling cascade->SH2 domain-containing inositol 5-phosphatase 2;;;;High Quality
MYO1C_HUMAN O00159 MYO1C Myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=2 117934.8 6 1 5 0 0 0 0 12 9 1 5 0 0 0 0 15 Actin binding motor proteinGeneral vesicle transportNicotinic acetylcholine receptor signaling pathway->Myosin;;High Quality
BPHL_HUMAN Q86WA6 BPHL (MCNAA)Valacyclovir hydrolase OS=Homo sapiens GN=BPHL PE=1 SV=132525.4 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Hydrolase Detoxification;Other metabolism0 High Quality
AHSA1_HUMAN O95433 AHSA1 (C14orf3) (HSPC322)Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=138256.4 2 0 2 0 0 0 0 4 2 0 2 0 0 0 0 4 Other chaperones;Other enzyme activatorProtein folding;Stress response;Other metabolism0 High Quality
K1H1_HUMAN Q15323 KRT31 (HHA1) (HKA1) (KRTHA1)Keratin, type I cuticular Ha1 OS=Homo sapiens GN=KRT31 PE=1 SV=247213.6 7 0 0 0 0 0 0 7 8 0 0 0 0 0 0 8 Intermediate filament;Structural proteinCell structure 0 High Quality
COMT_HUMAN P21964 COMT Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=230019.6 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Methyltransferase Neuronal activities;Other metabolismDopamine receptor mediated signaling pathway->Catechol-O-Methyl Transferase;;Adrenaline and noradrenaline biosynthesis->Catechol-O-Methyl Transferase;;;High Quality
CA128_HUMAN Q9GZP4 C1orf128 (AD039) (HT014) (PP603)UPF0424 protein C1orf128 OS=Homo sapiens GN=C1orf128 PE=1 SV=124160.3 2 0 1 0 0 0 0 3 3 0 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
FINC_HUMAN P02751 FN1 (FN) Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=3 262581 6 1 6 0 0 0 0 13 8 1 7 0 0 0 0 16 Cell adhesion molecule;Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion;Phagocytosis;Cell structureIntegrin signalling pathway->Fibronectin;;High Quality
SMYD2_HUMAN Q9NRG4 SMYD2 (KMT3C)SET and MYND domain-containing protein 2 OS=Homo sapiens GN=SMYD2 PE=1 SV=249670.8 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Transcription cofactor mRNA transcription regulation0 High Quality
CJ032_HUMAN Q96B45 C10orf32 Uncharacterized protein C10orf32 OS=Homo sapiens GN=C10orf32 PE=2 SV=111546.2 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Nuclease;Translation initiation factorProtein biosynthesis;Translational regulation;Other protein metabolism0 Matchup
AGM1_HUMAN O95394 PGM3 (AGM1)Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=159834.4 0 1 2 0 0 0 0 3 0 1 3 0 0 0 0 4 Mutase Monosaccharide metabolism0 High Quality
NUBP1_HUMAN P53384 NUBP1 (NBP) (NBP1)Nucleotide-binding protein 1 OS=Homo sapiens GN=NUBP1 PE=2 SV=134570.9 0 0 3 0 0 0 0 3 0 0 4 0 0 0 0 4 Other hydrolase Protein metabolism and modification0 High Quality
ACTY_HUMAN P42025 ACTR1B (CTRN2)Beta-centractin OS=Homo sapiens GN=ACTR1B PE=1 SV=1 42597.2 0 2 0 0 0 0 0 2 0 3 0 0 0 0 0 3 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureCytoskeletal regulation by Rho GTPase->Actin;;Nicotinic acetylcholine receptor signaling pathway->Actin;;Alzheimer disease-presenilin pathway->actin;;Wnt signaling pathway->NFAT Target Genes;;Cadherin signaling pathway->Filamentous F-actin;;Integrin signaHigh Quality
SEPT6_HUMAN Q14141 SEPT6 (KIAA0128) (SEP2)Septin-6 OS=Homo sapiens GN=SEPT6 PE=1 SV=4 49699.6 1 2 1 0 0 0 0 4 1 2 1 0 0 0 0 4 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
ALKB7_HUMAN Q9BT30 ALKBH7 (SPATA11) (UNQ6002/PRO34564)Alkylated DNA repair protein alkB homolog 7 OS=Homo sapiens GN=ALKBH7 PE=2 SV=124498.5 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
UGGG1_HUMAN Q9NYU2 UGCGL1 (GT) (UGGT) (UGT1) (UGTR)UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGCGL1 PE=1 SV=2174964.5 3 1 7 0 0 0 0 11 3 1 9 0 0 0 0 13 Glycosyltransferase Protein glycosylation 0 High Quality
MYPN_HUMAN Q86TC9 MYPN (MYOP)Myopalladin OS=Homo sapiens GN=MYPN PE=1 SV=2 145239.7 3 1 4 0 0 0 0 8 3 1 4 0 0 0 0 8 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
UB2R2_HUMAN Q712K3 UBE2R2 (CDC34B) (UBC3B)Ubiquitin-conjugating enzyme E2 R2 OS=Homo sapiens GN=UBE2R2 PE=1 SV=127148.7 2 0 0 0 0 0 0 2 7 0 0 0 0 0 0 7 Other ligase Protein modification;Cell proliferation and differentiation0 High Quality
SYAM_HUMAN Q5JTZ9 AARS2 (AARSL) (KIAA1270)Probable alanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=AARS2 PE=1 SV=1107321.9 4 0 1 0 0 0 0 5 4 0 1 0 0 0 0 5 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
MMAA_HUMAN Q8IVH4 MMAA Methylmalonic aciduria type A protein, mitochondrial OS=Homo sapiens GN=MMAA PE=1 SV=146521.8 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
DP13B_HUMAN Q8NEU8 APPL2 (DIP13B)DCC-interacting protein 13-beta OS=Homo sapiens GN=APPL2 PE=1 SV=374476.8 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Molecular function unclassifiedOther developmental process0 High Quality
GEPH_HUMAN Q9NQX3 GPHN (GPH) (KIAA1385)Gephyrin OS=Homo sapiens GN=GPHN PE=1 SV=1 79731.6 2 0 2 0 0 0 0 4 2 0 5 0 0 0 0 7 Other miscellaneous function proteinProtein metabolism and modification;Coenzyme and prosthetic group metabolism0 High Quality
PACN1_HUMAN Q9BY11 PACSIN1 (KIAA1379)Protein kinase C and casein kinase substrate in neurons protein 1 OS=Homo sapiens GN=PACSIN1 PE=1 SV=150947.9 0 0 5 0 0 0 0 5 0 0 5 0 0 0 0 5 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
RM44_HUMAN Q9H9J2 MRPL44 39S ribosomal protein L44, mitochondrial OS=Homo sapiens GN=MRPL44 PE=1 SV=137518.1 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
UBE3A_HUMAN Q05086 UBE3A (E6AP) (EPVE6AP) (HPVE6A)Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=3100632 6 0 2 0 0 0 0 8 7 0 2 0 0 0 0 9 Ubiquitin-protein ligaseProteolysis Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;High Quality
ABCF1_HUMAN Q8NE71 ABCF1 (ABC50)ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=295910.2 0 0 5 0 0 0 0 5 0 0 5 0 0 0 0 5 ATP-binding cassette (ABC) transporterTransport 0 High Quality
TACC2_HUMAN O95359 TACC2 Transforming acidic coiled-coil-containing protein 2 OS=Homo sapiens GN=TACC2 PE=1 SV=3309405.1 4 2 8 0 0 0 0 14 11 5 10 0 0 0 0 26 Other miscellaneous function proteinOncogenesis 0 High Quality
SAMH1_HUMAN Q9Y3Z3 SAMHD1 (MOP5)SAM domain and HD domain-containing protein 1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=272184.7 2 0 4 0 0 0 0 6 3 0 4 0 0 0 0 7 Hydrolase;Defense/immunity proteinImmunity and defense 0 High Quality
RB6I2_HUMAN Q8IUD2 ERC1 (ELKS) (KIAA1081) (RAB6IP2)ELKS/RAB6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1128072.6 3 3 2 0 0 0 0 8 8 3 2 0 0 0 0 13 G-protein modulator;Membrane traffic proteinGeneral vesicle transport0 High Quality
CO2_HUMAN P06681 C2 Complement C2 OS=Homo sapiens GN=C2 PE=1 SV=2 83250.8 3 0 1 0 0 0 0 4 8 0 1 0 0 0 0 9 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
ADAL_HUMAN Q6DHV7 ADAL Adenosine deaminase-like protein OS=Homo sapiens GN=ADAL PE=2 SV=240247.1 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Deaminase Purine metabolismAdenine and hypoxanthine salvage pathway->Adenosine deaminase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine deaminase;;;High Quality
ADRO_HUMAN P22570 FDXR (ADXR) NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Homo sapiens GN=FDXR PE=1 SV=353818.5 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Reductase Ferredoxin metabolismVitamin D metabolism and pathway->Ferredoxin Reductase;;High Quality
WD42A_HUMAN Q5TAQ9 WDR42A (H326)WD repeat-containing protein 42A OS=Homo sapiens GN=WDR42A PE=1 SV=166833.4 1 0 2 0 0 0 0 3 2 0 3 0 0 0 0 5 G-protein;Other miscellaneous function proteinRegulation of nucleoside, nucleotide metabolism;Signal transduction;Apoptosis0 High Quality
CELF1_HUMAN Q92879 CUGBP1 (BRUNOL2) (CELF1) (CUGBP) (NAB50)CUG-BP- and ETR-3-like factor 1 OS=Homo sapiens GN=CUGBP1 PE=1 SV=252046 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Other RNA-binding proteinmRNA splicing 0 High Quality
CDK5_HUMAN Q00535 CDK5 Cell division protein kinase 5 OS=Homo sapiens GN=CDK5 PE=1 SV=333287.8 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell cycle control;MitosisAxon guidance mediated by semaphorins->Cyclin-dependent kinase 5;;Dopamine receptor mediated signaling pathway->cyclin-dependent kinase 5;;;High Quality
LU_HUMAN P50895 BCAM (LU) (MSK19)Lutheran blood group glycoprotein OS=Homo sapiens GN=BCAM PE=1 SV=267385.9 1 0 3 0 0 0 0 4 3 0 5 0 0 0 0 8 Receptor;CAM family adhesion moleculeCell adhesion 0 High Quality
KBP_HUMAN Q96EK5 KIAA1279 (KBP)KIF1-binding protein OS=Homo sapiens GN=KIAA1279 PE=1 SV=171797.7 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
RT29_HUMAN P51398 DAP3 (MRPS29)28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=145549.7 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
CLPB_HUMAN Q9H078 CLPB (HSP78) (SKD3)Caseinolytic peptidase B protein homolog OS=Homo sapiens GN=CLPB PE=2 SV=178713.2 4 0 3 0 0 0 0 7 4 0 3 0 0 0 0 7 Hydrolase Intracellular protein traffic0 High Quality
SRP72_HUMAN O76094 SRP72 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=374590.3 2 0 2 0 0 0 0 4 3 0 4 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
LRSM1_HUMAN Q6UWE0 LRSAM1 (TAL) (UNQ6496/PRO21356)E3 ubiquitin-protein ligase LRSAM1 OS=Homo sapiens GN=LRSAM1 PE=1 SV=183577.8 3 0 1 0 0 0 0 4 3 0 5 0 0 0 0 8 Other miscellaneous function proteinOther immune and defense;Miscellaneous0 High Quality
RABE1_HUMAN Q15276 RABEP1 (RABPT5) (RABPT5A)Rab GTPase-binding effector protein 1 OS=Homo sapiens GN=RABEP1 PE=1 SV=299273.9 1 1 4 0 0 0 0 6 1 1 4 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
MAOX_HUMAN P48163 ME1 NADP-dependent malic enzyme OS=Homo sapiens GN=ME1 PE=1 SV=164133.4 1 0 2 0 0 0 0 3 1 0 4 0 0 0 0 5 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
SUV3_HUMAN Q8IYB8 SUPV3L1 (SUV3)ATP-dependent RNA helicase SUPV3L1, mitochondrial OS=Homo sapiens GN=SUPV3L1 PE=1 SV=187976.8 3 1 0 0 0 0 0 4 5 1 0 0 0 0 0 6 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
DCUP_HUMAN P06132 UROD Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=240769.2 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Decarboxylase Porphyrin metabolismHeme biosynthesis->Uroporphyrinogen decarboxylase;;High Quality
LIMS2_HUMAN Q7Z4I7 LIMS2 (PINCH2)LIM and senescent cell antigen-like-containing domain protein 2 OS=Homo sapiens GN=LIMS2 PE=1 SV=138897.4 0 0 2 0 0 0 0 2 0 0 5 0 0 0 0 5 Actin binding cytoskeletal protein;Structural proteinOther receptor mediated signaling pathway;Cell motilityIntegrin signalling pathway->PINCH;;High Quality
VPS4B_HUMAN O75351 VPS4B (SKD1) (VPS42)Vacuolar protein sorting-associating protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=249285.7 0 1 2 0 0 0 0 3 0 2 2 0 0 0 0 4 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
KPRA_HUMAN Q14558 PRPSAP1 Phosphoribosyl pyrophosphate synthetase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=239376.5 1 0 2 0 0 0 0 3 2 0 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
EIF3M_HUMAN Q7L2H7 EIF3M (HFLB5) (PCID1) (GA17) (PNAS-125)Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=142485.8 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Other miscellaneous function proteinMiscellaneous;Cell proliferation and differentiation0 High Quality
RL18_HUMAN Q07020 RPL18 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=221617.2 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
TTC5_HUMAN Q8N0Z6 TTC5 Tetratricopeptide repeat protein 5 OS=Homo sapiens GN=TTC5 PE=2 SV=148937.1 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Molecular function unclassifiedRNA catabolism;Other metabolism0 High Quality
HEM3_HUMAN P08397 HMBS (PBGD) (UPS)Porphobilinogen deaminase OS=Homo sapiens GN=HMBS PE=1 SV=239312.5 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Deaminase Porphyrin metabolismHeme biosynthesis->Hydroxymethylbilane synthase;;High Quality
VIGLN_HUMAN Q00341 HDLBP (HBP) (VGL)Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=1 141424.1 2 0 5 0 0 0 0 7 3 0 10 0 0 0 0 13 Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
C1QR1_HUMAN Q9NPY3 CD93 (C1QR1) (MXRA4)Complement component C1q receptor OS=Homo sapiens GN=CD93 PE=1 SV=368541.2 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Other receptor Cell adhesion-mediated signaling;Immunity and defense0 Matchup
DD19B_HUMAN Q9UMR2 DDX19B (DBP5) (DDX19)ATP-dependent RNA helicase DDX19B OS=Homo sapiens GN=DDX19B PE=1 SV=153909.7 1 0 3 0 0 0 0 4 1 0 6 0 0 0 0 7 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
KTHY_HUMAN P23919 DTYMK (CDC8) (TMPK) (TYMK)Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=423801.8 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Nucleotide kinase DNA metabolismDe novo pyrimidine deoxyribonucleotide biosynthesis->dTMP kinase;;High Quality
PPM1B_HUMAN O75688 PPM1B (PP2CB)Protein phosphatase 1B OS=Homo sapiens GN=PPM1B PE=1 SV=152624.4 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
IMMT_HUMAN Q16891 IMMT (HMP) (PIG4)Mitochondrial inner membrane protein OS=Homo sapiens GN=IMMT PE=1 SV=183661 1 0 4 0 0 0 0 5 1 0 5 0 0 0 0 6 Molecular function unclassifiedBiological process unclassified0 High Quality
CHCH3_HUMAN Q9NX63 CHCHD3 Coiled-coil-helix-coiled-coil-helix domain-containing protein 3, mitochondrial OS=Homo sapiens GN=CHCHD3 PE=1 SV=126134.5 2 1 0 0 0 0 0 3 3 1 0 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
RM45_HUMAN Q9BRJ2 MRPL45 39S ribosomal protein L45, mitochondrial OS=Homo sapiens GN=MRPL45 PE=2 SV=235333.3 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 Matchup
SYYM_HUMAN Q9Y2Z4 YARS2 (CGI-04)Tyrosyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=YARS2 PE=1 SV=253183 1 0 2 0 0 0 0 3 1 0 3 0 0 0 0 4 Nucleic acid binding;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
DD19A_HUMAN Q9NUU7 DDX19A (DDX19L)ATP-dependent RNA helicase DDX19A OS=Homo sapiens GN=DDX19A PE=1 SV=153957.9 5 0 0 0 0 0 0 5 6 0 0 0 0 0 0 6 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
AT1A3_HUMAN P13637 ATP1A3 Sodium/potassium-transporting ATPase subunit alpha-3 OS=Homo sapiens GN=ATP1A3 PE=1 SV=3111733.5 4 0 1 0 0 0 0 5 10 0 2 0 0 0 0 12 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
TBCD4_HUMAN O60343 TBC1D4 (AS160) (KIAA0603)TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2146549.1 2 0 2 0 0 0 0 4 4 0 3 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
TES_HUMAN Q9UGI8 TES Testin OS=Homo sapiens GN=TES PE=1 SV=1 47977.6 3 0 1 0 0 0 0 4 5 0 1 0 0 0 0 6 Actin binding cytoskeletal protein;Structural proteinGametogenesis;Tumor suppressor;Cell structure;Cell motility0 High Quality
HS74L_HUMAN O95757 HSPA4L (APG1) (OSP94)Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=294470.4 4 0 1 0 0 0 0 5 4 0 2 0 0 0 0 6 Hsp 70 family chaperoneProtein folding 0 High Quality
RM18_HUMAN Q9H0U6 MRPL18 (HSPC071)39S ribosomal protein L18, mitochondrial OS=Homo sapiens GN=MRPL18 PE=2 SV=120557.9 2 0 0 0 0 0 0 2 4 0 0 0 0 0 0 4 Ribosomal protein Protein biosynthesis 0 High Quality
CC060_HUMAN Q9BU61 C3orf60 Uncharacterized protein C3orf60 OS=Homo sapiens GN=C3orf60 PE=2 SV=120332.3 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 Matchup
HNRPC_HUMAN P07910 HNRNPC (HNRPC)Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=433652.5 1 1 1 0 0 0 0 3 1 1 2 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 Matchup
XPO1_HUMAN O14980 XPO1 (CRM1) Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 123370.9 5 0 1 0 0 0 0 6 5 0 2 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
KS6A3_HUMAN P51812 RPS6KA3 (ISPK1) (RSK2)Ribosomal protein S6 kinase alpha-3 OS=Homo sapiens GN=RPS6KA3 PE=1 SV=183720.5 2 1 2 0 0 0 0 5 2 1 2 0 0 0 0 5 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascade;Neurogenesis;Skeletal development;Cell cycle controlInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->90 kDa ribosomal protein S6 kinase;;PDGF signaling pathway->p90RSK;;Interleukin signaling pathway->Ribosomal protein S6 kinase, 90kD;;Ras Pathway->p90 ribosomal S6 kinase;;;;;High Quality
APOA4_HUMAN P06727 APOA4 Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=345381.3 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Transporter;ApolipoproteinLipid and fatty acid transport;Transport;Blood circulation and gas exchange0 Matchup
IMPCT_HUMAN Q9P2X3 IMPACT Protein IMPACT OS=Homo sapiens GN=IMPACT PE=2 SV=1 36445.1 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedAmino acid metabolism regulation;Other metabolism0 Matchup
SSA27_HUMAN O60232 SSSCA1 Sjoegren syndrome/scleroderma autoantigen 1 OS=Homo sapiens GN=SSSCA1 PE=1 SV=121456.5 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
PP1G_HUMAN P36873 PPP1CC Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=136967.6 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
GPC1_HUMAN P35052 GPC1 Glypican-1 OS=Homo sapiens GN=GPC1 PE=1 SV=1 61633.3 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Cell adhesion molecule;Extracellular matrix glycoproteinCell adhesion 0 High Quality
PAXI_HUMAN P49023 PXN Paxillin OS=Homo sapiens GN=PXN PE=1 SV=2 64515 0 1 1 0 0 0 0 2 0 2 1 0 0 0 0 3 Actin binding cytoskeletal proteinCell motility Integrin signalling pathway->Paxillin;;Angiogenesis->Paxillin;;VEGF signaling pathway->Paxillin;;;;Matchup
PCYOX_HUMAN Q9UHG3 PCYOX1 (KIAA0908) (PCL1) (UNQ597/PRO1183)Prenylcysteine oxidase 1 OS=Homo sapiens GN=PCYOX1 PE=1 SV=356624.2 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CX026_HUMAN Q9BVG4 CXorf26 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=126039.5 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
RU2A_HUMAN P09661 SNRPA1 U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=228399.1 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 mRNA splicing factor mRNA splicing 0 Matchup
ARI1_HUMAN Q9Y4X5 ARIH1 (ARI) (MOP6) (UBCH7BP) (HUSSY-27)Protein ariadne-1 homolog OS=Homo sapiens GN=ARIH1 PE=1 SV=264099.2 0 0 3 0 0 0 0 3 0 0 4 0 0 0 0 4 Ubiquitin-protein ligaseProtein modification 0 High Quality
MOCS3_HUMAN O95396 MOCS3 (UBA4)Molybdenum cofactor synthesis protein 3 OS=Homo sapiens GN=MOCS3 PE=1 SV=149651.5 0 0 3 0 0 0 0 3 0 0 4 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
CMA1_HUMAN P23946 CMA1 (CYH) (CYM)Chymase OS=Homo sapiens GN=CMA1 PE=1 SV=1 27307.5 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Serine protease Proteolysis;Granulocyte-mediated immunity;ApoptosisApoptosis signaling pathway->Granzyme B;;High Quality
RBG1L_HUMAN Q5R372 RABGAP1L (HHL) (KIAA0471)RAB GTPase-activating protein 1-like OS=Homo sapiens GN=RABGAP1L PE=2 SV=192496.6 4 0 1 0 0 0 0 5 7 0 1 0 0 0 0 8 Other G-protein modulatorBiological process unclassified0 High Quality
PACS1_HUMAN Q6VY07 PACS1 (KIAA1175)Phosphofurin acidic cluster sorting protein 1 OS=Homo sapiens GN=PACS1 PE=1 SV=2104881.4 1 1 2 0 0 0 0 4 1 1 3 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
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KLC2_HUMAN Q9H0B6 KLC2 Kinesin light chain 2 OS=Homo sapiens GN=KLC2 PE=1 SV=1 68918.2 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;Matchup
DAG1_HUMAN Q14118 DAG1 Dystroglycan OS=Homo sapiens GN=DAG1 PE=1 SV=1 97563.3 2 0 1 0 0 0 0 3 3 0 13 0 0 0 0 16 Other receptor Extracellular matrix protein-mediated signaling0 High Quality
STBD1_HUMAN O95210 STBD1 (GENX-3414)Starch-binding domain-containing protein 1 OS=Homo sapiens GN=STBD1 PE=1 SV=138988.1 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Other RNA-binding proteinRNA localization;Translational regulation;Developmental processes0 High Quality
PARVB_HUMAN Q9HBI1 PARVB (CGI-56)Beta-parvin OS=Homo sapiens GN=PARVB PE=1 SV=1 41696.9 2 0 0 0 0 0 0 2 4 0 0 0 0 0 0 4 Actin and actin related proteinCell motility Integrin signalling pathway->Parvin;;High Quality
2A5A_HUMAN Q15172 PPP2R5A Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform OS=Homo sapiens GN=PPP2R5A PE=1 SV=156178.2 3 0 1 0 0 0 0 4 4 0 1 0 0 0 0 5 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
SYWM_HUMAN Q9UGM6 WARS2 Tryptophanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=WARS2 PE=1 SV=140128.9 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
AK1C1_HUMAN Q04828 AKR1C1 (DDH) (DDH1)Aldo-keto reductase family 1 member C1 OS=Homo sapiens GN=AKR1C1 PE=1 SV=136771.1 1 0 2 0 0 0 0 3 1 0 5 0 0 0 0 6 Reductase Other metabolism 0 High Quality
KLC1_HUMAN Q07866 KLC1 (KLC) (KNS2)Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=1 64768.9 0 0 4 0 0 0 0 4 0 0 4 0 0 0 0 4 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
MESD2_HUMAN Q14696 MESDC2 (KIAA0081) (UNQ1911/PRO4369)Mesoderm development candidate 2 OS=Homo sapiens GN=MESDC2 PE=1 SV=226059.9 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Molecular function unclassifiedMesoderm development0 Matchup
IL18_HUMAN Q14116 IL18 (IGIF) (IL1F4)Interleukin-18 OS=Homo sapiens GN=IL18 PE=1 SV=1 22309.4 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Interleukin Cytokine and chemokine mediated signaling pathway;MAPKKK cascade;JAK-STAT cascade;Ligand-mediated signaling;Immunity and defenseInflammation mediated by chemokine and cytokine signaling pathway->Interferon gamma;;Interleukin signaling pathway->Interleukin;;Toll receptor signaling pathway->Gene trancription;;;;Matchup
BDH_HUMAN Q02338 BDH1 (BDH) D-beta-hydroxybutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=BDH1 PE=1 SV=338139.9 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Dehydrogenase;ReductaseOther metabolism 0 High Quality
NUCG_HUMAN Q14249 ENDOG Endonuclease G, mitochondrial OS=Homo sapiens GN=ENDOG PE=2 SV=332628.9 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Endodeoxyribonuclease;Endoribonuclease;HydrolaseDNA replication;Apoptotic processes;DNA replicationApoptosis signaling pathway->Endonuclease G;;Matchup
G6PE_HUMAN O95479 H6PD (GDH) GDH/6PGL endoplasmic bifunctional protein OS=Homo sapiens GN=H6PD PE=1 SV=288875.6 3 0 1 0 0 0 0 4 5 0 1 0 0 0 0 6 Dehydrogenase Monosaccharide metabolism0 High Quality
B3GLT_HUMAN Q6Y288 B3GALTL (B3GTL)Beta-1,3-glucosyltransferase OS=Homo sapiens GN=B3GALTL PE=1 SV=256548 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Glycosyltransferase Biological process unclassified0 High Quality
EIF3F_HUMAN O00303 EIF3F (EIF3S5) Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=137545.5 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Translation initiation factorProtein biosynthesisCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
ITB1_HUMAN P05556 ITGB1 (FNRB) (MDF2) (MSK12)Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=1 88447.1 2 0 2 0 0 0 0 4 2 0 2 0 0 0 0 4 Other receptor;Cell adhesion moleculeCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion;Blood clotting;Cell motilityIntegrin signalling pathway->Integrin beta;;Inflammation mediated by chemokine and cytokine signaling pathway->Integrin;;;High Quality
TBB3_HUMAN Q13509 TUBB3 (TUBB4)Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=250414.7 3 0 3 0 0 0 0 6 5 0 3 0 0 0 0 8 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
PP1A_HUMAN P62136 PPP1CA (PPP1A)Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=137495.9 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
CLPX_HUMAN O76031 CLPX ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial OS=Homo sapiens GN=CLPX PE=1 SV=269206.7 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Other chaperones Protein folding;Proteolysis;Transport0 High Quality
CUTC_HUMAN Q9NTM9 CUTC (CGI-32)Copper homeostasis protein cutC homolog OS=Homo sapiens GN=CUTC PE=1 SV=129323.5 0 0 3 0 0 0 0 3 0 0 4 0 0 0 0 4 Cation transporter Cation transport 0 High Quality
SC24C_HUMAN P53992 SEC24C (KIAA0079)Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=2118297.2 2 1 1 0 0 0 0 4 3 1 1 0 0 0 0 5 Vesicle coat protein General vesicle transport;Transport0 High Quality
3HAO_HUMAN P46952 HAAO 3-hydroxyanthranilate 3,4-dioxygenase OS=Homo sapiens GN=HAAO PE=1 SV=132524.1 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
PIPNB_HUMAN P48739 PITPNB Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=231522.3 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
ERAP1_HUMAN Q9NZ08 ERAP1 (APPILS) (ARTS1) (KIAA0525) (UNQ584/PRO1154)Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3107219.9 3 0 1 0 0 0 0 4 6 0 1 0 0 0 0 7 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
PPME1_HUMAN Q9Y570 PPME1 (PME1) (PP2593) (PRO0750)Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=342297.8 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Esterase Lipid, fatty acid and steroid metabolism;Protein modification0 High Quality
AP1M1_HUMAN Q9BXS5 AP1M1 (CLTNM)AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=348569.8 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Other membrane traffic proteinPinocytosis;Transport 0 High Quality
OSBL1_HUMAN Q9BXW6 OSBPL1A (ORP1) (OSBP8) (OSBPL1) (OSBPL1B)Oxysterol-binding protein-related protein 1 OS=Homo sapiens GN=OSBPL1A PE=1 SV=2108454.1 3 0 1 0 0 0 0 4 4 0 1 0 0 0 0 5 Transfer/carrier protein;Other miscellaneous function proteinCholesterol metabolism0 High Quality
EPN4_HUMAN Q14677 CLINT1 (ENTH) (EPN4) (EPNR) (KIAA0171)Clathrin interactor 1 OS=Homo sapiens GN=CLINT1 PE=1 SV=168242.5 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Other membrane traffic proteinIntracellular signaling cascade0 Matchup
ACACB_HUMAN O00763 ACACB (ACC2) (ACCB)Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB PE=1 SV=2276541 1 1 1 0 0 0 0 3 3 3 1 0 0 0 0 7 Other ligase Gluconeogenesis;Monosaccharide metabolism;Fatty acid biosynthesis;Coenzyme metabolism0 Matchup
RFA1_HUMAN P27694 RPA1 (REPA1) (RPA70)Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=268121 2 0 2 0 0 0 0 4 2 0 2 0 0 0 0 4 Single-stranded DNA-binding proteinDNA replication;DNA replication0 High Quality
PRRC1_HUMAN Q96M27 PRRC1 Protein PPRC1 OS=Homo sapiens GN=PRRC1 PE=2 SV=1 46683 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
RHOG_HUMAN P84095 RHOG (ARHG) Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=121290.1 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Small GTPase G-protein mediated signaling;Cell structure and motilityHuntington disease->Rac;;EGF receptor signaling pathway->Rac;;;Matchup
COPA_HUMAN P53621 COPA Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2138331.3 3 0 4 0 0 0 0 7 5 0 4 0 0 0 0 9 Vesicle coat protein Exocytosis;Endocytosis;Transport0 High Quality
AP2A1_HUMAN O95782 AP2A1 (ADTAA) (CLAPA1)AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=2107539.7 3 0 1 0 0 0 0 4 3 0 1 0 0 0 0 4 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosisHuntington disease->alpha-Adaptin;;High Quality
CK068_HUMAN Q9H3H3 C11orf68 (BLES03)Uncharacterized protein C11orf68 OS=Homo sapiens GN=C11orf68 PE=1 SV=127365 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
AAPK2_HUMAN P54646 PRKAA2 (AMPK) (AMPK2)5'-AMP-activated protein kinase catalytic subunit alpha-2 OS=Homo sapiens GN=PRKAA2 PE=1 SV=262302.9 4 0 0 0 0 0 0 4 5 0 0 0 0 0 0 5 Non-receptor serine/threonine protein kinaseGluconeogenesis;Protein phosphorylation;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
TRI25_HUMAN Q14258 TRIM25 (EFP) (RNF147) (ZNF147)Tripartite motif-containing protein 25 OS=Homo sapiens GN=TRIM25 PE=1 SV=170971.2 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Ubiquitin-protein ligaseProteolysis 0 High Quality
RHEB_HUMAN Q15382 RHEB (RHEB2) GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=120479.9 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Small GTPase Intracellular signaling cascade;Cell proliferation and differentiationTGF-beta signaling pathway->Ras-GTP;;p53 pathway by glucose deprivation->Ras homolog enriched in brain 2;;TGF-beta signaling pathway->Ras-GDP;;;;High Quality
UBP15_HUMAN Q9Y4E8 USP15 (KIAA0529)Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3112405.3 1 0 3 0 0 0 0 4 1 0 3 0 0 0 0 4 Cysteine protease Proteolysis 0 High Quality
DOHH_HUMAN Q9BU89 DOHH (HLRC1)Deoxyhypusine hydroxylase OS=Homo sapiens GN=DOHH PE=1 SV=132886.1 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
AT1A1_HUMAN P05023 ATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1112881.5 0 0 4 0 0 0 0 4 0 0 4 0 0 0 0 4 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
WBP11_HUMAN Q9Y2W2 WBP11 (NPWBP) (SNP70)WW domain-binding protein 11 OS=Homo sapiens GN=WBP11 PE=1 SV=169981.9 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
HBS1L_HUMAN Q9Y450 HBS1L (HBS1) (KIAA1038)HBS1-like protein OS=Homo sapiens GN=HBS1L PE=1 SV=1 75455.8 0 0 4 0 0 0 0 4 0 0 4 0 0 0 0 4 Translation factor Protein biosynthesis 0 High Quality
NGRN_HUMAN Q9NPE2 NGRN (FI58G) (HT020)Neugrin OS=Homo sapiens GN=NGRN PE=2 SV=1 24400.9 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
IF16_HUMAN Q16666 IFI16 (IFNGIP1)Gamma-interferon-inducible protein Ifi-16 OS=Homo sapiens GN=IFI16 PE=1 SV=388240.1 0 0 5 0 0 0 0 5 0 0 7 0 0 0 0 7 Other transcription factormRNA transcription regulation;Interferon-mediated immunity;Cell proliferation and differentiation0 High Quality
CE033_HUMAN Q4G0N4 C5orf33 UPF0465 protein C5orf33 OS=Homo sapiens GN=C5orf33 PE=2 SV=249415.4 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
UBE2O_HUMAN Q9C0C9 UBE2O (KIAA1734)Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE2O PE=1 SV=2141335.6 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Other ligase Protein modification 0 High Quality
SYNM_HUMAN Q96I59 NARS2 Probable asparaginyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=NARS2 PE=2 SV=254059.9 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
CB056_HUMAN Q7L592 C2orf56 UPF0511 protein C2orf56, mitochondrial OS=Homo sapiens GN=C2orf56 PE=2 SV=149220.7 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
SFRS1_HUMAN Q07955 SFRS1 (ASF) (SF2) (SF2P33) (OK/SW-cl.3)Splicing factor, arginine/serine-rich 1 OS=Homo sapiens GN=SFRS1 PE=1 SV=227727.1 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 mRNA splicing factor mRNA splicing 0 High Quality
RAB8A_HUMAN P61006 RAB8A (MEL) (RAB8)Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=123651.6 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Small GTPase General vesicle transport0 High Quality
COIA1_HUMAN P39060 COL18A1 Collagen alpha-1(XVIII) chain OS=Homo sapiens GN=COL18A1 PE=1 SV=4178141.7 2 0 3 0 0 0 0 5 3 0 3 0 0 0 0 6 Extracellular matrix structural proteinAngiogenesis Integrin signalling pathway->Collagen;;High Quality
DJB11_HUMAN Q9UBS4 DNAJB11 (EDJ) (ERJ3) (PSEC0121) (UNQ537/PRO1080)DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=140496.6 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Other chaperones Protein folding 0 High Quality
HXK2_HUMAN P52789 HK2 Hexokinase-2 OS=Homo sapiens GN=HK2 PE=1 SV=2 102363.3 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Carbohydrate kinase Glycolysis Pentose phosphate pathway->Hexokinase;;Glycolysis->Hexokinase;;Fructose galactose metabolism->Hexokinase;;;;High Quality
IF2P_HUMAN O60841 EIF5B (IF2) (KIAA0741)Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=3138786.3 2 0 4 0 0 0 0 6 4 0 5 0 0 0 0 9 Translation initiation factor;HydrolaseProtein biosynthesis 0 High Quality
ITBP2_HUMAN Q9UKP3 ITGB1BP2 (MSTP015)Integrin beta-1-binding protein 2 OS=Homo sapiens GN=ITGB1BP2 PE=2 SV=138363.6 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedCell adhesion;Muscle development0 Matchup
OSBP1_HUMAN P22059 OSBP (OSBP1) Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=189404.4 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Transfer/carrier proteinLipid and fatty acid transport;Cholesterol metabolism;Transport0 High Quality
GGT5_HUMAN P36269 GGT5 (GGTLA1)Gamma-glutamyltransferase 5 OS=Homo sapiens GN=GGT5 PE=2 SV=262242.8 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Acyltransferase;Other proteasesAmino acid metabolism;Protein modification;Proteolysis0 Matchup
PLMN_HUMAN P00747 PLG Plasminogen OS=Homo sapiens GN=PLG PE=1 SV=2 90549.4 2 0 1 0 0 0 0 3 2 0 2 0 0 0 0 4 Peptide hormone;Other protease inhibitor;Other enzyme inhibitor;Serine protease;Calmodulin related protein;AnnexinLipid and fatty acid transport;Proteolysis;Transport;Blood clotting;Apoptosis;Angiogenesis;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Plasminogen;;Plasminogen activating cascade->Plasminogen;;Blood coagulation->Plasmin;;Plasminogen activating cascade->Plasmin;;;;;High Quality
IGHA2_HUMAN P01877 IGHA2 Ig alpha-2 chain C region OS=Homo sapiens GN=IGHA2 PE=1 SV=236489.3 0 0 2 0 0 0 0 2 0 0 9 0 0 0 0 9 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
CE035_HUMAN Q8NE22 C5orf35 Uncharacterized protein C5orf35 OS=Homo sapiens GN=C5orf35 PE=2 SV=134134.8 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
SYPM_HUMAN Q7L3T8 PARS2 Probable prolyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=PARS2 PE=1 SV=153245.8 1 0 1 0 0 0 0 2 2 0 1 0 0 0 0 3 Synthetase;Other ligasetRNA metabolism;Protein metabolism and modification0 Matchup
RL3_HUMAN P39023 RPL3 (OK/SW-cl.32)60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=246091.5 2 0 1 0 0 0 0 3 2 0 1 0 0 0 0 3 Ribosomal protein Protein biosynthesisDe novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dCDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->CDP kinase;;De novo pyrimidine deoHigh Quality
CAH3_HUMAN P07451 CA3 Carbonic anhydrase 3 OS=Homo sapiens GN=CA3 PE=1 SV=329539.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Dehydratase Other carbon metabolism0 High Quality
SC31A_HUMAN O94979 SEC31A (KIAA0905) (SEC31L1) (HSPC275) (HSPC334)Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3132998.8 2 0 2 0 0 0 0 4 4 0 2 0 0 0 0 6 Vesicle coat protein Exocytosis;General vesicle transport0 High Quality
NFIB_HUMAN O00712 NFIB Nuclear factor 1 B-type OS=Homo sapiens GN=NFIB PE=2 SV=247424.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Transcription factor;Nucleic acid bindingmRNA transcription 0 High Quality
FAF1_HUMAN Q9UNN5 FAF1 (UBXD12) (UBXN3A) (CGI-03)FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=273937.2 1 0 2 0 0 0 0 3 2 0 2 0 0 0 0 4 Other miscellaneous function proteinIntracellular signaling cascade;Induction of apoptosisFAS signaling pathway->FAF1;;High Quality
DAF_HUMAN P08174 CD55 (CR) (DAF)Complement decay-accelerating factor OS=Homo sapiens GN=CD55 PE=1 SV=441382.1 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Complement componentComplement-mediated immunity0 High Quality
RT11_HUMAN P82912 MRPS11 (RPMS11) (HCC2)28S ribosomal protein S11, mitochondrial OS=Homo sapiens GN=MRPS11 PE=2 SV=220597.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 High Quality
HCFC1_HUMAN P51610 HCFC1 (HCF1) (HFC1)Host cell factor OS=Homo sapiens GN=HCFC1 PE=1 SV=2 208706.5 0 0 3 0 0 0 0 3 0 0 5 0 0 0 0 5 Nucleic acid binding Nucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
GPSM1_HUMAN Q86YR5 GPSM1 (AGS3)G-protein-signaling modulator 1 OS=Homo sapiens GN=GPSM1 PE=1 SV=172118.9 0 2 0 0 0 0 0 2 0 2 0 0 0 0 0 2 Guanyl-nucleotide exchange factor;Other G-protein modulatorG-protein mediated signaling;CytokinesisHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Activator of G-protein signaling;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Activator of G-protein signaling;;;High Quality
CSK22_HUMAN P19784 CSNK2A2 (CK2A2)Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=141196.5 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
IF4A3_HUMAN P38919 EIF4A3 (DDX48) (KIAA0111)Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=446854.4 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 Matchup
GCP2_HUMAN Q9BSJ2 TUBGCP2 (GCP2)Gamma-tubulin complex component 2 OS=Homo sapiens GN=TUBGCP2 PE=1 SV=2102519.6 0 0 3 0 0 0 0 3 0 0 5 0 0 0 0 5 Non-motor microtubule binding proteinCell cycle;Cell structure 0 High Quality
AP1B1_HUMAN Q10567 AP1B1 (ADTB1) (BAM22) (CLAPB2)AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=2 SV=1104591.4 1 0 4 0 0 0 0 5 2 0 4 0 0 0 0 6 Membrane traffic proteinGeneral vesicle transport0 High Quality
SYCC_HUMAN P49589 CARS Cysteinyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=385457.6 0 0 4 0 0 0 0 4 0 0 6 0 0 0 0 6 Other RNA-binding protein;Aminoacyl-tRNA synthetaseProtein metabolism and modification0 High Quality
DDX3Y_HUMAN O15523 DDX3Y (DBY) ATP-dependent RNA helicase DDX3Y OS=Homo sapiens GN=DDX3Y PE=1 SV=273137.8 0 0 5 0 0 0 0 5 0 0 5 0 0 0 0 5 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
HEM4_HUMAN P10746 UROS Uroporphyrinogen-III synthase OS=Homo sapiens GN=UROS PE=1 SV=128610.7 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Synthase;Other hydrolasePorphyrin metabolismHeme biosynthesis->Uroporphyrinogen-III synthase;;High Quality
GUAA_HUMAN P49915 GMPS GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=176698.7 1 0 3 0 0 0 0 4 2 0 3 0 0 0 0 5 Synthase;Other transferasePurine metabolismDe novo purine biosynthesis->GMP synthase;;High Quality
PERQ2_HUMAN Q6Y7W6 GIGYF2 (KIAA0642) (PERQ2) (TNRC15)PERQ amino acid-rich with GYF domain-containing protein 2 OS=Homo sapiens GN=GIGYF2 PE=1 SV=1150051.3 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
PPM1G_HUMAN O15355 PPM1G (PPM1C)Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=159253.9 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Matchup
K1394_HUMAN A5YM72 ATPGD1 ATP-grasp domain-containing protein KIAA1394 OS=Homo sapiens GN=KIAA1394 PE=2 SV=288496.8 2 0 2 0 0 0 0 4 3 0 2 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
PRKN2_HUMAN O60260 PARK2 (PRKN) E3 ubiquitin-protein ligase parkin OS=Homo sapiens GN=PARK2 PE=1 SV=251620.6 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Ubiquitin-protein ligaseProtein modification;NeurogenesisParkinson disease->Parkin;;High Quality
VPS11_HUMAN Q9H270 VPS11 (RNF108) (PP3476)Vacuolar protein sorting-associated protein 11 homolog OS=Homo sapiens GN=VPS11 PE=1 SV=1107821.2 2 0 2 0 0 0 0 4 2 0 2 0 0 0 0 4 Membrane traffic regulatory proteinEndocytosis 0 High Quality
CSK_HUMAN P41240 CSK Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=150686.9 3 0 1 0 0 0 0 4 5 0 1 0 0 0 0 6 Non-receptor tyrosine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Cell cycle control;Cell proliferation and differentiationT cell activation->Csk;;Parkinson disease->Rous sarcoma protein tyrosine kinase;;Integrin signalling pathway->C-terminal Src kinase;;;;High Quality
AKT1_HUMAN P31749 AKT1 (PKB) (RAC)RAC-alpha serine/threonine-protein kinase OS=Homo sapiens GN=AKT1 PE=1 SV=255669.6 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Nitric oxide biosynthesis;Inhibition of apoptosis;Gametogenesis;Cell cycle control;Cell proliferation and differentiationHypoxia response via HIF activation->v-akt murine thymoma viral oncogene homolog 1;;Ras Pathway->AKT;;FAS signaling pathway->Apoptosis signal regulating kinase 1;;Interleukin signaling pathway->Protein kinase B;;Huntington disease->Thymoma Viral Proto-OncMatchup
ADA_HUMAN P00813 ADA Adenosine deaminase OS=Homo sapiens GN=ADA PE=1 SV=340747.1 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Deaminase Purine metabolismAdenine and hypoxanthine salvage pathway->Adenosine deaminase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine deaminase;;;Matchup
ARRB1_HUMAN P49407 ARRB1 (ARR1)Beta-arrestin-1 OS=Homo sapiens GN=ARRB1 PE=1 SV=2 47048.3 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Select regulatory molecule;Other miscellaneous function proteinG-protein mediated signaling;Endocytosis;Sensory perceptionWnt signaling pathway->Beta-Arrestin;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->beta-arrestin 1;;Inflammation mediated by chemokine and cytokine signaling pathway->Arrestin;;Heterotrimeric G-protein signaling pathway-Gi alpHigh Quality
ADPRH_HUMAN P54922 ADPRH (ARH1)[Protein ADP-ribosylarginine] hydrolase OS=Homo sapiens GN=ADPRH PE=1 SV=139489.5 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Hydrolase Biological process unclassified0 High Quality
HERC4_HUMAN Q5GLZ8 HERC4 (KIAA1593)Probable E3 ubiquitin-protein ligase HERC4 OS=Homo sapiens GN=HERC4 PE=1 SV=1118548.6 1 0 4 0 0 0 0 5 1 0 7 0 0 0 0 8 Ubiquitin-protein ligaseProteolysis 0 High Quality
NCAM1_HUMAN P13591 NCAM1 (NCAM)Neural cell adhesion molecule 1 OS=Homo sapiens GN=NCAM1 PE=1 SV=394556.3 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 CAM family adhesion moleculeCell adhesion-mediated signaling;Cell adhesion;Other neuronal activity;Neurogenesis0 High Quality
RBM14_HUMAN Q96PK6 RBM14 (SIP) RNA-binding protein 14 OS=Homo sapiens GN=RBM14 PE=1 SV=269474.3 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Other RNA-binding proteinmRNA transcription;mRNA splicing;Steroid hormone-mediated signaling0 High Quality
EI2BB_HUMAN P49770 EIF2B2 (EIF2BB)Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=338972.1 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
NSF_HUMAN P46459 NSF Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=2 82545.4 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Other hydrolase Exocytosis;Transport;Neurotransmitter releaseIonotropic glutamate receptor pathway->N-Ethylmaleimide-sensitive fusion protein;;Synaptic_vesicle_trafficking->N-ethylmaleimide-sensitive factor;;;High Quality
UNG_HUMAN P13051 UNG (DGU) (UNG1) (UNG15)Uracil-DNA glycosylase OS=Homo sapiens GN=UNG PE=1 SV=234627.4 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 DNA glycosylase;HydrolaseCarbohydrate metabolism;DNA repair0 High Quality
MYH4_HUMAN Q9Y623 MYH4 Myosin-4 OS=Homo sapiens GN=MYH4 PE=1 SV=1 223000.6 0 0 0 0 0 1 1 2 0 0 0 0 0 2 1 3 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;Matchup
PUF60_HUMAN Q9UHX1 PUF60 (FIR) (ROBPI) (SIAHBP1)Poly(U)-binding-splicing factor PUF60 OS=Homo sapiens GN=PUF60 PE=1 SV=159857.6 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
NIBL1_HUMAN Q96TA1 FAM129B (C9orf88)Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=282666 1 0 1 0 0 0 0 2 2 0 1 0 0 0 0 3 Molecular function unclassifiedOncogenesis 0 Matchup
NEK9_HUMAN Q8TD19 NEK9 (KIAA1995) (NEK8) (NERCC)Serine/threonine-protein kinase Nek9 OS=Homo sapiens GN=NEK9 PE=1 SV=2107151.5 0 0 3 0 0 0 0 3 0 0 5 0 0 0 0 5 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
SPAG7_HUMAN O75391 SPAG7 Sperm-associated antigen 7 OS=Homo sapiens GN=SPAG7 PE=1 SV=226017 1 1 0 0 0 0 0 2 1 1 0 0 0 0 0 2 Nucleic acid binding Biological process unclassified0 Matchup
GIT2_HUMAN Q14161 GIT2 (KIAA0148)ARF GTPase-activating protein GIT2 OS=Homo sapiens GN=GIT2 PE=1 SV=284525.5 0 0 3 0 0 0 0 3 0 0 5 0 0 0 0 5 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
ASML_HUMAN O95671 ASMTL N-acetylserotonin O-methyltransferase-like protein OS=Homo sapiens GN=ASMTL PE=1 SV=368839.6 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Methyltransferase Amino acid metabolism0 Matchup
NUD16_HUMAN Q96DE0 NUDT16 U8 snoRNA-decapping enzyme OS=Homo sapiens GN=NUDT16 PE=1 SV=221256.2 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
MMS19_HUMAN Q96T76 MMS19 (MMS19L)MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2113273.3 1 0 1 0 0 0 0 2 1 0 3 0 0 0 0 4 Transcription cofactor;Other nucleic acid bindingDNA repair;mRNA transcription regulation0 Matchup
RM40_HUMAN Q9NQ50 MRPL40 (NLVCF) (URIM)39S ribosomal protein L40, mitochondrial OS=Homo sapiens GN=MRPL40 PE=1 SV=124473.7 1 0 1 0 0 0 0 2 2 0 1 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 Matchup
SMTN_HUMAN P53814 SMTN (SMSMO)Smoothelin OS=Homo sapiens GN=SMTN PE=1 SV=5 99503.4 0 1 1 0 0 0 0 2 0 1 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 Matchup
MYPT1_HUMAN O14974 PPP1R12A (MBS) (MYPT1)Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1115265.4 2 2 1 0 0 0 0 5 4 3 1 0 0 0 0 8 Phosphatase modulatorProtein phosphorylation0 High Quality
A16A1_HUMAN Q8IZ83 ALDH16A1 Aldehyde dehydrogenase family 16 member A1 OS=Homo sapiens GN=ALDH16A1 PE=1 SV=185094.7 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
P5CS_HUMAN P54886 ALDH18A1 (GSAS) (P5CS) (PYCS)Delta-1-pyrroline-5-carboxylate synthetase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=287284.9 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Amino acid kinase;Synthetase;DehydrogenaseAmino acid biosynthesis0 Matchup
PRKDC_HUMAN P78527 PRKDC (HYRC) (HYRC1)DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3469077.5 4 2 1 0 0 0 0 7 9 2 1 0 0 0 0 12 Non-receptor serine/threonine protein kinase;Nucleotide kinaseDNA repair;Protein phosphorylation;Cell cycle controlp53 pathway feedback loops 2->ATM;;p53 pathway->Ataxia telangiectasia mutated (ATM) and Rad3-related (ATR);;;High Quality
NEXN_HUMAN Q0ZGT2 NEXN Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 80642.4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 4 Molecular function unclassifiedBiological process unclassified0 High Quality
BICD2_HUMAN Q8TD16 BICD2 (KIAA0699)Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=193518 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
BAG1_HUMAN Q99933 BAG1 (HAP) BAG family molecular chaperone regulator 1 OS=Homo sapiens GN=BAG1 PE=1 SV=338860.1 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
ADDG_HUMAN Q9UEY8 ADD3 (ADDL) Gamma-adducin OS=Homo sapiens GN=ADD3 PE=1 SV=1 79138 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Non-motor actin binding proteinProtein complex assembly;Cell structure and motility0 High Quality
AP1G1_HUMAN O43747 AP1G1 (ADTG) (CLAPG1)AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=591336.2 3 0 0 0 0 0 0 3 4 0 0 0 0 0 0 4 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosis0 High Quality
DIAP1_HUMAN O60610 DIAPH1 (DIAP1)Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=1138966.1 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Non-motor actin binding proteinCell motility Cytoskeletal regulation by Rho GTPase->Mammalian diaphanous;;Matchup
LIAS_HUMAN O43766 LIAS (LAS) (HUSSY-01)Lipoyl synthase, mitochondrial OS=Homo sapiens GN=LIAS PE=2 SV=341894.1 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Synthetase;Other transferaseCoenzyme and prosthetic group metabolismLipoate_biosynthesis->Lipoate synthase;;High Quality
CO4A2_HUMAN P08572 COL4A2 Collagen alpha-2(IV) chain OS=Homo sapiens GN=COL4A2 PE=1 SV=4167539.6 2 2 1 0 0 0 0 5 12 7 1 0 0 0 0 20 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
ACLY_HUMAN P53396 ACLY ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3120824.8 2 0 1 0 0 0 0 3 4 0 1 0 0 0 0 5 Transferase;Other lyase;LigaseTricarboxylic acid pathway;Lipid, fatty acid and steroid metabolism;Coenzyme metabolismPyruvate metabolism->Citrate Lyase;;High Quality
KAT3_HUMAN Q6YP21 CCBL2 (KAT3) (RBMXL1)Kynurenine--oxoglutarate transaminase 3 OS=Homo sapiens GN=CCBL2 PE=2 SV=151384.7 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Transaminase Amino acid metabolism0 Matchup
RAIN_HUMAN Q5U651 RASIP1 Ras-interacting protein 1 OS=Homo sapiens GN=RASIP1 PE=1 SV=1103442.1 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
SELO_HUMAN Q9BVL4 SELO Selenoprotein O OS=Homo sapiens GN=SELO PE=2 SV=3 73472.2 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 Matchup
GMPPA_HUMAN Q96IJ6 GMPPA Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=2 SV=146273.8 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 NucleotidyltransferaseMonosaccharide metabolism;Other carbohydrate metabolismMannose metabolism->Mannose 1-P guanylyl transferase;;High Quality
PPOX_HUMAN P50336 PPOX Protoporphyrinogen oxidase OS=Homo sapiens GN=PPOX PE=1 SV=150747.4 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Oxidase Porphyrin metabolismHeme biosynthesis->Protoporphyrinogen oxidase;;High Quality
PDCL3_HUMAN Q9H2J4 PDCL3 (VIAF1) Phosducin-like protein 3 OS=Homo sapiens GN=PDCL3 PE=1 SV=127597.5 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Molecular function unclassifiedApoptosis 0 High Quality
HSP72_HUMAN P54652 HSPA2 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=170005 3 0 2 0 0 0 0 5 3 0 3 0 0 0 0 6 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
SMAP1_HUMAN Q8IYB5 SMAP1 Stromal membrane-associated protein 1 OS=Homo sapiens GN=SMAP1 PE=1 SV=250369 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
THBG_HUMAN P05543 SERPINA7 (TBG)Thyroxine-binding globulin OS=Homo sapiens GN=SERPINA7 PE=1 SV=246307.6 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Serine protease inhibitorProteolysis 0 High Quality
ARI2_HUMAN O95376 ARIH2 (ARI2) (TRIAD1) (HT005)Protein ariadne-2 homolog OS=Homo sapiens GN=ARIH2 PE=1 SV=157799.8 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Ubiquitin-protein ligaseProtein modification 0 High Quality
LIPL_HUMAN P06858 LPL (LIPD) Lipoprotein lipase OS=Homo sapiens GN=LPL PE=1 SV=1 53145.1 1 0 1 0 0 0 0 2 2 0 2 0 0 0 0 4 Lipase Lipid and fatty acid transport;Transport2-arachidonoylglycerol biosynthesis->Diacylglycerol lipase;;Matchup
MA7D1_HUMAN Q3KQU3 MAP7D1 (KIAA1187) (PARCC1) (RPRC1) (PP2464)MAP7 domain-containing protein 1 OS=Homo sapiens GN=MAP7D1 PE=1 SV=192802.2 2 2 0 0 0 0 0 4 3 8 0 0 0 0 0 11 Non-motor microtubule binding proteinApoptosis;Cell structure0 High Quality
ARLY_HUMAN P04424 ASL Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=451641 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Other lyase Amino acid biosynthesis;Nitrogen metabolismArginine biosynthesis->argininosuccinate lyase;;High Quality
COFA1_HUMAN P39059 COL15A1 Collagen alpha-1(XV) chain OS=Homo sapiens GN=COL15A1 PE=1 SV=2141704.5 1 1 0 0 0 0 0 2 2 1 0 0 0 0 0 3 Extracellular matrix structural proteinCell structure Integrin signalling pathway->Collagen;;Matchup
ARFG2_HUMAN Q8N6H7 ARFGAP2 (ZNF289) (Nbla10535)ADP-ribosylation factor GTPase-activating protein 2 OS=Homo sapiens GN=ARFGAP2 PE=1 SV=156703 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Small GTPase General vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;High Quality
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CPNE5_HUMAN Q9HCH3 CPNE5 (KIAA1599)Copine-5 OS=Homo sapiens GN=CPNE5 PE=2 SV=2 65716.7 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic0 High Quality
HS904_HUMAN Q58FG1 HSP90AA4P (HSP90AD) (HSPCAL2)Putative heat shock protein HSP 90-alpha A4 OS=Homo sapiens GN=HSP90AA4P PE=5 SV=147695.7 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Hsp 90 family chaperoneProtein folding;Stress response0 Matchup
PP2AB_HUMAN P62714 PPP2CB Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=135557.4 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;High Quality
ARFG3_HUMAN Q9NP61 ARFGAP3 (ARFGAP1)ADP-ribosylation factor GTPase-activating protein 3 OS=Homo sapiens GN=ARFGAP3 PE=1 SV=156911.3 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motilityIntegrin signalling pathway->ASAP1;;High Quality
TBA1C_HUMAN Q9BQE3 TUBA1C (TUBA6)Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=149877.4 1 0 2 0 0 0 0 3 1 0 4 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
PKN1_HUMAN Q16512 PKN1 (PKN) (PRK1) (PRKCL1)Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=1103975.3 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;High Quality
CTNA3_HUMAN Q9UI47 CTNNA3 Catenin alpha-3 OS=Homo sapiens GN=CTNNA3 PE=1 SV=2 99793.4 1 0 4 0 0 0 0 5 1 0 4 0 0 0 0 5 Non-motor actin binding proteinCell structure Cadherin signaling pathway->Alpha-catenin;;Alzheimer disease-presenilin pathway->alpha-catenin;;Wnt signaling pathway->alpha-Catenin;;;;High Quality
BGH3_HUMAN Q15582 TGFBI (BIGH3)Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens GN=TGFBI PE=1 SV=174664.9 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Signaling molecule;Other cell adhesion moleculeExtracellular matrix protein-mediated signaling;Cell adhesion;Vision;Skeletal development;Cell proliferation and differentiation0 High Quality
NFKB2_HUMAN Q00653 NFKB2 (LYT10)Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=496732.7 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other transcription factor;Nucleic acid bindingmRNA transcription regulation;NF-kappaB cascade;T-cell mediated immunity;B-cell- and antibody-mediated immunity;Inhibition of apoptosis;Developmental processes;OncogeneT cell activation->NF-kappa B;;B cell activation->NF-kappa B;;Inflammation mediated by chemokine and cytokine signaling pathway->Nuclear factor kappa-B;;Toll receptor signaling pathway->NF-kappaB;;Apoptosis signaling pathway->Nuclear factor kappa-B;;;;;;Matchup
VP13C_HUMAN Q709C8 VPS13C (KIAA1421)Vacuolar protein sorting-associated protein 13C OS=Homo sapiens GN=VPS13C PE=1 SV=1422377.7 1 1 4 0 0 0 0 6 2 1 4 0 0 0 0 7 Molecular function unclassifiedProtein targeting and localization0 High Quality
DEK_HUMAN P35659 DEK Protein DEK OS=Homo sapiens GN=DEK PE=1 SV=1 42657.9 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 DNA ligase;Ligase mRNA transcription initiation;Regulation of nucleoside, nucleotide metabolism0 Matchup
GATB_HUMAN O75879 PET112L (PET112) (HSPC199)Probable glutamyl-tRNA(Gln) amidotransferase subunit B, mitochondrial OS=Homo sapiens GN=PET112L PE=1 SV=161846.7 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Other ligase Oxidative phosphorylation0 High Quality
RT35_HUMAN P82673 MRPS35 (MRPS28) (HDCMD11P) (MDS023) (PSEC0213)28S ribosomal protein S35, mitochondrial OS=Homo sapiens GN=MRPS35 PE=2 SV=136827 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Ribosomal protein Protein biosynthesis 0 High Quality
OGT1_HUMAN O15294 OGT UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit OS=Homo sapiens GN=OGT PE=1 SV=3116910 2 1 0 0 0 0 0 3 2 1 0 0 0 0 0 3 Glycosyltransferase Protein glycosylation;Cell communication0 High Quality
CO1A1_HUMAN P02452 COL1A1 Collagen alpha-1(I) chain OS=Homo sapiens GN=COL1A1 PE=1 SV=4138893.4 2 1 0 0 0 0 0 3 4 5 0 0 0 0 0 9 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
PI42B_HUMAN P78356 PIP4K2B (PIP5K2B)Phosphatidylinositol-5-phosphate 4-kinase type-2 beta OS=Homo sapiens GN=PIP4K2B PE=1 SV=147360.5 1 1 0 0 0 0 0 2 1 1 0 0 0 0 0 2 Phospholipid metabolism;G-protein mediated signalingPhospholipid metabolism;G-protein mediated signaling0 one hit wonders
RENT1_HUMAN Q92900 UPF1 (KIAA0221) (RENT1)Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2124328.9 1 1 1 0 0 0 0 3 1 2 1 0 0 0 0 4 RNA helicase;HydrolaseRNA catabolism 0 Matchup
NLRX1_HUMAN Q86UT6 NLRX1 (NOD26) (NOD5) (NOD9)NLR family member X1 OS=Homo sapiens GN=NLRX1 PE=2 SV=1107600.5 3 0 0 0 0 0 0 3 3 0 0 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
KLH31_HUMAN Q9H511 KLHL31 (BKLHD6) (KBTBD1) (KLHL)Kelch-like protein 31 OS=Homo sapiens GN=KLHL31 PE=2 SV=170228.7 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
FAK1_HUMAN Q05397 PTK2 (FAK) (FAK1)Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2119218.2 1 1 1 0 0 0 0 3 1 2 1 0 0 0 0 4 Non-receptor tyrosine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Stress response;Developmental processes;Cell proliferation and differentiationIntegrin signalling pathway->Focal Adhesion Kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Proline-rich tyrosine kinase 2;;VEGF signaling pathway->Focal Adhesion Kinase;;Angiogenesis->Focal Adhesion Kinase;;;;;Matchup
TBCE_HUMAN Q15813 TBCE Tubulin-specific chaperone E OS=Homo sapiens GN=TBCE PE=1 SV=159329.7 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Other chaperones Cell structure 0 Matchup
NEUL_HUMAN Q9BYT8 NLN (AGTBP) (KIAA1226)Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=180636.3 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
VATD_HUMAN Q9Y5K8 ATP6V1D (ATP6M) (VATD)Vacuolar proton pump subunit D OS=Homo sapiens GN=ATP6V1D PE=1 SV=128246.3 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Hydrogen transporter;Synthase;Other hydrolasePurine metabolism;Cation transport0 High Quality
FKBP7_HUMAN Q9Y680 FKBP7 (FKBP23) (UNQ670/PRO1304)FK506-binding protein 7 OS=Homo sapiens GN=FKBP7 PE=2 SV=129992.3 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other chaperones;Other isomeraseProtein folding 0 Matchup
PDE12_HUMAN Q6L8Q7 PDE12 2',5'-phosphodiesterase 12 OS=Homo sapiens GN=PDE12 PE=2 SV=267333.7 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Molecular function unclassifiedApoptosis 0 High Quality
ACOX2_HUMAN Q99424 ACOX2 Peroxisomal acyl-coenzyme A oxidase 2 OS=Homo sapiens GN=ACOX2 PE=1 SV=176810.5 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Oxidase Fatty acid beta-oxidation0 Matchup
C2D1B_HUMAN Q5T0F9 CC2D1B (KIAA1836)Coiled-coil and C2 domain-containing protein 1B OS=Homo sapiens GN=CC2D1B PE=2 SV=194207.8 1 1 1 0 0 0 0 3 1 1 2 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 Matchup
STXB1_HUMAN P61764 STXBP1 (UNC18A)Syntaxin-binding protein 1 OS=Homo sapiens GN=STXBP1 PE=1 SV=167553.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Membrane traffic regulatory proteinRegulated exocytosis;Transport;Neurotransmitter releaseSynaptic_vesicle_trafficking->Munc18;;High Quality
EP15_HUMAN P42566 EPS15 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=298640 2 0 1 0 0 0 0 3 3 0 1 0 0 0 0 4 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
CCD93_HUMAN Q567U6 CCDC93 Coiled-coil domain-containing protein 93 OS=Homo sapiens GN=CCDC93 PE=2 SV=273182.1 2 0 1 0 0 0 0 3 3 0 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
OBSCN_HUMAN Q5VST9 OBSCN (KIAA1556) (KIAA1639)Obscurin OS=Homo sapiens GN=OBSCN PE=1 SV=2 868444.5 5 0 11 0 0 0 0 16 5 0 13 0 0 0 0 18 Actin binding cytoskeletal protein;Guanyl-nucleotide exchange factorMuscle development 0 High Quality
PRP19_HUMAN Q9UMS4 PRPF19 (NMP200) (PRP19) (SNEV)Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=155163.3 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Other RNA-binding protein;mRNA splicing factormRNA splicingmRNA splicing->U4;;High Quality
WDR13_HUMAN Q9H1Z4 WDR13 WD repeat-containing protein 13 OS=Homo sapiens GN=WDR13 PE=2 SV=153697 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
DPOLA_HUMAN P09884 POLA1 (POLA) DNA polymerase alpha catalytic subunit OS=Homo sapiens GN=POLA1 PE=1 SV=2165899.3 0 0 0 2 0 0 0 2 0 0 0 4 0 0 0 4 DNA-directed DNA polymerase;ExodeoxyribonucleaseDNA replication;DNA repair;DNA recombination;DNA replicationDNA replication->Pol alpha;;High Quality
PCOC1_HUMAN Q15113 PCOLCE (PCPE1)Procollagen C-endopeptidase enhancer 1 OS=Homo sapiens GN=PCOLCE PE=1 SV=247954.5 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other enzyme regulator;Other extracellular matrixCell adhesion 0 Matchup
SYIC_HUMAN P41252 IARS Isoleucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=1144944.4 2 0 2 0 0 0 0 4 2 0 2 0 0 0 0 4 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
UBR3_HUMAN Q6ZT12 UBR3 (KIAA2024) (ZNF650)E3 ubiquitin-protein ligase UBR3 OS=Homo sapiens GN=UBR3 PE=2 SV=2212417.5 2 0 1 0 0 0 0 3 4 0 1 0 0 0 0 5 Other miscellaneous function proteinProteolysis 0 High Quality
UBA6_HUMAN A0AVT1 UBA6 (MOP4) (UBE1L2)Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1117955.4 1 0 2 0 0 0 0 3 2 0 2 0 0 0 0 4 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
NID2_HUMAN Q14112 NID2 Nidogen-2 OS=Homo sapiens GN=NID2 PE=1 SV=2 151376.5 0 0 4 0 0 0 0 4 0 0 4 0 0 0 0 4 Extracellular matrix glycoproteinCell adhesion 0 High Quality
KLKB1_HUMAN P03952 KLKB1 (KLK3) Plasma kallikrein OS=Homo sapiens GN=KLKB1 PE=1 SV=1 71351.7 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Serine protease Proteolysis;Other immune and defense;Blood clottingBlood coagulation->kallikrein;;Blood coagulation->Prekallikrein;;;High Quality
COBL_HUMAN O75128 COBL (KIAA0633)Protein cordon-bleu OS=Homo sapiens GN=COBL PE=1 SV=2135599.1 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedNeurogenesis 0 High Quality
CA2D1_HUMAN P54289 CACNA2D1 (CACNL2A) (CCHL2A) (MHS3)Voltage-dependent calcium channel subunit alpha-2/delta-1 OS=Homo sapiens GN=CACNA2D1 PE=1 SV=1123169.4 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Voltage-gated calcium channelCalcium mediated signaling;Protein targeting;Cation transportMuscarinic acetylcholine receptor 2 and 4 signaling pathway->L-type Calcium Channel;;High Quality
CD44_HUMAN P16070 CD44 (LHR) (MDU2) (MDU3) (MIC4)CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=2 81535.4 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
HGS_HUMAN O14964 HGS (HRS) Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=186173.6 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
KRT85_HUMAN P78386 KRT85 (KRTHB5)Keratin type II cuticular Hb5 OS=Homo sapiens GN=KRT85 PE=1 SV=155784 4 0 0 0 0 0 0 4 4 0 0 0 0 0 0 4 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
MA2C1_HUMAN Q9NTJ4 MAN2C1 (MANA) (MANA1)Alpha-mannosidase 2C1 OS=Homo sapiens GN=MAN2C1 PE=1 SV=1115817.4 2 0 1 0 0 0 0 3 3 0 1 0 0 0 0 4 Glycosidase Other carbohydrate metabolism;Protein glycosylation0 High Quality
COPG2_HUMAN Q9UBF2 COPG2 Coatomer subunit gamma-2 OS=Homo sapiens GN=COPG2 PE=1 SV=197606.5 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Vesicle coat protein General vesicle transport;Transport0 High Quality
SYFM_HUMAN O95363 FARS2 (FARS1) (HSPC320)Phenylalanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=FARS2 PE=1 SV=152338.6 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
UBP8_HUMAN P40818 USP8 (KIAA0055) (UBPY)Ubiquitin carboxyl-terminal hydrolase 8 OS=Homo sapiens GN=USP8 PE=1 SV=1127509.3 1 1 1 0 0 0 0 3 2 1 1 0 0 0 0 4 Cysteine protease Proteolysis 0 Matchup
LBA1_HUMAN O15050 LBA1 (KIAA0342)Lupus brain antigen 1 homolog OS=Homo sapiens GN=LBA1 PE=2 SV=4336209.5 0 0 0 0 0 2 0 2 0 0 0 0 0 2 0 2 Non-motor actin binding proteinMuscle contraction 0 High Quality
TBB4_HUMAN P04350 TUBB4 (TUBB5)Tubulin beta-4 chain OS=Homo sapiens GN=TUBB4 PE=1 SV=249567.4 1 0 2 0 0 0 0 3 5 0 5 0 0 0 0 10 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
CAPG_HUMAN P40121 CAPG (AFCP) (MCP)Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=138499.9 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Non-motor actin binding proteinCell structure FAS signaling pathway->Gelsolin;;Matchup
KANK2_HUMAN Q63ZY3 KANK2 (ANKRD25) (KIAA1518) (MXRA3) (SIP)KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=191155.8 1 0 1 0 0 0 0 2 2 0 2 0 0 0 0 4 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;Matchup
PLCL2_HUMAN Q9UPR0 PLCL2 (KIAA1092) (PLCE2)Inactive phospholipase C-like protein 2 OS=Homo sapiens GN=PLCL2 PE=2 SV=2125850.3 1 0 1 0 0 0 0 2 2 0 3 0 0 0 0 5 Other signaling moleculeBiological process unclassifiedOxytocin receptor mediated signaling pathway->PLC beta;;Thyrotropin-releasing hormone receptor signaling pathway->PLC;;Histamine H1 receptor mediated signaling pathway->PLC;;5HT2 type receptor mediated signaling pathway->PLC;;Inflammation mediated by chemMatchup
ABR_HUMAN Q12979 ABR Active breakpoint cluster region-related protein OS=Homo sapiens GN=ABR PE=2 SV=197682.3 1 0 2 0 0 0 0 3 2 0 2 0 0 0 0 4 Guanyl-nucleotide exchange factorOther intracellular signaling cascadeAngiogenesis->Fibroblast Growth Factor Receptor-1;;High Quality
FBX22_HUMAN Q8NEZ5 FBXO22 (FBX22)F-box only protein 22 OS=Homo sapiens GN=FBXO22 PE=2 SV=144490.3 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
RM15_HUMAN Q9P015 MRPL15 (HSPC145)39S ribosomal protein L15, mitochondrial OS=Homo sapiens GN=MRPL15 PE=1 SV=133403.6 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
GRAP1_HUMAN Q4V328 GRIPAP1 (KIAA1167)GRIP1-associated protein 1 OS=Homo sapiens GN=GRIPAP1 PE=1 SV=195972.6 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
RAGP1_HUMAN P46060 RANGAP1 (KIAA1835) (SD)Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=163525.3 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 G-protein modulator Biological process unclassified0 High Quality
ARHG6_HUMAN Q15052 ARHGEF6 (COOL2) (KIAA0006) (PIXA)Rho guanine nucleotide exchange factor 6 OS=Homo sapiens GN=ARHGEF6 PE=1 SV=287482.6 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Guanyl-nucleotide exchange factorG-protein mediated signaling0 High Quality
RO52_HUMAN P19474 TRIM21 (RNF81) (RO52) (SSA1)52 kDa Ro protein OS=Homo sapiens GN=TRIM21 PE=1 SV=154151.5 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Ribonucleoprotein;Ubiquitin-protein ligaseProteolysis 0 High Quality
PIGR_HUMAN P01833 PIGR Polymeric immunoglobulin receptor OS=Homo sapiens GN=PIGR PE=1 SV=483265.4 0 0 3 0 0 0 0 3 0 0 4 0 0 0 0 4 Immunoglobulin receptor family member;Defense/immunity proteinReceptor mediated endocytosis;B-cell- and antibody-mediated immunity0 High Quality
PNKP_HUMAN Q96T60 PNKP Bifunctional polynucleotide phosphatase/kinase OS=Homo sapiens GN=PNKP PE=1 SV=157058.9 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Nucleotide kinase;Nucleotide phosphataseDNA repair 0 High Quality
ECM29_HUMAN Q5VYK3 ECM29 (KIAA0368)Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2204278.1 0 0 5 0 0 0 0 5 0 0 5 0 0 0 0 5 Other miscellaneous function proteinProteolysis 0 High Quality
K1576_HUMAN Q9HCJ6 VAT1L Probable oxidoreductase KIAA1576 OS=Homo sapiens GN=KIAA1576 PE=1 SV=245881.5 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
KRT82_HUMAN Q9NSB4 KRT82 (KRTHB2)Keratin type II cuticular Hb2 OS=Homo sapiens GN=KRT82 PE=1 SV=356635.3 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
IQWD1_HUMAN Q58WW2 IQWD1 (MSTP055)Nuclear receptor interaction protein OS=Homo sapiens GN=IQWD1 PE=1 SV=196275.1 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
GBP2_HUMAN P32456 GBP2 Interferon-induced guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 PE=2 SV=267167.1 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Large G-protein Macrophage-mediated immunity;Interferon-mediated immunity0 Matchup
ZO1_HUMAN Q07157 TJP1 (ZO1) Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3195442.3 0 1 2 0 0 0 0 3 0 1 2 0 0 0 0 3 Tight junction Cell structure 0 High Quality
CP062_HUMAN Q7Z3J2 C16orf62 (101F10.2)UPF0505 protein C16orf62 OS=Homo sapiens GN=C16orf62 PE=1 SV=2109548.5 4 0 0 0 0 0 0 4 5 0 0 0 0 0 0 5 Other miscellaneous function proteinMitosis 0 High Quality
RM03_HUMAN P09001 MRPL3 (MRL3) (RPML3)39S ribosomal protein L3, mitochondrial OS=Homo sapiens GN=MRPL3 PE=1 SV=138615.2 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Ribosomal protein Protein biosynthesis 0 Matchup
FLOT1_HUMAN O75955 FLOT1 Flotillin-1 OS=Homo sapiens GN=FLOT1 PE=1 SV=3 47336.8 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Membrane traffic proteinGeneral vesicle transport;Cell proliferation and differentiation0 High Quality
DCLK1_HUMAN O15075 DCLK1 (DCAMKL1) (DCDC3A) (KIAA0369)Serine/threonine-protein kinase DCLK1 OS=Homo sapiens GN=DCLK1 PE=1 SV=282207.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
TRI55_HUMAN Q9BYV6 TRIM55 (MURF2) (RNF29)Tripartite motif-containing protein 55 OS=Homo sapiens GN=TRIM55 PE=1 SV=260446.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Ubiquitin-protein ligaseProteolysis 0 High Quality
EFG2_HUMAN Q969S9 GFM2 (EFG2) (MSTP027)Elongation factor G 2, mitochondrial OS=Homo sapiens GN=GFM2 PE=2 SV=186585.2 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Translation elongation factorProtein biosynthesis 0 High Quality
TANC1_HUMAN Q9C0D5 TANC1 (KIAA1728)Protein TANC1 OS=Homo sapiens GN=TANC1 PE=1 SV=2 202175.9 1 0 3 0 0 0 0 4 2 0 5 0 0 0 0 7 Molecular function unclassifiedBiological process unclassified0 High Quality
HEP2_HUMAN P05546 SERPIND1 (HCF2)Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=357054.9 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Serine protease inhibitorProteolysis Blood coagulation->heparin cofactor II;;High Quality
ATL4_HUMAN Q6UY14 ADAMTSL4 (TSRC1) (PP1396) (UNQ2803/PRO34012)ADAMTS-like protein 4 OS=Homo sapiens GN=ADAMTSL4 PE=1 SV=2116524.7 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
SART3_HUMAN Q15020 SART3 (KIAA0156) (TIP110)Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1109918.3 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Nuclease Other nucleoside, nucleotide and nucleic acid metabolism0 High Quality
DAB2P_HUMAN Q5VWQ8 DAB2IP (AF9Q34) (AIP1) (KIAA1743)Disabled homolog 2-interacting protein OS=Homo sapiens GN=DAB2IP PE=1 SV=2131611.9 2 1 0 0 0 0 0 3 4 1 0 0 0 0 0 5 Molecular function unclassifiedBiological process unclassifiedEGF receptor signaling pathway->GAP;;High Quality
ANK3_HUMAN Q12955 ANK3 Ankyrin-3 OS=Homo sapiens GN=ANK3 PE=1 SV=1 480382.3 2 0 9 0 0 0 0 11 7 0 13 0 0 0 0 20 Cytoskeletal protein Cell structure 0 High Quality
HTSF1_HUMAN O43719 HTATSF1 HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=185836.6 1 1 0 0 0 0 0 2 2 1 0 0 0 0 0 3 mRNA splicing factor Biological process unclassified0 Matchup
PCDH1_HUMAN Q08174 PCDH1 Protocadherin-1 OS=Homo sapiens GN=PCDH1 PE=1 SV=1 111253.1 0 1 1 0 0 0 0 2 0 1 1 0 0 0 0 2 Cadherin Cell adhesion-mediated signaling;Cell adhesion;Neurogenesis;Cell proliferation and differentiationWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;Matchup
UTRO_HUMAN P46939 UTRN (DMDL) Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=1 394476.5 1 1 1 0 0 0 0 3 2 2 1 0 0 0 0 5 Actin binding cytoskeletal protein;Select calcium binding proteinMesoderm development0 Matchup
DCTN4_HUMAN Q9UJW0 DCTN4 Dynactin subunit 4 OS=Homo sapiens GN=DCTN4 PE=1 SV=152319.8 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Non-motor actin binding protein;Other microtubule family cytoskeletal proteinGeneral vesicle transport;Cell structure0 Matchup
CF224_HUMAN Q3MIS4 C6orf224 Uncharacterized protein C6orf224 OS=Homo sapiens GN=C6orf224 PE=2 SV=239001.9 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
MY18A_HUMAN Q92614 MYO18A (KIAA0216) (MYSPDZ)Myosin-XVIIIa OS=Homo sapiens GN=MYO18A PE=1 SV=3 233101.8 3 0 4 0 0 0 0 7 3 0 5 0 0 0 0 8 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motilityNicotinic acetylcholine receptor signaling pathway->Myosin;;High Quality
AAKG2_HUMAN Q9UGJ0 PRKAG2 5'-AMP-activated protein kinase subunit gamma-2 OS=Homo sapiens GN=PRKAG2 PE=1 SV=163050.3 2 0 0 0 0 0 0 2 3 0 0 0 0 0 0 3 Kinase modulator Fatty acid metabolism;Lipid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
ARS2_HUMAN Q9BXP5 SRRT Arsenite-resistance protein 2 OS=Homo sapiens GN=ARS2 PE=1 SV=1100651.6 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
SLMAP_HUMAN Q14BN4 SLMAP (KIAA1601) (SLAP) (UNQ1847/PRO3577)Sarcolemmal membrane-associated protein OS=Homo sapiens GN=SLMAP PE=1 SV=195182.4 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Chaperone Biological process unclassified0 High Quality
RBGP1_HUMAN Q9Y3P9 RABGAP1 (HSPC094)Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3121722.5 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Other G-protein modulatorBiological process unclassified0 High Quality
C4BPA_HUMAN P04003 C4BPA (C4BP) C4b-binding protein alpha chain OS=Homo sapiens GN=C4BPA PE=1 SV=267015 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Complement componentComplement-mediated immunity0 Matchup
SYNP2_HUMAN Q9UMS6 SYNPO2 Synaptopodin-2 OS=Homo sapiens GN=SYNPO2 PE=1 SV=2 117495.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Actin binding cytoskeletal proteinTumor suppressor;Cell structure;Cell motility0 High Quality
EIF3X_HUMAN O75153  KIAA0664 Putative eukaryotic translation initiation factor 3 subunit OS=Homo sapiens GN=KIAA0664 PE=1 SV=2146654.2 2 0 1 0 0 0 0 3 4 0 1 0 0 0 0 5 #N/A #N/A #N/A High Quality
KRT35_HUMAN Q92764 KRT35 (HHA5) (HKA5) (KRTHA5)Keratin, type I cuticular Ha5 OS=Homo sapiens GN=KRT35 PE=2 SV=347568.6 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Intermediate filament;Structural proteinCell structure 0 High Quality
NEUA_HUMAN Q8NFW8 CMAS N-acylneuraminate cytidylyltransferase OS=Homo sapiens GN=CMAS PE=1 SV=248361.6 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 NucleotidyltransferaseOther polysaccharide metabolism;Lipid metabolism;Pyrimidine metabolism0 Matchup
CO1A2_HUMAN P08123 COL1A2 Collagen alpha-2(I) chain OS=Homo sapiens GN=COL1A2 PE=1 SV=6129270.6 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
DLG1_HUMAN Q12959 DLG1 Disks large homolog 1 OS=Homo sapiens GN=DLG1 PE=1 SV=1100338.4 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Transmembrane receptor regulatory/adaptor proteinOther receptor mediated signaling pathway;Asymmetric protein localization;Nerve-nerve synaptic transmission0 Matchup
LTBP2_HUMAN Q14767 LTBP2 (C14orf141) (LTBP3)Latent-transforming growth factor beta-binding protein 2 OS=Homo sapiens GN=LTBP2 PE=1 SV=2195038.5 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 Matchup
K2C1B_HUMAN Q7Z794 KRT77 (KRT1B)Keratin, type II cytoskeletal 1b OS=Homo sapiens GN=KRT77 PE=2 SV=261670.7 1 1 0 0 0 0 0 2 1 1 0 0 0 0 0 2 Intermediate filament;Structural proteinEctoderm development;Cell structure0 Matchup
FUBP3_HUMAN Q96I24 FUBP3 (FBP3) Far upstream element-binding protein 3 OS=Homo sapiens GN=FUBP3 PE=1 SV=261621.9 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
C163A_HUMAN Q86VB7 CD163 (M130)Scavenger receptor cysteine-rich type 1 protein M130 OS=Homo sapiens GN=CD163 PE=1 SV=1125415.3 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Other receptor Phagocytosis;Macrophage-mediated immunity0 High Quality
QRSL1_HUMAN Q9H0R6 QRSL1 Glutamyl-tRNA(Gln) amidotransferase subunit A homolog OS=Homo sapiens GN=QRSL1 PE=2 SV=257443.3 1 0 1 0 0 0 0 2 2 0 1 0 0 0 0 3 Transferase;Other hydrolase;LigaseAmino acid activation 0 Matchup
PEPL_HUMAN O60437 PPL (KIAA0568)Periplakin OS=Homo sapiens GN=PPL PE=1 SV=2 204631.9 1 2 1 0 0 0 0 4 1 2 1 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
KT33A_HUMAN O76009 KRT33A (HHA3-I) (HKA3A) (KRTHA3A)Keratin, type I cuticular Ha3-I OS=Homo sapiens GN=KRT33A PE=1 SV=145917 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Intermediate filament;Structural proteinCell structure 0 High Quality
TTC37_HUMAN Q6PGP7 TTC37 (KIAA0372)Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=1175474.1 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedRNA catabolism;Other metabolism0 Matchup
MRCKB_HUMAN Q9Y5S2 CDC42BPB (KIAA1124)Serine/threonine-protein kinase MRCK beta OS=Homo sapiens GN=CDC42BPB PE=1 SV=2194300 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell structure0 High Quality
EXOC8_HUMAN Q8IYI6 EXOC8 Exocyst complex component 8 OS=Homo sapiens GN=EXOC8 PE=1 SV=281782.2 1 1 0 0 0 0 0 2 1 1 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 Matchup
TBCD1_HUMAN Q86TI0 TBC1D1 (KIAA1108)TBC1 domain family member 1 OS=Homo sapiens GN=TBC1D1 PE=1 SV=2133069.6 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Other G-protein modulatorBiological process unclassified0 High Quality
WDR44_HUMAN Q5JSH3 WDR44 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1101350.6 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
CADH2_HUMAN P19022 CDH2 (CDHN) (NCAD)Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 99793.8 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Cadherin Cell adhesion-mediated signaling;Cell adhesionWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;High Quality
MOS1B_HUMAN Q9NZB8 MOCS1 Molybdenum cofactor biosynthesis protein 1 B OS=Homo sapiens GN=MOCS1 PE=2 SV=370088 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Other miscellaneous function proteinPterin metabolism 0 High Quality
IF3EI_HUMAN Q9Y262 EIF3L Eukaryotic translation initiation factor 3 subunit E-interacting protein OS=Homo sapiens GN=EIF3EIP PE=1 SV=166711.3 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Molecular function unclassifiedProtein biosynthesis 0 Matchup
KI21A_HUMAN Q7Z4S6 KIF21A (KIAA1708) (KIF2)Kinesin-like protein KIF21A OS=Homo sapiens GN=KIF21A PE=1 SV=2187164.7 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Microtubule binding motor proteinIntracellular protein traffic;Protein targeting and localization;Cell structure0 High Quality
GCN1L_HUMAN Q92616 GCN1L1 (KIAA0219)Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=5292732.3 4 1 0 0 0 0 0 5 5 1 0 0 0 0 0 6 Kinase modulator Protein biosynthesis;Protein modification;Translational regulation0 High Quality
DHX15_HUMAN O43143 DHX15 (DBP1) (DDX15)Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=290917.2 3 0 0 0 0 0 0 3 4 0 0 0 0 0 0 4 RNA helicase mRNA splicing 0 High Quality
LAMA4_HUMAN Q16363 LAMA4 Laminin subunit alpha-4 OS=Homo sapiens GN=LAMA4 PE=1 SV=3202512.4 0 0 3 0 0 0 0 3 0 0 7 0 0 0 0 7 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesionIntegrin signalling pathway->Laminin;;High Quality
DPYD_HUMAN Q12882 DPYD Dihydropyrimidine dehydrogenase [NADP+] OS=Homo sapiens GN=DPYD PE=1 SV=2111386.3 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Dehydrogenase Pyrimidine metabolismPyrimidine Metabolism->Dihydrouracil Dehydrogenase;;Matchup
ITSN1_HUMAN Q15811 ITSN1 (ITSN) (SH3D1A)Intersectin-1 OS=Homo sapiens GN=ITSN1 PE=1 SV=3 195406.5 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 Matchup
FRM4A_HUMAN Q9P2Q2 FRMD4A (FRMD4) (KIAA1294)FERM domain-containing protein 4A OS=Homo sapiens GN=FRMD4A PE=2 SV=3115443.5 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassifiedDopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1-like 1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein banHigh Quality
RUFY1_HUMAN Q96T51 RUFY1 (RABIP4) (ZFYVE12)RUN and FYVE domain-containing protein 1 OS=Homo sapiens GN=RUFY1 PE=1 SV=279801.3 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Other zinc finger transcription factormRNA transcription 0 High Quality
TENS3_HUMAN Q68CZ2 TNS3 (TEM6) (TENS1) (TPP)Tensin-3 OS=Homo sapiens GN=TNS3 PE=1 SV=2 155248.5 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation;Signal transduction;Cell adhesion;Immunity and defense;Induction of apoptosis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressor0 High Quality
SRRM2_HUMAN Q9UQ35 SRRM2 (KIAA0324) (SRL300) (SRM300) (HSPC075)Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2299603.6 0 2 0 0 0 0 0 2 0 2 0 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
NRAP_HUMAN Q86VF7 NRAP Nebulin-related-anchoring protein OS=Homo sapiens GN=NRAP PE=2 SV=2197060.6 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Non-motor actin binding proteinMuscle contraction 0 High Quality
UBP47_HUMAN Q96K76 USP47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=2157254 3 0 0 0 0 0 0 3 6 0 0 0 0 0 0 6 Cysteine protease Proteolysis;Gametogenesis0 High Quality
RN123_HUMAN Q5XPI4 RNF123 (KPC1) (FP1477)E3 ubiquitin-protein ligase RNF123 OS=Homo sapiens GN=RNF123 PE=1 SV=1148500.7 2 0 0 0 0 0 0 2 4 0 0 0 0 0 0 4 Ubiquitin-protein ligaseProteolysis;Other protein metabolism0 High Quality
SRP68_HUMAN Q9UHB9 SRP68 Signal recognition particle 68 kDa protein OS=Homo sapiens GN=SRP68 PE=1 SV=270714 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Nucleic acid binding Protein targeting 0 High Quality
COBL1_HUMAN Q53SF7 COBLL1 (KIAA0977)Cordon-bleu protein-like 1 OS=Homo sapiens GN=COBLL1 PE=1 SV=2131770.9 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedNeurogenesis 0 High Quality
FA21B_HUMAN Q5SNT6 FAM21B Protein FAM21B OS=Homo sapiens GN=FAM21B PE=1 SV=2144896.8 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
MYOME_HUMANQ5VU43 PDE4DIP (CMYA2) (KIAA0454) (KIAA0477) (MMGL)Myomegalin OS=Homo sapiens GN=PDE4DIP PE=2 SV=1 265063.9 0 0 2 0 0 0 0 2 0 0 8 0 0 0 0 8 Molecular function unclassifiedProtein targeting and localization0 High Quality
FUK_HUMAN Q8N0W3 FUK L-fucose kinase OS=Homo sapiens GN=FUK PE=2 SV=2 117604.4 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
AT1A2_HUMAN P50993 ATP1A2 (KIAA0778)Sodium/potassium-transporting ATPase subunit alpha-2 OS=Homo sapiens GN=ATP1A2 PE=1 SV=1112250.7 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 Matchup
NRCAM_HUMAN Q92823 NRCAM (KIAA0343)Neuronal cell adhesion molecule OS=Homo sapiens GN=NRCAM PE=1 SV=2143877.4 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 CAM family adhesion moleculeCell adhesion-mediated signaling;Cell adhesion;Neurogenesis0 High Quality
K0564_HUMAN A3KMH1 KIAA0564 Uncharacterized protein KIAA0564 OS=Homo sapiens GN=KIAA0564 PE=2 SV=2214811.8 0 0 4 0 0 0 0 4 0 0 5 0 0 0 0 5 Molecular function unclassifiedBiological process unclassified0 High Quality
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PLXA1_HUMAN Q9UIW2 PLXNA1 (NOV) (PLXN1)Plexin-A1 OS=Homo sapiens GN=PLXNA1 PE=1 SV=2 211071.9 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;NeurogenesisAxon guidance mediated by semaphorins->Plexin A1;;High Quality
SNX4_HUMAN O95219 SNX4 Sorting nexin-4 OS=Homo sapiens GN=SNX4 PE=2 SV=1 51891.8 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Membrane traffic regulatory protein;Other membrane traffic proteinIntracellular protein traffic0 Matchup
NUMA1_HUMANQ14980 NUMA1 (NUMA)Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2238241.6 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
SC24B_HUMAN O95487 SEC24B Protein transport protein Sec24B OS=Homo sapiens GN=SEC24B PE=1 SV=1137773.1 1 0 1 0 0 0 0 2 2 0 1 0 0 0 0 3 Vesicle coat protein General vesicle transport;Transport0 Matchup
CORO7_HUMAN P57737 CORO7 Coronin-7 OS=Homo sapiens GN=CORO7 PE=1 SV=1 100557.6 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 Matchup
NCOAT_HUMAN O60502 MGEA5 (HEXC) (KIAA0679) (MEA5)Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2102899.5 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
ANK2_HUMAN Q01484 ANK2 Ankyrin-2 OS=Homo sapiens GN=ANK2 PE=1 SV=2 430319 0 0 5 0 0 0 0 5 0 0 5 0 0 0 0 5 Cytoskeletal protein Cell structure 0 High Quality
XPO7_HUMAN Q9UIA9 XPO7 (KIAA0745) (RANBP16)Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3 123894.8 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Other transfer/carrier proteinOther intracellular protein traffic0 High Quality
UBR4_HUMAN Q5T4S7 UBR4 (KIAA0462) (KIAA1307) (RBAF600) (ZUBR1)E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1573824.5 0 1 1 0 0 0 0 2 0 3 1 0 0 0 0 4 Other miscellaneous function proteinProteolysis 0 Matchup
DNJC3_HUMAN Q13217 DNAJC3 (P58IPK) (PRKRI)DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=157564.2 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other chaperones;Kinase inhibitorProtein folding 0 Matchup
GOGA4_HUMAN Q13439 GOLGA4 Golgin subfamily A member 4 OS=Homo sapiens GN=GOLGA4 PE=1 SV=1261126 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other transfer/carrier protein;Membrane traffic regulatory proteinBiological process unclassified0 Matchup
STAU2_HUMAN Q9NUL3 STAU2 Double-stranded RNA-binding protein Staufen homolog 2 OS=Homo sapiens GN=STAU2 PE=1 SV=162623.9 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Other RNA-binding proteinRNA localization;Translational regulation;Developmental processes0 Matchup
RHG07_HUMAN Q96QB1 DLC1 (ARHGAP7) (KIAA1723) (STARD12)Rho GTPase-activating protein 7 OS=Homo sapiens GN=DLC1 PE=1 SV=2122811.7 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedTumor suppressor 0 High Quality
NSUN2_HUMAN Q08J23 NSUN2 (SAKI) (TRM4)tRNA (cytosine-5-)-methyltransferase NSUN2 OS=Homo sapiens GN=NSUN2 PE=1 SV=286454.8 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Nucleic acid binding;MethyltransferaserRNA metabolism 0 High Quality
ESYT1_HUMAN Q9BSJ8 FAM62A (ESYT1) (KIAA0747) (MBC2)Extended-synaptotagmin-1 OS=Homo sapiens GN=FAM62A PE=1 SV=1122841.1 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedBiological process unclassified0 High Quality
SPKAP_HUMAN Q2M3C7 SPHKAP (KIAA1678) (SKIP)A-kinase anchor protein SPHKAP OS=Homo sapiens GN=SPHKAP PE=1 SV=1186438.6 0 0 2 0 0 0 0 2 0 0 3 0 0 0 0 3 Molecular function unclassifiedBiological process unclassified0 High Quality
U5S1_HUMAN Q15029 EFTUD2 (KIAA0031) (SNRP116)116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1109420.1 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Ribonucleoprotein mRNA splicing 0 High Quality
CLIP2_HUMAN Q9UDT6 CLIP2 (CYLN2) (KIAA0291) (WBSCR4) (WSCR4)CAP-Gly domain-containing linker protein 2 OS=Homo sapiens GN=CLIP2 PE=1 SV=1115821 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Non-motor microtubule binding proteinGeneral vesicle transport;Protein targeting and localization;Mitosis;Cell structure0 Matchup
MYOM3_HUMANQ5VTT5 MYOM3 Myomesin-3 OS=Homo sapiens GN=MYOM3 PE=2 SV=1 162173.5 0 0 3 0 0 0 0 3 0 0 3 0 0 0 0 3 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
SSRP1_HUMAN Q08945 SSRP1 (FACT80)FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=181059.6 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Other transcription factor;HMG box transcription factor;Chromatin/chromatin-binding proteinmRNA transcription regulation0 Matchup
HECD1_HUMAN Q9ULT8 HECTD1 (KIAA1131)E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=2289579.6 1 0 1 0 0 0 0 2 3 0 2 0 0 0 0 5 Ubiquitin-protein ligaseProteolysis 0 Matchup
SFRIP_HUMAN Q99590 SFRS2IP (CASP11) (SIP1)SFRS2-interacting protein OS=Homo sapiens GN=SFRS2IP PE=1 SV=1128857 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Molecular function unclassifiedmRNA splicing 0 High Quality
KI13A_HUMAN Q9H1H9 KIF13A (RBKIN)Kinesin-like protein KIF13A OS=Homo sapiens GN=KIF13A PE=1 SV=2202290.5 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Microtubule binding motor proteinGeneral vesicle transport;Mitosis0 Matchup
VWF_HUMAN P04275 VWF (F8VWF) von Willebrand factor OS=Homo sapiens GN=VWF PE=1 SV=2309267.5 0 0 4 0 0 0 0 4 0 0 6 0 0 0 0 6 Extracellular matrix glycoproteinCell adhesion;Blood clottingBlood coagulation->von Willebrand Factor;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
UBP25_HUMAN Q9UHP3 USP25 (USP21)Ubiquitin carboxyl-terminal hydrolase 25 OS=Homo sapiens GN=USP25 PE=1 SV=3125736.4 1 0 1 0 0 0 0 2 1 0 1 0 0 0 0 2 Cysteine protease Proteolysis 0 Matchup
DOCK9_HUMAN Q9BZ29 DOCK9 (KIAA1058)Dedicator of cytokinesis protein 9 OS=Homo sapiens GN=DOCK9 PE=1 SV=2236433 1 0 2 0 0 0 0 3 1 0 2 0 0 0 0 3 Guanyl-nucleotide exchange factorOther intracellular signaling cascade;Phagocytosis;Cell motility0 High Quality
VP13A_HUMAN Q96RL7 VPS13A (CHAC) (KIAA0986)Vacuolar protein sorting-associated protein 13A OS=Homo sapiens GN=VPS13A PE=1 SV=2360263.5 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Molecular function unclassifiedProtein targeting and localization0 Matchup
TCRG1_HUMAN O14776 TCERG1 (CA150) (TAF2S)Transcription elongation regulator 1 OS=Homo sapiens GN=TCERG1 PE=1 SV=2123884.9 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Basal transcription factormRNA transcriptionPDGF signaling pathway->GTPase-activating protein Rho;;High Quality
LAMA5_HUMAN O15230 LAMA5 (KIAA0533) (KIAA1907)Laminin subunit alpha-5 OS=Homo sapiens GN=LAMA5 PE=2 SV=5399725.1 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
MYH8_HUMAN P13535 MYH8 Myosin-8 OS=Homo sapiens GN=MYH8 PE=1 SV=3 222749.3 0 0 2 0 0 0 0 2 0 0 2 0 0 0 0 2 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
CMYA5_HUMAN Q8N3K9 CMYA5 (C5orf10) (DTNBP2) (SPRYD2) (TRIM76)Cardiomyopathy-associated protein 5 OS=Homo sapiens GN=CMYA5 PE=1 SV=3449186.8 0 0 2 0 0 0 0 2 0 0 4 0 0 0 0 4 Molecular function unclassifiedBiological process unclassified0 High Quality
UBP24_HUMAN Q9UPU5 USP24 (KIAA1057)Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=2211056 1 0 1 0 0 0 0 2 1 0 2 0 0 0 0 3 Cysteine protease Proteolysis 0 Matchup
MACF1_HUMAN Q9UPN3 MACF1 (ABP620) (ACF7) (KIAA0465) (KIAA1251)Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=3620396.9 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Other select calcium binding proteinsCell cycle control 0 High Quality
BPAEA_HUMAN O94833 DST (BPAG1) (DMH) (DT) (KIAA0728)Bullous pemphigoid antigen 1, isoforms 6/9/10 OS=Homo sapiens GN=DST PE=1 SV=3590973.6 2 0 0 0 0 0 0 2 2 0 0 0 0 0 0 2 Molecular function unclassifiedCell adhesion;Cell cycle control;Cell structure and motility0 High Quality
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Supplemental Table 3. Ranking the protein abundance based on Fabb. Top 200 proteins are colored blue.

Trypsin_IG Trypsin_IS chymotrypsin LysN A B C D A B C D A B C D
1 MYG_HUMAN P02144 MB Myoglobin OS=Homo sapiens GN=MB PE=1 SV=217166.4 785 453 330 786 785 697.0866 930.133 3909 0.0457 0.04061 0.05418 0.2277 1 1 5 1
2 HBB_HUMAN P68871 HBB Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=215980 499 338 380 139 499 520.122 1071.06 691.3 0.0312 0.03255 0.06703 0.0433 2 3 4 4
3 HBA_HUMAN P69905 HBA1; HBA2 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=215239.6 276 323 380 143 276 497.0397 1071.06 711.19 0.0181 0.03262 0.07028 0.0467 7 2 2 3
4 FABPH_HUMAN P05413 FABP3 (FABP11) (MDGI)Fatty acid-binding protein, heart OS=Homo sapiens GN=FABP3 PE=1 SV=414840.5 347 270 370 9 347 415.4821 1042.88 44.76 0.0234 0.028 0.07027 0.003 4 4 3 111
5 KCRM_HUMAN P06732 CKM (CKMM) Creatine kinase M-type OS=Homo sapiens GN=CKM PE=1 SV=243083.6 788 684 1101 277 788 1052.555 3103.26 1377.6 0.0183 0.02443 0.07203 0.032 6 6 1 5
6 MLRV_HUMAN P10916 MYL2 Myosin regulatory light chain 2, ventricular/cardiac muscle isoform OS=Homo sapiens GN=MYL2 PE=1 SV=318771.8 329 154 201 109 329 236.9787 566.535 542.09 0.0175 0.01262 0.03018 0.0289 10 19 8 6
7 CYC_HUMAN P99999 CYCS (CYC) Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=211731.4 195 106 12 180 195 163.1152 33.823 895.2 0.0166 0.0139 0.00288 0.0763 11 14 120 2
8 G3P_HUMAN P04406 GAPDH (GAPD) (CDABP0047) (OK/SW-cl.12)Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=336035.3 321 504 519 159 321 775.5666 1462.84 790.76 0.0089 0.02152 0.04059 0.0219 26 8 6 12
9 ALBU_HUMAN P02768 ALB (GIG20) (GIG42) (PRO0903) (PRO1708) (PRO2044) (PRO2619) (PRO2675) (UNQ696/PRO1341)Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=269348.9 914 1129 496 330 914 1737.331 1398.02 1641.2 0.0132 0.02505 0.02016 0.0237 14 5 13 9

10 KCRS_HUMAN P17540 CKMT2 Creatine kinase, sarcomeric mitochondrial OS=Homo sapiens GN=CKMT2 PE=1 SV=247487.6 436 686 313 184 436 1055.632 882.217 915.1 0.0092 0.02223 0.01858 0.0193 24 7 15 15
11 LDHB_HUMAN P07195 LDHB L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=236620.6 400 299 295 178 400 460.108 831.482 885.26 0.0109 0.01256 0.02271 0.0242 16 20 10 7
12 K2C1_HUMAN P04264 KRT1 (KRTA) Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=566001.2 1863 84 81 2 1863 129.2611 228.305 9.9467 0.0282 0.00196 0.00346 0.0002 3 140 97 735
13 ALDOA_HUMAN P04075 ALDOA (ALDA)Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=239402.6 375 380 284 130 375 584.7526 800.478 646.53 0.0095 0.01484 0.02032 0.0164 22 11 11 19
14 MDHM_HUMANP40926 MDH2 Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=235513.7 286 483 230 54 286 743.2513 648.274 268.56 0.0081 0.02093 0.01825 0.0076 28 9 17 41
15 MDHC_HUMAN P40925 MDH1 (MDHA)Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=436408.9 233 325 385 73 233 500.1173 1085.15 363.05 0.0064 0.01374 0.0298 0.01 39 15 9 28
16 MYH7_HUMAN P12883 MYH7 (MYHCB)Myosin-7 OS=Homo sapiens GN=MYH7 PE=1 SV=5223085.9 3941 1238 351 624 3941 1905.062 989.323 3103.4 0.0177 0.00854 0.00443 0.0139 9 31 75 20
17 MYL3_HUMAN P08590 MYL3 Myosin light chain 3 OS=Homo sapiens GN=MYL3 PE=1 SV=321914.5 206 157 141 96 206 241.5951 397.42 477.44 0.0094 0.01102 0.01814 0.0218 23 22 18 13
18 ACTC_HUMAN P68032 ACTC1 (ACTC)Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=142002.1 446 380 239 43 446 584.7526 673.641 213.85 0.0106 0.01392 0.01604 0.0051 18 13 20 63
19 K1C9_HUMAN P35527 KRT9 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=262113 1114 55 369 2 1114 84.63524 1040.06 9.9467 0.0179 0.00136 0.01674 0.0002 8 196 19 720
20 K1C10_HUMAN P13645 KRT10 (KPP) Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=459494.3 1365 10 38 0 1365 15.38823 107.106 0 0.0229 0.00026 0.0018 0 5 736 164
21 KPYM_HUMAN P14618 PKM2 (PK2) (PK3) (PKM)Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=457919.5 326 698 246 69 326 1074.098 693.372 343.16 0.0056 0.01854 0.01197 0.0059 42 10 30 57
22 KAD1_HUMAN P00568 AK1 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=321617.1 236 148 64 50 236 227.7457 180.389 248.67 0.0109 0.01054 0.00834 0.0115 17 25 41 24
23 THIL_HUMAN P24752 ACAT1 (ACAT) (MAT)Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=145181.8 340 390 208 70 340 600.1408 586.265 348.13 0.0075 0.01328 0.01298 0.0077 33 16 28 39
24 PPIA_HUMAN P62937 PPIA (CYPA) Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=217994.9 91 28 200 42 91 43.08703 563.717 208.88 0.0051 0.00239 0.03133 0.0116 45 119 7 23
25 TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=226651.1 163 228 116 22 163 350.8516 326.956 109.41 0.0061 0.01316 0.01227 0.0041 41 17 29 90
26 DCD_HUMAN P81605 DCD (AIDD) (DSEP)Dermcidin OS=Homo sapiens GN=DCD PE=1 SV=211266.1 144 4 73 0 144 6.15529 205.757 0 0.0128 0.00055 0.01826 0 15 420 16
27 ATPB_HUMAN P06576 ATP5B (ATPMB) (ATPSB)ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=356542.5 455 473 127 42 455 727.8631 357.96 208.88 0.008 0.01287 0.00633 0.0037 29 18 51 99
28 TPM1_HUMAN P09493 TPM1 (C15orf13) (TMSA)Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=232692 284 123 59 146 284 189.2752 166.296 726.11 0.0087 0.00579 0.00509 0.0222 27 54 61 10
29 ACON_HUMAN Q99798 ACO2 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=285410 593 348 443 207 593 535.5103 1248.63 1029.5 0.0069 0.00627 0.01462 0.0121 37 49 23 22
30 ACBP_HUMAN P07108 DBI Acyl-CoA-binding protein OS=Homo sapiens GN=DBI PE=1 SV=210026.8 97 33 18 38 97 50.78115 50.7345 188.99 0.0097 0.00506 0.00506 0.0188 20 61 62 16
31 CSRP3_HUMAN P50461 CSRP3 (CLP) (MLP)Cysteine and glycine-rich protein 3 OS=Homo sapiens GN=CSRP3 PE=1 SV=120950.5 89 95 101 101 89 146.1881 284.677 502.31 0.0042 0.00698 0.01359 0.024 56 42 24 8
32 A1AT_HUMAN P01009 SERPINA1 (AAT) (PI) (PRO0684) (PRO2209)Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=346719.9 350 241 92 160 350 370.8562 259.31 795.74 0.0075 0.00794 0.00555 0.017 34 38 58 18
33 PEBP1_HUMAN P30086 PEBP1 (PBP) (PEBP)Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=321038.9 136 89 112 38 136 136.9552 315.681 188.99 0.0065 0.00651 0.015 0.009 38 47 21 31
34 ETFB_HUMAN P38117 ETFB (FP585) Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=327825.5 267 109 79 36 267 167.7317 222.668 179.04 0.0096 0.00603 0.008 0.0064 21 51 42 53
35 AATM_HUMAN P00505 GOT2 Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=247458.6 180 200 326 64 180 307.7645 918.858 318.29 0.0038 0.00648 0.01936 0.0067 67 48 14 48
36 UBIQ_HUMAN P62988 RPS27A (UBA80) (UBCEP1); UBA52 (UBCEP2); UBB; UBCUbiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=18547.2 132 1 5 0 132 1.538823 14.0929 0 0.0154 0.00018 0.00165 0 12 950 179
37 CRYAB_HUMAN P02511 CRYAB (CRYA2)Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=220141.4 184 55 31 52 184 84.63524 87.3761 258.61 0.0091 0.0042 0.00434 0.0128 25 81 78 21
38 PARK7_HUMAN Q99497 PARK7 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=219873.1 142 65 77 31 142 100.0235 217.031 154.17 0.0071 0.00503 0.01092 0.0078 35 62 32 37
39 CH10_HUMAN P61604 HSPE1 10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=210913.7 107 58 2 3 107 89.25171 5.63717 14.92 0.0098 0.00818 0.00052 0.0014 19 36 379 213
40 K22E_HUMAN P35908 KRT2 (KRT2A) (KRT2E)Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=165848.4 982 18 11 0 982 27.69881 31.0044 0 0.0149 0.00042 0.00047 0 13 526 398
41 PGK1_HUMAN P00558 PGK1 (PGKA) (MIG10) (OK/SW-cl.110)Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=344597.3 248 303 28 96 248 466.2632 78.9203 477.44 0.0056 0.01045 0.00177 0.0107 43 26 167 27
42 PGAM2_HUMANP15259 PGAM2 (PGAMM)Phosphoglycerate mutase 2 OS=Homo sapiens GN=PGAM2 PE=1 SV=328748.9 137 212 39 44 137 326.2304 109.925 218.83 0.0048 0.01135 0.00382 0.0076 50 21 88 40
43 DECR_HUMAN Q16698 DECR1 (DECR)2,4-dienoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=DECR1 PE=1 SV=136050.9 177 110 189 58 177 169.2705 532.712 288.45 0.0049 0.0047 0.01478 0.008 46 67 22 35
44 IGKC_HUMAN P01834 IGKC Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=111590.5 49 107 11 4 49 164.654 31.0044 19.893 0.0042 0.01421 0.00267 0.0017 57 12 123 175
45 ATPA_HUMAN P25705 ATP5A1 (ATP5A) (ATP5AL2) (ATPM)ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=159734.1 456 226 157 25 456 347.7739 442.518 124.33 0.0076 0.00582 0.00741 0.0021 32 53 46 152
46 FABP5_HUMAN Q01469 FABP5 Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=315146.4 56 107 35 21 56 164.654 98.6504 104.44 0.0037 0.01087 0.00651 0.0069 69 24 49 46
47 SODC_HUMAN P00441 SOD1 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=215917.3 64 87 50 28 64 133.8776 140.929 139.25 0.004 0.00841 0.00885 0.0087 63 32 39 33
48 KCRB_HUMAN P12277 CKB (CKBB) Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=142627.1 200 228 144 37 200 350.8516 405.876 184.01 0.0047 0.00823 0.00952 0.0043 51 35 37 84
49 TNNC1_HUMAN P63316 TNNC1 (TNNC)Troponin C, slow skeletal and cardiac muscles OS=Homo sapiens GN=TNNC1 PE=1 SV=118385.3 52 124 19 63 52 190.814 53.5531 313.32 0.0028 0.01038 0.00291 0.017 88 27 117 17
50 TNNI3_HUMAN P19429 TNNI3 (TNNC1)Troponin I, cardiac muscle OS=Homo sapiens GN=TNNI3 PE=1 SV=323990.8 187 71 13 55 187 109.2564 36.6416 273.53 0.0078 0.00455 0.00153 0.0114 30 72 189 25
51 AATC_HUMAN P17174 GOT1 Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=346230.1 248 164 179 37 248 252.3669 504.526 184.01 0.0054 0.00546 0.01091 0.004 44 57 33 93
52 HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=222764.6 177 98 14 5 177 150.8046 39.4602 24.867 0.0078 0.00662 0.00173 0.0011 31 46 170 244
53 EF1A2_HUMAN Q05639 EEF1A2 (EEF1AL) (STN)Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=150452.6 155 290 140 64 155 446.2586 394.602 318.29 0.0031 0.00885 0.00782 0.0063 82 30 43 54
54 ETFA_HUMAN P13804 ETFA Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=135062.1 79 151 165 48 79 232.3622 465.066 238.72 0.0023 0.00663 0.01326 0.0068 124 45 26 47
55 THIM_HUMAN P42765 ACAA2 3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=241906.2 131 297 64 35 131 457.0303 180.389 174.07 0.0031 0.01091 0.0043 0.0042 81 23 79 87
56 PRDX1_HUMAN Q06830 PRDX1 (PAGA) (PAGB) (TDPX2)Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=122092.9 106 100 42 29 106 153.8823 118.381 144.23 0.0048 0.00697 0.00536 0.0065 49 43 59 50
57 PRDX2_HUMAN P32119 PRDX2 (NKEFB) (TDPX1)Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=521874.4 101 66 79 27 101 101.5623 222.668 134.28 0.0046 0.00464 0.01018 0.0061 52 68 35 56
58 ENOB_HUMAN P13929 ENO3 Beta-enolase OS=Homo sapiens GN=ENO3 PE=1 SV=346970.2 184 241 77 61 184 370.8562 217.031 303.37 0.0039 0.0079 0.00462 0.0065 66 39 71 52
59 S10A1_HUMAN P23297 S100A1 (S100A)Protein S100-A1 OS=Homo sapiens GN=S100A1 PE=1 SV=210527.8 20 49 5 47 20 75.40231 14.0929 233.75 0.0019 0.00716 0.00134 0.0222 138 41 211 11
60 LDB3_HUMAN O75112 LDB3 (KIAA0613) (ZASP)LIM domain-binding protein 3 OS=Homo sapiens GN=LDB3 PE=1 SV=277117.4 484 299 79 23 484 460.108 222.668 114.39 0.0063 0.00597 0.00289 0.0015 40 52 119 197
61 CH60_HUMAN P10809 HSPD1 (HSP60)60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=261037.7 257 330 57 53 257 507.8115 160.659 263.59 0.0042 0.00832 0.00263 0.0043 59 34 125 83
62 SODM_HUMAN P04179 SOD2 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=224704.6 58 92 114 14 58 141.5717 321.319 69.627 0.0023 0.00573 0.01301 0.0028 118 55 27 122
63 TBB2C_HUMAN P68371 TUBB2C Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=149812.7 239 216 81 19 239 332.3857 228.305 94.494 0.0048 0.00667 0.00458 0.0019 48 44 73 162
64 ECHM_HUMAN P30084 ECHS1 Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=431370.2 85 183 31 45 85 281.6045 87.3761 223.8 0.0027 0.00898 0.00279 0.0071 94 29 121 44
65 ACADM_HUMANP11310 ACADM Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADM PE=1 SV=146571.5 107 184 188 25 107 283.1434 529.894 124.33 0.0023 0.00608 0.01138 0.0027 121 50 31 127
66 ACADV_HUMAN P49748 ACADVL (VLCAD)Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=170373.6 283 183 210 66 283 281.6045 591.903 328.24 0.004 0.004 0.00841 0.0047 62 84 40 76
67 COF2_HUMAN Q9Y281 CFL2 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=118719.3 75 90 10 22 75 138.494 28.1858 109.41 0.004 0.0074 0.00151 0.0058 64 40 192 58
68 DLDH_HUMAN P09622 DLD (GCSL) (LAD) (PHE3)Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=154132.3 179 153 171 43 179 235.4399 481.978 213.85 0.0033 0.00435 0.0089 0.004 76 76 38 94
69 FABP4_HUMAN P15090 FABP4 Fatty acid-binding protein, adipocyte OS=Homo sapiens GN=FABP4 PE=1 SV=314700.7 33 95 4 14 33 146.1881 11.2743 69.627 0.0022 0.00994 0.00077 0.0047 125 28 300 74
70 1433E_HUMAN P62258 YWHAE 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=129157 123 53 62 42 123 81.5576 174.752 208.88 0.0042 0.0028 0.00599 0.0072 58 104 55 43
71 ALDOC_HUMAN P09972 ALDOC (ALDC)Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=239438.2 157 114 59 27 157 175.4258 166.296 134.28 0.004 0.00445 0.00422 0.0034 65 73 81 106
72 CISY_HUMAN O75390 CS Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=251695.7 183 145 118 16 183 223.1293 332.593 79.574 0.0035 0.00432 0.00643 0.0015 72 77 50 192
73 ES1_HUMAN P30042 C21orf33 (HES1) (KNPI)ES1 protein homolog, mitochondrial OS=Homo sapiens GN=C21orf33 PE=1 SV=328151.6 71 81 70 27 71 124.6446 197.301 134.28 0.0025 0.00443 0.00701 0.0048 107 74 47 71
74 PHP14_HUMAN Q9NRX4 PHPT1 (PHP14) (CGI-202) (HSPC141)14 kDa phosphohistidine phosphatase OS=Homo sapiens GN=PHPT1 PE=1 SV=113814.6 26 73 6 15 26 112.334 16.9115 74.6 0.0019 0.00813 0.00122 0.0054 140 37 224 61
75 HBD_HUMAN P02042 HBD Hemoglobin subunit delta OS=Homo sapiens GN=HBD PE=1 SV=216037.1 44 15 10 70 44 23.08234 28.1858 348.13 0.0027 0.00144 0.00176 0.0217 92 186 168 14
76 FUMH_HUMAN P07954 FH Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=354619.8 186 185 59 31 186 284.6822 166.296 154.17 0.0034 0.00521 0.00304 0.0028 74 59 110 120
77 ECH1_HUMAN Q13011 ECH1 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=ECH1 PE=1 SV=235798.2 87 69 77 65 87 106.1788 217.031 323.27 0.0024 0.00297 0.00606 0.009 113 99 53 30
78 PRDX5_HUMAN P30044 PRDX5 (ACR1) (SBBI10)Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=322008.3 100 28 29 21 100 43.08703 81.7389 104.44 0.0045 0.00196 0.00371 0.0047 54 141 92 73
79 HCDH_HUMAN Q16836 HADH (HAD) (HADHSC) (SCHAD)Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial OS=Homo sapiens GN=HADH PE=1 SV=234260.1 117 103 25 32 117 158.4987 70.4646 159.15 0.0034 0.00463 0.00206 0.0046 73 69 144 78
80 PROF1_HUMAN P07737 PFN1 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=215036.3 41 41 16 21 41 63.09173 45.0973 104.44 0.0027 0.0042 0.003 0.0069 93 82 111 45
81 COF1_HUMAN P23528 CFL1 (CFL) Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=318485.1 58 55 12 20 58 84.63524 33.823 99.467 0.0031 0.00458 0.00183 0.0054 80 71 161 62
82 CYTA_HUMAN P01040 CSTA (STF1) (STFA)Cystatin-A OS=Homo sapiens GN=CSTA PE=1 SV=110988.6 6 1 79 0 6 1.538823 222.668 0 0.0005 0.00014 0.02026 0 430 1062 12
83 IDHP_HUMAN P48735 IDH2 Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=250892.4 45 277 0 75 45 426.2539 0 373 0.0009 0.00838 0 0.0073 275 33 42
84 EFTU_HUMAN P49411 TUFM Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=249524.3 124 142 77 41 124 218.5128 217.031 203.91 0.0025 0.00441 0.00438 0.0041 109 75 76 89
85 K6PF_HUMAN P08237 PFKM (PFKX) 6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=285165.5 309 196 58 74 309 301.6092 163.478 368.03 0.0036 0.00354 0.00192 0.0043 71 91 152 82
86 GRP75_HUMAN P38646 HSPA9 (GRP75) (HSPA9B)Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=273663.3 237 232 40 40 237 357.0068 112.743 198.93 0.0032 0.00485 0.00153 0.0027 79 65 186 125
87 PRDX3_HUMAN P30048 PRDX3 (AOP1)Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=327674.7 48 74 73 10 48 113.8729 205.757 49.733 0.0017 0.00411 0.00743 0.0018 150 83 45 164
88 HSPB6_HUMAN O14558 HSPB6 Heat shock protein beta-6 OS=Homo sapiens GN=HSPB6 PE=1 SV=217117.2 46 51 29 0 46 78.47995 81.7389 0 0.0027 0.00458 0.00478 0 98 70 69
89 HSDL2_HUMAN Q6YN16 HSDL2 Hydroxysteroid dehydrogenase-like protein 2 OS=Homo sapiens GN=HSDL2 PE=2 SV=145378.6 150 151 20 13 150 232.3622 56.3717 64.653 0.0033 0.00512 0.00124 0.0014 77 60 220 206
90 ANXA2_HUMAN P07355 ANXA2 (ANX2) (ANX2L4) (CAL1H) (LPC2D)Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=238588.1 97 98 52 37 97 150.8046 146.566 184.01 0.0025 0.00391 0.0038 0.0048 108 86 89 72
91 CRIP2_HUMAN P52943 CRIP2 (CRP2) Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=122474.5 60 36 25 44 60 55.39761 70.4646 218.83 0.0027 0.00246 0.00314 0.0097 100 113 104 29
92 ACTA_HUMAN P62736 ACTA2 (ACTSA) (ACTVS) (GIG46)Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=142002.1 294 0 6 294 0 0 29.84 0.007 0 0 0.0007 36 342
93 SCOT_HUMAN P55809 OXCT1 Succinyl-CoA:3-ketoacid-coenzyme A transferase 1, mitochondrial OS=Homo sapiens GN=OXCT1 PE=1 SV=156140.8 152 145 59 43 152 223.1293 166.296 213.85 0.0027 0.00397 0.00296 0.0038 95 85 114 96
94 CYTB_HUMAN P04080 CSTB (CST6) (STFB)Cystatin-B OS=Homo sapiens GN=CSTB PE=1 SV=211121.3 7 39 30 2 7 60.01408 84.5575 9.9467 0.0006 0.0054 0.0076 0.0009 375 58 44 288
95 THEM2_HUMANQ9NPJ3 ACOT13 Thioesterase superfamily member 2 OS=Homo sapiens GN=THEM2 PE=1 SV=114942.6 24 37 26 17 24 56.93644 73.2832 84.547 0.0016 0.00381 0.0049 0.0057 162 87 65 60
96 SUCB2_HUMAN Q96I99 SUCLG2 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=2 SV=246493.7 118 74 104 26 118 113.8729 293.133 129.31 0.0025 0.00245 0.0063 0.0028 105 115 52 123
97 TNNT2_HUMAN P45379 TNNT2 Troponin T, cardiac muscle OS=Homo sapiens GN=TNNT2 PE=1 SV=335905.9 57 116 11 60 57 178.5034 31.0044 298.4 0.0016 0.00497 0.00086 0.0083 164 64 273 34
98 S10A8_HUMAN P05109 S100A8 (CAGA) (CFAG) (MRP8)Protein S100-A8 OS=Homo sapiens GN=S100A8 PE=1 SV=110816.9 16 2 52 3 16 3.077645 146.566 14.92 0.0015 0.00028 0.01355 0.0014 175 691 25 211
99 G6PI_HUMAN P06744 GPI Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=463130.4 161 97 108 56 161 149.2658 304.407 278.51 0.0026 0.00236 0.00482 0.0044 104 122 68 80

100 GSTP1_HUMAN P09211 GSTP1 (FAEES3) (GST3)Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=223338.7 18 85 28 22 18 130.7999 78.9203 109.41 0.0008 0.0056 0.00338 0.0047 308 56 98 75
101 FHL1_HUMAN Q13642 FHL1 (SLIM1) Four and a half LIM domains protein 1 OS=Homo sapiens GN=FHL1 PE=1 SV=436244 41 101 31 64 41 155.4211 87.3761 318.29 0.0011 0.00429 0.00241 0.0088 228 79 132 32
102 CX6B1_HUMAN P14854 COX6B1 (COX6B)Cytochrome c oxidase subunit VIb isoform 1 OS=Homo sapiens GN=COX6B1 PE=2 SV=210174.3 15 15 36 0 15 23.08234 101.469 0 0.0015 0.00227 0.00997 0 176 126 36
103 ECHA_HUMAN P40939 HADHA (HADH)Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=282983.9 173 204 91 49 173 313.9198 256.491 243.69 0.0021 0.00378 0.00309 0.0029 129 88 107 117
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104 MIF_HUMAN P14174 MIF (GLIF) (MMIF)Macrophage migration inhibitory factor OS=Homo sapiens GN=MIF PE=1 SV=412458.5 41 14 22 0 41 21.54352 62.0088 0 0.0033 0.00173 0.00498 0 78 154 64
105 FKB1A_HUMAN P62942 FKBP1A (FKBP1) (FKBP12)Peptidyl-prolyl cis-trans isomerase FKBP1A OS=Homo sapiens GN=FKBP1A PE=1 SV=211932.7 28 20 9 16 28 30.77645 25.3673 79.574 0.0023 0.00258 0.00213 0.0067 119 108 138 49
106 SUCB1_HUMAN Q9P2R7 SUCLA2 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=350300.1 116 51 90 43 116 78.47995 253.673 213.85 0.0023 0.00156 0.00504 0.0043 120 173 63 85
107 GRP78_HUMAN P11021 HSPA5 (GRP78)78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=272316.7 220 116 67 20 220 178.5034 188.845 99.467 0.003 0.00247 0.00261 0.0014 84 112 126 212
108 HSP7C_HUMAN P11142 HSPA8 (HSC70) (HSP73) (HSPA10)Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=170881.8 191 105 98 18 191 161.5764 276.221 89.52 0.0027 0.00228 0.0039 0.0013 96 125 86 222
109 HSPB7_HUMAN Q9UBY9 HSPB7 (CVHSP)Heat shock protein beta-7 OS=Homo sapiens GN=HSPB7 PE=1 SV=118592.7 53 44 5 6 53 67.70819 14.0929 29.84 0.0029 0.00364 0.00076 0.0016 86 90 303 183
110 1433G_HUMAN P61981 YWHAG 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=228285.1 80 9 38 37 80 13.8494 107.106 184.01 0.0028 0.00049 0.00379 0.0065 89 473 90 51
111 SUCA_HUMAN P53597 SUCLG1 Succinyl-CoA ligase [GDP-forming] subunit alpha, mitochondrial OS=Homo sapiens GN=SUCLG1 PE=2 SV=335029.7 27 68 82 25 27 104.6399 231.124 124.33 0.0008 0.00299 0.0066 0.0035 309 97 48 102
112 PGM1_HUMAN P36871 PGM1 Phosphoglucomutase-1 OS=Homo sapiens GN=PGM1 PE=1 SV=361433 103 88 93 70 103 135.4164 262.128 348.13 0.0017 0.0022 0.00427 0.0057 157 127 80 59
113 S10A6_HUMAN P06703 S100A6 (CACY)Protein S100-A6 OS=Homo sapiens GN=S100A6 PE=1 SV=110162.4 30 2 16 10 30 3.077645 45.0973 49.733 0.003 0.0003 0.00444 0.0049 85 665 74 68
114 ANXA6_HUMAN P08133 ANXA6 (ANX6)Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=375859.5 171 150 68 43 171 230.8234 191.664 213.85 0.0023 0.00304 0.00253 0.0028 122 96 127 121
115 ATP5I_HUMAN P56385 ATP5I (ATP5K)ATP synthase subunit e, mitochondrial OS=Homo sapiens GN=ATP5I PE=2 SV=27915.7 36 1 0 8 36 1.538823 0 39.787 0.0045 0.00019 0 0.005 53 895 65
116 PRDX6_HUMAN P30041 PRDX6 (AOP2) (KIAA0106)Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=325018.1 30 70 24 16 30 107.7176 67.646 79.574 0.0012 0.00431 0.0027 0.0032 214 78 122 109
117 ATPD_HUMAN P30049 ATP5D ATP synthase subunit delta, mitochondrial OS=Homo sapiens GN=ATP5D PE=1 SV=217471.9 42 25 30 0 42 38.47056 84.5575 0 0.0024 0.0022 0.00484 0 115 128 67
118 HS90B_HUMAN P08238 HSP90AB1 (HSP90B) (HSPC2) (HSPCB)Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=483249.3 254 106 56 40 254 163.1152 157.841 198.93 0.0031 0.00196 0.0019 0.0024 83 139 155 138
119 TBCA_HUMAN O75347 TBCA Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=312837.2 62 4 0 4 62 6.15529 0 19.893 0.0048 0.00048 0 0.0015 47 483 189
120 CRYM_HUMAN Q14894 CRYM (THBP) Mu-crystallin homolog OS=Homo sapiens GN=CRYM PE=1 SV=133757.1 57 47 52 26 57 72.32466 146.566 129.31 0.0017 0.00214 0.00434 0.0038 155 131 77 95
121 ENOA_HUMAN P06733 ENO1 (ENO1L1) (MBPB1) (MPB1)Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=247152.2 83 88 56 24 83 135.4164 157.841 119.36 0.0018 0.00287 0.00335 0.0025 147 101 100 131
122 TAGL2_HUMAN P37802 TAGLN2 (KIAA0120) (CDABP0035)Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=322373.9 83 20 6 10 83 30.77645 16.9115 49.733 0.0037 0.00138 0.00076 0.0022 68 193 304 146
123 LDHA_HUMAN P00338 LDHA (PIG19) L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=236671.2 73 42 46 33 73 64.63055 129.655 164.12 0.002 0.00176 0.00354 0.0045 133 153 95 79
124 TRFE_HUMAN P02787 TF (PRO1400) Serotransferrin OS=Homo sapiens GN=TF PE=1 SV=277032.2 94 185 45 74 94 284.6822 126.836 368.03 0.0012 0.0037 0.00165 0.0048 209 89 180 70
125 TBA1B_HUMAN P68363 TUBA1B Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=150133.7 140 9 69 38 140 13.8494 194.482 188.99 0.0028 0.00028 0.00388 0.0038 90 707 87 97
126 FRIH_HUMAN P02794 FTH1 (FTH) (FTHL6) (OK/SW-cl.84) (PIG15)Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=221208.2 87 17 4 0 87 26.15998 11.2743 0 0.0041 0.00123 0.00053 0 60 215 375
127 RT36_HUMAN P82909 MRPS36 (DC47)28S ribosomal protein S36, mitochondrial OS=Homo sapiens GN=MRPS36 PE=1 SV=211448.4 49 9 0 0 49 13.8494 0 0 0.0043 0.00121 0 0 55 217
128 IGHG1_HUMAN P01857 IGHG1 Ig gamma-1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=136087 81 73 24 3 81 112.334 67.646 14.92 0.0022 0.00311 0.00187 0.0004 126 94 158 465
129 APOA1_HUMAN P02647 APOA1 Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=130760.5 55 34 16 49 55 52.31997 45.0973 243.69 0.0018 0.0017 0.00147 0.0079 145 157 199 36
130 PYGB_HUMAN P11216 PYGB Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=596680.3 201 99 110 73 201 152.3434 310.044 363.05 0.0021 0.00158 0.00321 0.0038 130 172 101 98
131 ODPA_HUMAN P08559 PDHA1 (PHE1A)Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=343278.5 103 57 48 7 103 87.71289 135.292 34.813 0.0024 0.00203 0.00313 0.0008 117 136 105 312
132 PGAM1_HUMANP18669 PGAM1 (PGAMA) (CDABP0006)Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=228786.8 21 51 52 17 21 78.47995 146.566 84.547 0.0007 0.00273 0.00509 0.0029 326 105 60 116
133 1433Z_HUMAN P63104 YWHAZ 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=127727.9 70 26 12 26 70 40.00939 33.823 129.31 0.0025 0.00144 0.00122 0.0047 106 185 226 77
134 ECHB_HUMAN P55084 HADHB (MSTP029)Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=351278 111 84 35 17 111 129.2611 98.6504 84.547 0.0022 0.00252 0.00192 0.0016 128 111 151 181
135 ANXA5_HUMAN P08758 ANXA5 (ANX5) (ENX2) (PP4)Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=235920.6 67 57 32 15 67 87.71289 90.1947 74.6 0.0019 0.00244 0.00251 0.0021 141 117 128 153
136 DOPD_HUMAN P30046 DDT D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=312694.2 18 13 27 2 18 20.00469 76.1018 9.9467 0.0014 0.00158 0.006 0.0008 182 171 54 320
137 HINT1_HUMAN P49773 HINT1 (HINT) (PKCI1) (PRKCNH1)Histidine triad nucleotide-binding protein 1 OS=Homo sapiens GN=HINT1 PE=1 SV=213784.1 14 38 6 7 14 58.47526 16.9115 34.813 0.001 0.00424 0.00123 0.0025 248 80 223 132
138 HSP71_HUMAN P08107 HSPA1A (HSPA1); HSPA1BHeat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=570036 168 98 44 18 168 150.8046 124.018 89.52 0.0024 0.00215 0.00177 0.0013 116 130 166 220
139 DEST_HUMAN P60981 DSTN (ACTDP) (DSN)Destrin OS=Homo sapiens GN=DSTN PE=1 SV=318488.2 15 34 22 15 15 52.31997 62.0088 74.6 0.0008 0.00283 0.00335 0.004 294 103 99 92
140 ATOX1_HUMAN O00244 ATOX1 (HAH1)Copper transport protein ATOX1 OS=Homo sapiens GN=ATOX1 PE=1 SV=17383.7 2 24 2 6 2 36.93174 5.63717 29.84 0.0003 0.005 0.00076 0.004 780 63 302 91
141 TAGL_HUMAN Q01995 TAGLN (SM22) (WS3-10)Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=422592.9 64 36 0 4 64 55.39761 0 19.893 0.0028 0.00245 0 0.0009 87 114 294
142 TGM2_HUMAN P21980 TGM2 Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=277311.1 190 73 55 36 190 112.334 155.022 179.04 0.0025 0.00145 0.00201 0.0023 110 184 149 141
143 CALL5_HUMAN Q9NZT1 CALML5 (CLSP)Calmodulin-like protein 5 OS=Homo sapiens GN=CALML5 PE=1 SV=115902.9 42 3 26 0 42 4.616468 73.2832 0 0.0026 0.00029 0.00461 0 101 687 72
144 ALDH2_HUMAN P05091 ALDH2 (ALDM)Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=256363.4 99 89 37 26 99 136.9552 104.288 129.31 0.0018 0.00243 0.00185 0.0023 148 118 160 143
145 MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type OS=Homo sapiens GN=MYBPC3 PE=1 SV=3140588.5 239 171 155 61 239 263.1387 436.88 303.37 0.0017 0.00187 0.00311 0.0022 152 145 106 148
146 NIPS2_HUMAN O75323 GBAS (NIPSNAP2)Protein NipSnap homolog 2 OS=Homo sapiens GN=GBAS PE=1 SV=133725.4 57 17 48 28 57 26.15998 135.292 139.25 0.0017 0.00078 0.00401 0.0041 154 318 83 88
147 IDH3A_HUMAN P50213 IDH3A Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=139574.5 61 38 67 9 61 58.47526 188.845 44.76 0.0015 0.00148 0.00477 0.0011 169 179 70 230
148 SMPX_HUMAN Q9UHP9 SMPX (SRMX) Small muscular protein OS=Homo sapiens GN=SMPX PE=2 SV=29295.7 13 19 4 5 13 29.23763 11.2743 24.867 0.0014 0.00315 0.00121 0.0027 187 93 228 126
149 PIMT_HUMAN P22061 PCMT1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=324632.9 38 38 18 14 38 58.47526 50.7345 69.627 0.0015 0.00237 0.00206 0.0028 168 121 143 119
150 CATD_HUMAN P07339 CTSD (CPSD) Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=144535 65 30 62 38 65 46.16468 174.752 188.99 0.0015 0.00104 0.00392 0.0042 178 251 85 86
151 ODPB_HUMAN P11177 PDHB (PHE1B)Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=339215.4 53 83 29 6 53 127.7223 81.7389 29.84 0.0014 0.00326 0.00208 0.0008 191 92 141 324
152 CHC10_HUMAN Q8WYQ3 CHCHD10 (C22orf16)Coiled-coil-helix-coiled-coil-helix domain-containing protein 10 OS=Homo sapiens GN=CHCHD10 PE=1 SV=114130.7 0 7 54 0 0 10.77176 152.204 0 0 0.00076 0.01077 0 324 34
153 CK067_HUMAN Q9H7C9 C11orf67 (PTD015)UPF0366 protein C11orf67 OS=Homo sapiens GN=C11orf67 PE=1 SV=113313.3 30 11 8 8 30 16.92705 22.5487 39.787 0.0023 0.00127 0.00169 0.003 123 207 174 112
154 LAC_HUMAN P01842 IGLC1; IGLC2; IGLC3Ig lambda chain C regions OS=Homo sapiens GN=IGLC1 PE=1 SV=111218.1 19 21 8 0 19 32.31527 22.5487 0 0.0017 0.00288 0.00201 0 153 100 148
155 GPD1L_HUMAN Q8N335 GPD1L (KIAA0089)Glycerol-3-phosphate dehydrogenase 1-like protein OS=Homo sapiens GN=GPD1L PE=1 SV=138401.3 30 71 48 15 30 109.2564 135.292 74.6 0.0008 0.00285 0.00352 0.0019 302 102 96 161
156 UGPA_HUMAN Q16851 UGP2 (UGP1) UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=556924 79 61 59 40 79 93.86818 166.296 198.93 0.0014 0.00165 0.00292 0.0035 188 163 116 104
157 HS90A_HUMAN P07900 HSP90AA1 (HSP90A) (HSPC1) (HSPCA)Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=584645.2 106 68 120 61 106 104.6399 338.23 303.37 0.0013 0.00124 0.004 0.0036 202 214 84 100
158 RS21_HUMAN P63220 RPS21 40S ribosomal protein S21 OS=Homo sapiens GN=RPS21 PE=1 SV=19093.6 25 11 2 0 25 16.92705 5.63717 0 0.0027 0.00186 0.00062 0 91 146 345
159 K1C16_HUMAN P08779 KRT16 (KRT16A)Keratin, type I cytoskeletal 16 OS=Homo sapiens GN=KRT16 PE=1 SV=451251 208 2 4 0 208 3.077645 11.2743 0 0.0041 6E-05 0.00022 0 61 1508 547
160 CLIC4_HUMAN Q9Y696 CLIC4 Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=428755.6 33 35 41 10 33 53.85879 115.562 49.733 0.0011 0.00187 0.00402 0.0017 221 144 82 172
161 MOES_HUMAN P26038 MSN Moesin OS=Homo sapiens GN=MSN PE=1 SV=367803.8 179 45 25 24 179 69.24702 70.4646 119.36 0.0026 0.00102 0.00104 0.0018 102 257 250 169
162 3HIDH_HUMAN P31937 HIBADH 3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=HIBADH PE=1 SV=235312 63 37 24 18 63 56.93644 67.646 89.52 0.0018 0.00161 0.00192 0.0025 146 167 153 130
163 S10A9_HUMAN P06702 S100A9 (CAGB) (CFAG) (MRP14)Protein S100-A9 OS=Homo sapiens GN=S100A9 PE=1 SV=113224.3 23 3 27 0 23 4.616468 76.1018 0 0.0017 0.00035 0.00575 0 149 594 56
164 ODO2_HUMAN P36957 DLST (DLTS) Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLST PE=1 SV=348711.1 119 48 16 11 119 73.86348 45.0973 54.707 0.0024 0.00152 0.00093 0.0011 111 177 265 234
165 COX17_HUMAN Q14061 COX17 Cytochrome c oxidase copper chaperone OS=Homo sapiens GN=COX17 PE=1 SV=26897.2 11 8 0 7 11 12.31058 0 34.813 0.0016 0.00178 0 0.005 163 150 64
166 K2C5_HUMAN P13647 KRT5 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=362361.6 227 4 4 0 227 6.15529 11.2743 0 0.0036 9.9E-05 0.00018 0 70 1253 591
167 VINC_HUMAN P18206 VCL Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4123783.2 332 102 20 11 332 156.9599 56.3717 54.707 0.0027 0.00127 0.00046 0.0004 99 209 405 441
168 HPT_HUMAN P00738 HP Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=145186.9 67 41 47 13 67 63.09173 132.473 64.653 0.0015 0.0014 0.00293 0.0014 174 192 115 204
169 PPIF_HUMAN P30405 PPIF (CYP3) Peptidyl-prolyl cis-trans isomerase, mitochondrial OS=Homo sapiens GN=PPIF PE=1 SV=122022.4 13 21 38 9 13 32.31527 107.106 44.76 0.0006 0.00147 0.00486 0.002 395 182 66 154
170 ALDR_HUMAN P15121 AKR1B1 (ALDR1)Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=335835.9 37 33 40 21 37 50.78115 112.743 104.44 0.001 0.00142 0.00315 0.0029 246 189 103 118
171 CASQ2_HUMAN O14958 CASQ2 Calsequestrin-2 OS=Homo sapiens GN=CASQ2 PE=1 SV=246419.8 70 33 31 33 70 50.78115 87.3761 164.12 0.0015 0.00109 0.00188 0.0035 171 238 157 103
172 GLRX1_HUMAN P35754 GLRX (GRX) Glutaredoxin-1 OS=Homo sapiens GN=GLRX PE=1 SV=211757.8 23 14 5 0 23 21.54352 14.0929 0 0.002 0.00183 0.0012 0 135 147 231
173 IDH3B_HUMAN O43837 IDH3B Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial OS=Homo sapiens GN=IDH3B PE=2 SV=242165.6 37 85 20 5 37 130.7999 56.3717 24.867 0.0009 0.0031 0.00134 0.0006 278 95 212 382
174 MSTN1_HUMAN Q8IVN3 MUSTN1 Musculoskeletal embryonic nuclear protein 1 OS=Homo sapiens GN=MUSTN1 PE=2 SV=18907.1 24 1 0 6 24 1.538823 0 29.84 0.0027 0.00017 0 0.0034 97 968 107
175 GLYG_HUMAN P46976 GYG1 (GYG) Glycogenin-1 OS=Homo sapiens GN=GYG1 PE=1 SV=439366.3 96 20 9 11 96 30.77645 25.3673 54.707 0.0024 0.00078 0.00064 0.0014 112 317 341 209
176 RS28_HUMAN P62857 RPS28 40S ribosomal protein S28 OS=Homo sapiens GN=RPS28 PE=1 SV=17822.9 19 4 4 0 19 6.15529 11.2743 0 0.0024 0.00079 0.00144 0 114 315 201
177 ATP5J_HUMAN P18859 ATP5J (ATP5A) (ATPM)ATP synthase-coupling factor 6, mitochondrial OS=Homo sapiens GN=ATP5J PE=1 SV=112569.9 3 8 25 7 3 12.31058 70.4646 34.813 0.0002 0.00098 0.00561 0.0028 851 264 57 124
178 DCXR_HUMAN Q7Z4W1 DCXR L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=225894.2 16 50 21 1 16 76.94113 59.1903 4.9733 0.0006 0.00297 0.00229 0.0002 381 98 133 671
179 MYL4_HUMAN P12829 MYL4 (MLC1) (PRO1957)Myosin light chain 4 OS=Homo sapiens GN=MYL4 PE=1 SV=321546.9 40 13 10 10 40 20.00469 28.1858 49.733 0.0019 0.00093 0.00131 0.0023 142 276 216 142
180 K2C6A_HUMAN P02538 KRT6A (K6A) (KRT6D)Keratin, type II cytoskeletal 6A OS=Homo sapiens GN=KRT6A PE=1 SV=360028.4 200 0 0 200 0 0 0 0.0033 0 0 0 75
181 GLO2_HUMAN Q16775 HAGH (GLO2) (HAGH1)Hydroxyacylglutathione hydrolase OS=Homo sapiens GN=HAGH PE=1 SV=128841.6 35 29 1 29 35 44.62586 2.81858 144.23 0.0012 0.00155 9.8E-05 0.005 212 175 705 66
182 HXK1_HUMAN P19367 HK1 Hexokinase-1 OS=Homo sapiens GN=HK1 PE=1 SV=3102470.4 134 108 76 14 134 166.1928 214.212 69.627 0.0013 0.00162 0.00209 0.0007 197 166 140 352
183 TYB10_HUMAN P63313 TMSB10 (PTMB10) (THYB10)Thymosin beta-10 OS=Homo sapiens GN=TMSB10 PE=1 SV=25008 1 1 3 11 1 1.538823 8.45575 54.707 0.0002 0.00031 0.00169 0.0109 930 655 175 26
184 AACT_HUMAN P01011 SERPINA3 (AACT) (GIG24) (GIG25)Alpha-1-antichymotrypsin OS=Homo sapiens GN=SERPINA3 PE=1 SV=247634.9 74 26 32 20 74 40.00939 90.1947 99.467 0.0016 0.00084 0.00189 0.0021 166 297 156 151
185 GELS_HUMAN P06396 GSN Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=185679.8 106 99 44 19 106 152.3434 124.018 94.494 0.0012 0.00178 0.00145 0.0011 206 152 200 241
186 A1AG1_HUMAN P02763 ORM1 (AGP1) Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=123494.1 45 8 8 12 45 12.31058 22.5487 59.68 0.0019 0.00052 0.00096 0.0025 137 436 259 129
187 TBA1A_HUMAN Q71U36 TUBA1A (TUBA3)Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=150117.7 0 153 2 0 0 235.4399 5.63717 0 0 0.0047 0.00011 0 66 683
188 TBB5_HUMAN P07437 TUBB (TUBB5) (OK/SW-cl.56)Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=249652.6 57 31 65 0 57 47.7035 183.208 0 0.0011 0.00096 0.00369 0 220 269 93
189 PDLI1_HUMAN O00151 PDLIM1 (CLIM1) (CLP36)PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=436053.3 45 29 25 12 45 44.62586 70.4646 59.68 0.0012 0.00124 0.00195 0.0017 205 213 150 180
190 SH3L3_HUMAN Q9H299 SH3BGRL3 (P1725)SH3 domain-binding glutamic acid-rich-like protein 3 OS=Homo sapiens GN=SH3BGRL3 PE=1 SV=110419.8 12 11 9 0 12 16.92705 25.3673 0 0.0012 0.00162 0.00243 0 219 165 129
191 PDLI5_HUMAN Q96HC4 PDLIM5 (ENH) (L9)PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=363953 71 98 18 9 71 150.8046 50.7345 44.76 0.0011 0.00236 0.00079 0.0007 232 123 292 345
192 ANX11_HUMAN P50995 ANXA11 (ANX11)Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=154373.7 59 77 19 9 59 118.4893 53.5531 44.76 0.0011 0.00218 0.00098 0.0008 238 129 252 308
193 DUS3_HUMAN P51452 DUSP3 (VHR) Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=120460.8 35 19 6 1 35 29.23763 16.9115 4.9733 0.0017 0.00143 0.00083 0.0002 151 187 283 616
194 HMGB1_HUMANP09429 HMGB1 (HMG1)High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=324876.7 23 26 0 25 23 40.00939 0 124.33 0.0009 0.00161 0 0.005 264 168 67
195 HSPB2_HUMAN Q16082 HSPB2 Heat shock protein beta-2 OS=Homo sapiens GN=HSPB2 PE=1 SV=220214.4 45 15 0 0 45 23.08234 0 0 0.0022 0.00114 0 0 127 233
196 EF2_HUMAN P13639 EEF2 (EF2) Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=495322.1 130 105 17 28 130 161.5764 47.9159 139.25 0.0014 0.0017 0.0005 0.0015 189 158 387 201
197 DYL2_HUMAN Q96FJ2 DYNLL2 (DLC2)Dynein light chain 2, cytoplasmic OS=Homo sapiens GN=DYNLL2 PE=1 SV=110332.1 4 17 0 9 4 26.15998 0 44.76 0.0004 0.00253 0 0.0043 584 110 81
198 S10AB_HUMAN P31949 S100A11 (MLN70) (S100C)Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=211723.1 19 9 5 1 19 13.8494 14.0929 4.9733 0.0016 0.00118 0.0012 0.0004 161 224 229 451
199 NDKB_HUMAN P22392 NME2 (NM23B)Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=117280.2 32 9 6 3 32 13.8494 16.9115 14.92 0.0019 0.0008 0.00098 0.0009 143 307 255 298
200 LGUL_HUMAN Q04760 GLO1 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=420760.8 27 21 2 10 27 32.31527 5.63717 49.733 0.0013 0.00156 0.00027 0.0024 198 174 510 137
201 PDIA1_HUMAN P07237 P4HB (ERBA2L) (PDI) (PDIA1) (PO4DB)Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=357100.1 80 33 35 17 80 50.78115 98.6504 84.547 0.0014 0.00089 0.00173 0.0015 186 282 172 198
202 ACYP2_HUMAN P14621 ACYP2 (ACYP) Acylphosphatase-2 OS=Homo sapiens GN=ACYP2 PE=1 SV=211121.4 29 1 0 2 29 1.538823 0 9.9467 0.0026 0.00014 0 0.0009 103 1067 289
203 S10AA_HUMAN P60903 S100A10 (ANX2LG) (CAL1L) (CLP11)Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=211185.5 14 7 0 11 14 10.77176 0 54.707 0.0013 0.00096 0 0.0049 203 268 69
204 CBR1_HUMAN P16152 CBR1 (CBR) (CRN)Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=330356.8 43 39 4 0 43 60.01408 11.2743 0 0.0014 0.00198 0.00037 0 183 138 448
205 PYGM_HUMAN P11217 PYGM Glycogen phosphorylase, muscle form OS=Homo sapiens GN=PYGM PE=1 SV=697076.8 184 50 23 18 184 76.94113 64.8274 89.52 0.0019 0.00079 0.00067 0.0009 139 312 327 282
206 ODO1_HUMAN Q02218 OGDH 2-oxoglutarate dehydrogenase E1 component, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3115918.7 152 101 50 24 152 155.4211 140.929 119.36 0.0013 0.00134 0.00122 0.001 196 199 227 259
207 S10AD_HUMAN Q99584 S100A13 Protein S100-A13 OS=Homo sapiens GN=S100A13 PE=1 SV=111453.7 13 14 0 5 13 21.54352 0 24.867 0.0011 0.00188 0 0.0022 226 142 147
208 ANXA1_HUMAN P04083 ANXA1 (ANX1) (LPC1)Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=238697.9 47 51 3 6 47 78.47995 8.45575 29.84 0.0012 0.00203 0.00022 0.0008 211 135 548 322
209 FLNC_HUMAN Q14315 FLNC (ABPL) (FLN2)Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=2290934 587 151 48 15 587 232.3622 135.292 74.6 0.002 0.0008 0.00047 0.0003 132 309 400 596
210 RINI_HUMAN P13489 RNH1 (PRI) (RNH)Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=249956.4 22 55 54 6 22 84.63524 152.204 29.84 0.0004 0.00169 0.00305 0.0006 530 159 109 381
211 AL9A1_HUMAN P49189 ALDH9A1 (ALDH4) (ALDH7) (ALDH9)4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=353784 48 73 16 10 48 112.334 45.0973 49.733 0.0009 0.00209 0.00084 0.0009 272 134 280 281
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212 ACTS_HUMAN P68133 ACTA1 (ACTA)Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=142034.1 27 35 0 52 27 53.85879 0 258.61 0.0006 0.00128 0 0.0062 361 204 55
213 K1881_HUMAN Q96Q06 KIAA1881 Protein KIAA1881 OS=Homo sapiens GN=KIAA1881 PE=2 SV=2134407 104 233 12 13 104 358.5457 33.823 64.653 0.0008 0.00267 0.00025 0.0005 306 106 526 423
214 GSTO1_HUMAN P78417 GSTO1 (GSTTLP28)Glutathione transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=227549.2 25 7 31 11 25 10.77176 87.3761 54.707 0.0009 0.00039 0.00317 0.002 266 549 102 155
215 PECI_HUMAN O75521 PECI (DRS1) (HCA88)Peroxisomal 3,2-trans-enoyl-CoA isomerase OS=Homo sapiens GN=PECI PE=1 SV=339592.4 32 33 26 14 32 50.78115 73.2832 69.627 0.0008 0.00128 0.00185 0.0018 295 203 159 170
216 EHD2_HUMAN Q9NZN4 EHD2 (PAST2) EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=261145.2 69 59 23 9 69 90.79053 64.8274 44.76 0.0011 0.00148 0.00106 0.0007 229 178 246 331
217 WDR1_HUMAN O75083 WDR1 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=466175.2 34 87 33 19 34 133.8776 93.0133 94.494 0.0005 0.00202 0.00141 0.0014 470 137 204 205
218 1433B_HUMAN P31946 YWHAB 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=328065.1 32 22 8 10 32 33.8541 22.5487 49.733 0.0011 0.00121 0.0008 0.0018 223 218 290 168
219 QCR1_HUMAN P31930 UQCRC1 Cytochrome b-c1 complex subunit 1, mitochondrial OS=Homo sapiens GN=UQCRC1 PE=1 SV=352627.9 36 61 34 4 36 93.86818 95.8318 19.893 0.0007 0.00178 0.00182 0.0004 342 151 163 483
220 GSTK1_HUMAN Q9Y2Q3 GSTK1 (HDCMD47P)Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=325480.1 25 21 14 5 25 32.31527 39.4602 24.867 0.001 0.00127 0.00155 0.001 252 208 184 273
221 LYRM7_HUMAN Q5U5X0 LYRM7 (C5orf31)LYR motif-containing protein 7 OS=Homo sapiens GN=LYRM7 PE=1 SV=111937.2 18 1 7 4 18 1.538823 19.7301 19.893 0.0015 0.00013 0.00165 0.0017 172 1113 177 178
222 COX6C_HUMAN P09669 COX6C Cytochrome c oxidase polypeptide VIc OS=Homo sapiens GN=COX6C PE=1 SV=28763.8 13 9 0 0 13 13.8494 0 0 0.0015 0.00158 0 0 173 170
223 TPM2_HUMAN P07951 TPM2 (TMSB) Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=132833.7 52 10 6 14 52 15.38823 16.9115 69.627 0.0016 0.00047 0.00052 0.0021 165 490 381 149
224 FHL2_HUMAN Q14192 FHL2 (DRAL) (SLIM3)Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=332174.4 6 44 23 7 6 67.70819 64.8274 34.813 0.0002 0.0021 0.00201 0.0011 975 133 147 246
225 THIO_HUMAN P10599 TXN (TRDX) (TRX) (TRX1)Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=311719.3 9 2 11 7 9 3.077645 31.0044 34.813 0.0008 0.00026 0.00265 0.003 310 726 124 114
226 PDCD5_HUMAN O14737 PDCD5 (TFAR19)Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=314267.3 26 7 2 0 26 10.77176 5.63717 0 0.0018 0.00075 0.0004 0 144 326 431
227 EZRI_HUMAN P15311 EZR (VIL2) Ezrin OS=Homo sapiens GN=EZR PE=1 SV=469396.6 99 46 4 21 99 70.78584 11.2743 104.44 0.0014 0.00102 0.00016 0.0015 181 258 611 195
228 D3D2_HUMAN P42126 DCI 3,2-trans-enoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=DCI PE=1 SV=132798.5 55 19 6 0 55 29.23763 16.9115 0 0.0017 0.00089 0.00052 0 156 281 380
229 CALM_HUMAN P62158 CALM1 (CALM) (CAM) (CAM1); CALM2 (CAM2) (CAMB); CALM3 (CALML2) (CAM3) (CAMC) (CAMIII)Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=216820 13 9 13 6 13 13.8494 36.6416 29.84 0.0008 0.00082 0.00218 0.0018 307 303 135 167
230 CALR_HUMAN P27797 CALR (CRTC) Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=148124.9 33 39 23 22 33 60.01408 64.8274 109.41 0.0007 0.00125 0.00135 0.0023 341 212 210 144
231 KAD3_HUMAN Q9UIJ7 AK3 (AK3L1) (AK6) (AKL3L)GTP:AMP phosphotransferase mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=425548.3 29 15 6 12 29 23.08234 16.9115 59.68 0.0011 0.0009 0.00066 0.0023 225 280 331 140
232 ARHL1_HUMAN Q8NDY3 ADPRHL1 (ARH2)[Protein ADP-ribosylarginine] hydrolase-like protein 1 OS=Homo sapiens GN=ADPRHL1 PE=2 SV=140087.7 25 34 12 26 25 52.31997 33.823 129.31 0.0006 0.00131 0.00084 0.0032 379 201 278 108
233 HCD2_HUMAN Q99714 HSD17B10 (ERAB) (HADH2) (MRPP2) (SCHAD) (XH98G2)3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=326905.1 10 45 8 2 10 69.24702 22.5487 9.9467 0.0004 0.00257 0.00084 0.0004 605 109 281 491
234 AL7A1_HUMAN P49419 ALDH7A1 (ATQ1)Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=455348.7 63 38 10 22 63 58.47526 28.1858 109.41 0.0011 0.00106 0.00051 0.002 224 247 384 157
235 PSME1_HUMAN Q06323 PSME1 (IFI5111)Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=128705.8 27 15 22 4 27 23.08234 62.0088 19.893 0.0009 0.0008 0.00216 0.0007 261 306 136 346
236 SAA_HUMAN P02735 SAA1 Serum amyloid A protein OS=Homo sapiens GN=SAA1 PE=1 SV=213514.5 22 6 0 4 22 9.232936 0 19.893 0.0016 0.00068 0 0.0015 160 357 200
237 DHE3_HUMAN P00367 GLUD1 (GLUD)Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=261381.7 56 48 38 3 56 73.86348 107.106 14.92 0.0009 0.0012 0.00174 0.0002 265 219 169 615
238 ISOC1_HUMAN Q96CN7 ISOC1 (CGI-111)Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=332218.7 35 16 12 12 35 24.62116 33.823 59.68 0.0011 0.00076 0.00105 0.0019 237 322 248 163
239 K6PP_HUMAN Q01813 PFKP (PFKF) 6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=285579.4 121 55 9 14 121 84.63524 25.3673 69.627 0.0014 0.00099 0.0003 0.0008 184 263 495 311
240 NEDD8_HUMAN Q15843 NEDD8 NEDD8 OS=Homo sapiens GN=NEDD8 PE=1 SV=19054 18 1 0 2 18 1.538823 0 9.9467 0.002 0.00017 0 0.0011 134 975 242
241 PDIA3_HUMAN P30101 PDIA3 (ERP57) (ERP60) (GRP58)Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=456766.6 71 44 9 7 71 67.70819 25.3673 34.813 0.0013 0.00119 0.00045 0.0006 204 223 407 375
242 C1QBP_HUMAN Q07021 C1QBP (GC1QBP) (HABP1) (SF2P32)Complement component 1 Q subcomponent-binding protein, mitochondrial OS=Homo sapiens GN=C1QBP PE=1 SV=131344.6 12 12 41 7 12 18.46587 115.562 34.813 0.0004 0.00059 0.00369 0.0011 592 399 94 239
243 DPYL2_HUMAN Q16555 DPYSL2 (CRMP2)Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=162276 46 62 27 7 46 95.407 76.1018 34.813 0.0007 0.00153 0.00122 0.0006 322 176 225 394
244 ACOT2_HUMAN P49753 ACOT2 (PTE2) (PTE2A)Acyl-coenzyme A thioesterase 2, mitochondrial OS=Homo sapiens GN=ACOT2 PE=1 SV=553220.5 70 51 0 0 70 78.47995 0 0 0.0013 0.00147 0 0 193 180
245 COQ9_HUMAN O75208 COQ9 (C16orf49) (HSPC326) (PSEC0129)Ubiquinone biosynthesis protein COQ9, mitochondrial OS=Homo sapiens GN=COQ9 PE=2 SV=135491.1 32 21 21 6 32 32.31527 59.1903 29.84 0.0009 0.00091 0.00167 0.0008 269 279 176 302
246 ADH1B_HUMAN P00325 ADH1B (ADH2)Alcohol dehydrogenase 1B OS=Homo sapiens GN=ADH1B PE=1 SV=239836.3 19 26 30 14 19 40.00939 84.5575 69.627 0.0005 0.001 0.00212 0.0017 499 261 139 171
247 GCSH_HUMAN P23434 GCSH Glycine cleavage system H protein, mitochondrial OS=Homo sapiens GN=GCSH PE=2 SV=118892.7 2 30 10 0 2 46.16468 28.1858 0 0.0001 0.00244 0.00149 0 1266 116 195
248 IDH3G_HUMAN P51553 IDH3G Isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial OS=Homo sapiens GN=IDH3G PE=2 SV=142776.1 17 66 5 7 17 101.5623 14.0929 34.813 0.0004 0.00237 0.00033 0.0008 564 120 469 310
249 UBE2N_HUMAN P61088 UBE2N (BLU) Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=117120.6 16 4 18 0 16 6.15529 50.7345 0 0.0009 0.00036 0.00296 0 263 585 113
250 BLVRB_HUMAN P30043 BLVRB (FLR) Flavin reductase OS=Homo sapiens GN=BLVRB PE=1 SV=322100.7 16 21 12 0 16 32.31527 33.823 0 0.0007 0.00146 0.00153 0 330 183 187
251 GDIR1_HUMAN P52565 ARHGDIA (GDIA1)Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=323189.5 18 12 20 1 18 18.46587 56.3717 4.9733 0.0008 0.0008 0.00243 0.0002 305 310 130 650
252 ADHX_HUMAN P11766 ADH5 (ADHX) (FDH)Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=439705.8 22 26 21 18 22 40.00939 59.1903 89.52 0.0006 0.00101 0.00149 0.0023 423 260 196 145
253 QCR2_HUMAN P22695 UQCRC2 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=348425.4 53 18 24 11 53 27.69881 67.646 54.707 0.0011 0.00057 0.0014 0.0011 236 407 205 231
254 PTRF_HUMAN Q6NZI2 PTRF (FKSG13)Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=143458.5 57 20 4 14 57 30.77645 11.2743 69.627 0.0013 0.00071 0.00026 0.0016 195 347 518 184
255 SPB6_HUMAN P35237 SERPINB6 (PI6) (PTI)Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=342604.8 52 32 6 3 52 49.24232 16.9115 14.92 0.0012 0.00116 0.0004 0.0004 208 229 429 506
256 KAD4_HUMAN P27144 AK3L1 (AK3) (AK4); AK3L2Adenylate kinase isoenzyme 4, mitochondrial OS=Homo sapiens GN=AK3L1 PE=1 SV=125250.5 17 12 16 10 17 18.46587 45.0973 49.733 0.0007 0.00073 0.00179 0.002 346 334 165 159
257 MTPN_HUMAN P58546 MTPN Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=212877.3 10 4 6 8 10 6.15529 16.9115 39.787 0.0008 0.00048 0.00131 0.0031 304 485 213 110
258 K1C14_HUMAN P02533 KRT14 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=351604.6 105 3 4 0 105 4.616468 11.2743 0 0.002 8.9E-05 0.00022 0 131 1304 549
259 HINT2_HUMAN Q9BX68 HINT2 Histidine triad nucleotide-binding protein 2 OS=Homo sapiens GN=HINT2 PE=1 SV=117143.7 22 8 4 3 22 12.31058 11.2743 14.92 0.0013 0.00072 0.00066 0.0009 200 345 334 296
260 PTMA_HUMAN P06454 PTMA (TMSA)Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=212184.5 3 1 3 19 3 1.538823 8.45575 94.494 0.0002 0.00013 0.00069 0.0078 827 1122 322 38
261 MYH9_HUMAN P35579 MYH9 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4226519.5 343 78 27 35 343 120.0282 76.1018 174.07 0.0015 0.00053 0.00034 0.0008 170 432 465 323
262 ODPX_HUMAN O00330 PDHX (PDX1) Pyruvate dehydrogenase protein X component, mitochondrial OS=Homo sapiens GN=PDHX PE=1 SV=354105.8 49 42 13 11 49 64.63055 36.6416 54.707 0.0009 0.00119 0.00068 0.001 268 220 324 266
263 LEG1_HUMAN P09382 LGALS1 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=214697.8 8 16 4 3 8 24.62116 11.2743 14.92 0.0005 0.00168 0.00077 0.001 432 160 299 264
264 TIM8A_HUMAN O60220 TIMM8A (DDP) (DDP1) (TIM8A)Mitochondrial import inner membrane translocase subunit Tim8 A OS=Homo sapiens GN=TIMM8A PE=1 SV=110980.2 8 13 2 0 8 20.00469 5.63717 0 0.0007 0.00182 0.00051 0 327 149 382
265 ADT1_HUMAN P12235 SLC25A4 (ANT1)ADP/ATP translocase 1 OS=Homo sapiens GN=SLC25A4 PE=1 SV=433047.3 25 17 4 23 25 26.15998 11.2743 114.39 0.0008 0.00079 0.00034 0.0035 315 313 461 105
266 KAD2_HUMAN P54819 AK2 (ADK2) Adenylate kinase isoenzyme 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=226461 28 21 5 1 28 32.31527 14.0929 4.9733 0.0011 0.00122 0.00053 0.0002 241 216 374 677
267 ATP5H_HUMAN O75947 ATP5H (My032)ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=318473.9 25 8 1 4 25 12.31058 2.81858 19.893 0.0014 0.00067 0.00015 0.0011 190 365 626 247
268 MCCB_HUMAN Q9HCC0 MCCC2 (MCCB)Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=MCCC2 PE=1 SV=161316.7 48 28 31 19 48 43.08703 87.3761 94.494 0.0008 0.0007 0.00142 0.0015 301 350 203 191
269 TALDO_HUMAN P37837 TALDO1 (TAL) (TALDO) (TALDOR)Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=237523.7 39 10 22 6 39 15.38823 62.0088 29.84 0.001 0.00041 0.00165 0.0008 244 537 178 317
270 HEBP2_HUMAN Q9Y5Z4 HEBP2 (C6orf34) (SOUL)Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=122857.7 20 16 3 7 20 24.62116 8.45575 34.813 0.0009 0.00108 0.00037 0.0015 279 241 449 193
271 SRCH_HUMAN P23327 HRC (HCP) Sarcoplasmic reticulum histidine-rich calcium-binding protein OS=Homo sapiens GN=HRC PE=2 SV=180220.4 118 18 16 8 118 27.69881 45.0973 39.787 0.0015 0.00035 0.00056 0.0005 177 599 365 410
272 GRHPR_HUMAN Q9UBQ7 GRHPR (GLXR) (MSTP035)Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=135651.1 22 27 14 8 22 41.54821 39.4602 39.787 0.0006 0.00117 0.00111 0.0011 383 227 240 236
273 MMSA_HUMAN Q02252 ALDH6A1 (MMSDH)Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial OS=Homo sapiens GN=ALDH6A1 PE=1 SV=257822.3 62 27 13 13 62 41.54821 36.6416 64.653 0.0011 0.00072 0.00063 0.0011 239 344 343 235
274 ELOB_HUMAN Q15370 TCEB2 Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=113115.2 4 12 10 0 4 18.46587 28.1858 0 0.0003 0.00141 0.00215 0 719 190 137
275 CAH1_HUMAN P00915 CA1 Carbonic anhydrase 1 OS=Homo sapiens GN=CA1 PE=1 SV=228852.4 26 22 2 7 26 33.8541 5.63717 34.813 0.0009 0.00117 0.0002 0.0012 270 225 576 228
276 COX5A_HUMAN P20674 COX5A Cytochrome c oxidase subunit 5A, mitochondrial OS=Homo sapiens GN=COX5A PE=1 SV=116756.6 8 13 12 0 8 20.00469 33.823 0 0.0005 0.00119 0.00202 0 498 222 146
277 FIBB_HUMAN P02675 FGB Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=255910.6 21 39 45 5 21 60.01408 126.836 24.867 0.0004 0.00107 0.00227 0.0004 600 243 134 439
278 S10A4_HUMAN P26447 S100A4 (CAPL) (MTS1)Protein S100-A4 OS=Homo sapiens GN=S100A4 PE=1 SV=111711 8 4 4 7 8 6.15529 11.2743 34.813 0.0007 0.00053 0.00096 0.003 343 434 257 113
279 PDLI3_HUMAN Q53GG5 PDLIM3 (ALP) PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=2 SV=139214.5 56 18 1 2 56 27.69881 2.81858 9.9467 0.0014 0.00071 7.2E-05 0.0003 180 348 766 600
280 AIFM1_HUMAN O95831 AIFM1 (AIF) (PDCD8)Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=166883.5 57 45 12 17 57 69.24702 33.823 84.547 0.0009 0.00104 0.00051 0.0013 288 252 385 221
281 ENPL_HUMAN P14625 HSP90B1 (TRA1)Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=192453.7 88 46 7 39 88 70.78584 19.7301 193.96 0.001 0.00077 0.00021 0.0021 260 321 555 150
282 VIME_HUMAN P08670 VIM Vimentin OS=Homo sapiens GN=VIM PE=1 SV=453634.6 62 27 3 12 62 41.54821 8.45575 59.68 0.0012 0.00077 0.00016 0.0011 218 319 616 238
283 NDRG2_HUMAN Q9UN36 NDRG2 (KIAA1248) (SYLD)Protein NDRG2 OS=Homo sapiens GN=NDRG2 PE=1 SV=240780.7 15 36 22 6 15 55.39761 62.0088 29.84 0.0004 0.00136 0.00152 0.0007 610 198 190 333
284 SRCA_HUMAN Q86TD4 SRL Sarcalumenin OS=Homo sapiens GN=SRL PE=2 SV=2100771.9 97 34 24 40 97 52.31997 67.646 198.93 0.001 0.00052 0.00067 0.002 256 444 325 158
285 NDUA2_HUMANO43678 NDUFA2 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2 OS=Homo sapiens GN=NDUFA2 PE=1 SV=310903.8 21 0 0 21 0 0 0 0.0019 0 0 0 136
286 NDUA7_HUMANO95182 NDUFA7 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 7 OS=Homo sapiens GN=NDUFA7 PE=1 SV=312533.8 21 2 0 1 21 3.077645 0 4.9733 0.0017 0.00025 0 0.0004 158 767 474
287 PFD1_HUMAN O60925 PFDN1 (PFD1) Prefoldin subunit 1 OS=Homo sapiens GN=PFDN1 PE=1 SV=214192.9 22 5 0 0 22 7.694113 0 0 0.0016 0.00054 0 0 167 423
288 CNN1_HUMAN P51911 CNN1 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=233153 37 21 2 3 37 32.31527 5.63717 14.92 0.0011 0.00097 0.00017 0.0005 230 265 601 438
289 MYL6_HUMAN P60660 MYL6 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=216911.8 18 12 0 2 18 18.46587 0 9.9467 0.0011 0.00109 0 0.0006 240 239 384
290 TCTP_HUMAN P13693 TPT1 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=119578.2 8 21 4 4 8 32.31527 11.2743 19.893 0.0004 0.00165 0.00058 0.001 557 162 361 263
291 RLA2_HUMAN P05387 RPLP2 (D11S2243E) (RPP2)60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=111647.4 12 6 0 4 12 9.232936 0 19.893 0.001 0.00079 0 0.0017 247 311 176
292 SH3L1_HUMAN O75368 SH3BGRL SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=112756.5 14 9 0 1 14 13.8494 0 4.9733 0.0011 0.00109 0 0.0004 234 240 477
293 ACADS_HUMAN P16219 ACADS Short-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADS PE=1 SV=144281.1 20 19 38 6 20 29.23763 107.106 29.84 0.0005 0.00066 0.00242 0.0007 519 368 131 354
294 FKBP3_HUMAN Q00688 FKBP3 (FKBP25)FK506-binding protein 3 OS=Homo sapiens GN=FKBP3 PE=1 SV=125159.4 30 7 1 9 30 10.77176 2.81858 44.76 0.0012 0.00043 0.00011 0.0018 215 521 685 166
295 DHPR_HUMAN P09417 QDPR (DHPR) Dihydropteridine reductase OS=Homo sapiens GN=QDPR PE=1 SV=225771.5 14 20 6 8 14 30.77645 16.9115 39.787 0.0005 0.00119 0.00066 0.0015 433 221 337 190
296 MYOM2_HUMANP54296 MYOM2 Myomesin-2 OS=Homo sapiens GN=MYOM2 PE=2 SV=1164776.4 123 104 64 15 123 160.0375 180.389 74.6 0.0007 0.00097 0.00109 0.0005 317 266 242 435
297 THTR_HUMAN Q16762 TST Thiosulfate sulfurtransferase OS=Homo sapiens GN=TST PE=1 SV=433410.8 21 15 17 9 21 23.08234 47.9159 44.76 0.0006 0.00069 0.00143 0.0013 376 353 202 217
298 PFD6_HUMAN O15212 PFDN6 (HKE2) (PFD6)Prefoldin subunit 6 OS=Homo sapiens GN=PFDN6 PE=1 SV=114564.9 21 6 0 0 21 9.232936 0 0 0.0014 0.00063 0 0 179 382
299 CATB_HUMAN P07858 CTSB (CPSB) Cathepsin B OS=Homo sapiens GN=CTSB PE=1 SV=337803.2 13 42 11 4 13 64.63055 31.0044 19.893 0.0003 0.00171 0.00082 0.0005 653 156 284 404
300 IF5A1_HUMAN P63241 EIF5A Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=216814.7 11 20 0 0 11 30.77645 0 0 0.0007 0.00183 0 0 357 148
301 HEMO_HUMAN P02790 HPX Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=251658.5 22 35 25 13 22 53.85879 70.4646 64.653 0.0004 0.00104 0.00136 0.0013 542 249 208 225
302 AMPL_HUMAN P28838 LAP3 (LAPEP) (PEPS)Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=356149.7 45 32 23 2 45 49.24232 64.8274 9.9467 0.0008 0.00088 0.00115 0.0002 297 285 237 694
303 TIM13_HUMAN Q9Y5L4 TIMM13 (TIM13B) (TIMM13A) (TIMM13B)Mitochondrial import inner membrane translocase subunit Tim13 OS=Homo sapiens GN=TIMM13 PE=1 SV=110482.2 7 10 0 2 7 15.38823 0 9.9467 0.0007 0.00147 0 0.0009 349 181 277
304 COQ7_HUMAN Q99807 COQ7 Ubiquinone biosynthesis protein COQ7 homolog OS=Homo sapiens GN=COQ7 PE=2 SV=224289.7 27 17 0 0 27 26.15998 0 0 0.0011 0.00108 0 0 231 242
305 PFD2_HUMAN Q9UHV9 PFDN2 (PFD2) (HSPC231)Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=116629.8 20 6 0 4 20 9.232936 0 19.893 0.0012 0.00056 0 0.0012 213 417 229
306 ATIF1_HUMAN Q9UII2 ATPIF1 (ATPI) ATPase inhibitor, mitochondrial OS=Homo sapiens GN=ATPIF1 PE=2 SV=112230.8 14 3 5 0 14 4.616468 14.0929 0 0.0011 0.00038 0.00115 0 222 569 238
307 QOR_HUMAN Q08257 CRYZ Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=135189.3 20 21 8 14 20 32.31527 22.5487 69.627 0.0006 0.00092 0.00064 0.002 411 278 342 156
308 PSA5_HUMAN P28066 PSMA5 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=326393.3 17 22 8 0 17 33.8541 22.5487 0 0.0006 0.00128 0.00085 0 360 202 275
309 QCR7_HUMAN P14927 UQCRB (UQBP)Cytochrome b-c1 complex subunit 7 OS=Homo sapiens GN=UQCRB PE=2 SV=213513.3 16 6 1 1 16 9.232936 2.81858 4.9733 0.0012 0.00068 0.00021 0.0004 217 356 565 493
310 CO3_HUMAN P01024 C3 (CPAMD1) Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2187131.1 153 71 78 28 153 109.2564 219.85 139.25 0.0008 0.00058 0.00117 0.0007 293 403 234 326
311 SYWC_HUMAN P23381 WARS (IFI53) (WRS)Tryptophanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=253149.6 51 15 20 7 51 23.08234 56.3717 34.813 0.001 0.00043 0.00106 0.0007 258 514 245 362
312 DLRB1_HUMAN Q9NP97 DYNLRB1 (BITH) (DNCL2A) (DNLC2A) (ROBLD1) (HSPC162)Dynein light chain roadblock-type 1 OS=Homo sapiens GN=DYNLRB1 PE=1 SV=310903.9 13 4 2 0 13 6.15529 5.63717 0 0.0012 0.00056 0.00052 0 216 413 378
313 SAHH_HUMAN P23526 AHCY (SAHH) Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=447699.1 48 15 20 0 48 23.08234 56.3717 0 0.001 0.00048 0.00118 0 249 478 233
314 SEPT2_HUMAN Q15019 SEPT2 (DIFF6) (KIAA0158) (NEDD5)Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=141470.1 22 44 0 6 22 67.70819 0 29.84 0.0005 0.00163 0 0.0007 446 164 339
315 DBLOH_HUMAN Q9NR28 DIABLO (SMAC)Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=127112.7 28 15 4 28 0 42.2788 19.893 0.001 0 0.00156 0.0007 245 183 330
316 GDIA_HUMAN P31150 GDI1 (GDIL) (OPHN2) (RABGDIA) (XAP4)Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=250566.1 40 27 5 15 40 41.54821 14.0929 74.6 0.0008 0.00082 0.00028 0.0015 299 305 503 199
317 PPAC_HUMAN P24666 ACP1 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=318024.7 19 10 2 0 19 15.38823 5.63717 0 0.0011 0.00085 0.00031 0 242 290 478
318 SBP1_HUMAN Q13228 SELENBP1 (SBP)Selenium-binding protein 1 OS=Homo sapiens GN=SELENBP1 PE=1 SV=252374 43 39 3 5 43 60.01408 8.45575 24.867 0.0008 0.00115 0.00016 0.0005 292 232 613 428
319 CN159_HUMAN Q7Z3D6 C14orf159 (UNQ2439/PRO5000)UPF0317 protein C14orf159, mitochondrial OS=Homo sapiens GN=C14orf159 PE=2 SV=266418.8 35 59 5 15 35 90.79053 14.0929 74.6 0.0005 0.00137 0.00021 0.0011 449 195 558 233
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320 APOA2_HUMAN P02652 APOA2 Apolipoprotein A-II OS=Homo sapiens GN=APOA2 PE=1 SV=111157.2 11 5 1 2 11 7.694113 2.81858 9.9467 0.001 0.00069 0.00025 0.0009 251 354 523 290
321 ASAH1_HUMAN Q13510 ASAH1 (ASAH) (HSD33) (HSD-33)Acid ceramidase OS=Homo sapiens GN=ASAH1 PE=1 SV=444633.1 26 30 19 1 26 46.16468 53.5531 4.9733 0.0006 0.00103 0.0012 0.0001 402 253 230 809
322 1433F_HUMAN Q04917 YWHAH (YWHA1)14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=428201.6 37 5 5 1 37 7.694113 14.0929 4.9733 0.0013 0.00027 0.0005 0.0002 194 711 389 697
323 KV114_HUMAN P01606 n.o Ig kappa chain V-I region OU OS=Homo sapiens PE=1 SV=111751.3 2 18 0 0 2 27.69881 0 0 0.0002 0.00236 0 0 1021 124
324 PIN1_HUMAN Q13526 PIN1 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens GN=PIN1 PE=1 SV=118225.7 20 9 0 2 20 13.8494 0 9.9467 0.0011 0.00076 0 0.0005 235 325 397
325 NIT2_HUMAN Q9NQR4 NIT2 (CUA002)Nitrilase homolog 2 OS=Homo sapiens GN=NIT2 PE=1 SV=130590.8 26 9 15 2 26 13.8494 42.2788 9.9467 0.0008 0.00045 0.00138 0.0003 290 500 207 524
326 TPPP3_HUMAN Q9BW30 TPPP3 (CGI-38)Tubulin polymerization-promoting protein family member 3 OS=Homo sapiens GN=TPPP3 PE=1 SV=118967.9 21 3 2 6 21 4.616468 5.63717 29.84 0.0011 0.00024 0.0003 0.0016 233 772 493 186
327 PSA7_HUMAN O14818 PSMA7 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=127869.1 13 15 17 2 13 23.08234 47.9159 9.9467 0.0005 0.00083 0.00172 0.0004 505 302 173 501
328 ELOC_HUMAN Q15369 TCEB1 Transcription elongation factor B polypeptide 1 OS=Homo sapiens GN=TCEB1 PE=1 SV=112455.4 6 11 2 2 6 16.92705 5.63717 9.9467 0.0005 0.00136 0.00045 0.0008 494 197 406 314
329 ABHDA_HUMANQ9NUJ1 ABHD10 Abhydrolase domain-containing protein 10, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=133915.3 15 4 36 2 15 6.15529 101.469 9.9467 0.0004 0.00018 0.00299 0.0003 528 944 112 560
330 QCR6_HUMAN P07919 UQCRH Cytochrome b-c1 complex subunit 6, mitochondrial OS=Homo sapiens GN=UQCRH PE=1 SV=210720.5 0 18 0 0 0 27.69881 0 0 0 0.00258 0 0 107
331 PFD5_HUMAN Q99471 PFDN5 (MM1) (PFD5)Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=217310.3 9 16 1 3 9 24.62116 2.81858 14.92 0.0005 0.00142 0.00016 0.0009 460 188 610 299
332 PHS_HUMAN P61457 PCBD1 (DCOH) (PCBD)Pterin-4-alpha-carbinolamine dehydratase OS=Homo sapiens GN=PCBD1 PE=1 SV=211981.7 20 0 0 20 0 0 0 0.0017 0 0 0 159
333 UK114_HUMAN P52758 HRSP12 (PSP) Ribonuclease UK114 OS=Homo sapiens GN=HRSP12 PE=1 SV=114476.1 10 8 5 1 10 12.31058 14.0929 4.9733 0.0007 0.00085 0.00097 0.0003 340 292 256 512
334 KAP0_HUMAN P10644 PRKAR1A (PKR1) (PRKAR1) (TSE1)cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=142964.4 30 18 20 3 30 27.69881 56.3717 14.92 0.0007 0.00064 0.00131 0.0003 338 380 214 508
335 FIBG_HUMAN P02679 FGG (PRO2061)Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=351495.3 21 42 19 3 21 64.63055 53.5531 14.92 0.0004 0.00126 0.00104 0.0003 560 210 249 564
336 NEBL_HUMAN O76041 NEBL Nebulette OS=Homo sapiens GN=NEBL PE=1 SV=1116438 111 38 28 15 111 58.47526 78.9203 74.6 0.001 0.0005 0.00068 0.0006 259 454 323 367
337 NAMPT_HUMANP43490 NAMPT (PBEF) (PBEF1)Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=155504.5 37 26 17 11 37 40.00939 47.9159 54.707 0.0007 0.00072 0.00086 0.001 351 342 274 271
338 CLIC1_HUMAN O00299 CLIC1 (NCC27)Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=426905.3 13 23 2 6 13 35.39292 5.63717 29.84 0.0005 0.00132 0.00021 0.0011 491 200 563 240
339 PSA_HUMAN P55786 NPEPPS (PSA) Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2103261.1 100 29 30 9 100 44.62586 84.5575 44.76 0.001 0.00043 0.00082 0.0004 255 515 285 447
340 SSB_HUMAN Q04837 SSBP1 Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=117241.7 18 6 4 0 18 9.232936 11.2743 0 0.001 0.00054 0.00065 0 243 428 339
341 ACOT9_HUMAN Q9Y305 ACOT9 (CGI-16)Acyl-coenzyme A thioesterase 9 OS=Homo sapiens GN=ACOT9 PE=2 SV=146337.2 40 22 12 1 40 33.8541 33.823 4.9733 0.0009 0.00073 0.00073 0.0001 283 336 309 819
342 UB2V2_HUMAN Q15819 UBE2V2 (MMS2) (UEV2)Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=416344.9 23 3 0 23 0 8.45575 0 0.0014 0 0.00052 0 185 376
343 AL4A1_HUMAN P30038 ALDH4A1 (ALDH4) (P5CDH)Delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH4A1 PE=1 SV=361702.4 41 20 28 9 41 30.77645 78.9203 44.76 0.0007 0.0005 0.00128 0.0007 353 459 219 337
344 MSRB2_HUMAN Q9Y3D2 MSRB2 (CBS-1) (MSRB) (CGI-131)Methionine-R-sulfoxide reductase B2, mitochondrial OS=Homo sapiens GN=MSRB2 PE=2 SV=219518.3 24 6 0 1 24 9.232936 0 4.9733 0.0012 0.00047 0 0.0003 207 488 597
345 VTDB_HUMAN P02774 GC Vitamin D-binding protein OS=Homo sapiens GN=GC PE=1 SV=152946.6 17 40 15 12 17 61.5529 42.2788 59.68 0.0003 0.00116 0.0008 0.0011 693 228 291 232
346 TXD17_HUMAN Q9BRA2 TXNDC17 (TXNL5)Thioredoxin domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 PE=1 SV=113922.4 3 17 0 2 3 26.15998 0 9.9467 0.0002 0.00188 0 0.0007 892 143 341
347 MAP4_HUMAN P27816 MAP4 Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=2121002.5 108 57 0 25 108 87.71289 0 124.33 0.0009 0.00072 0 0.001 271 338 261
348 ATP5E_HUMAN P56381 ATP5E ATP synthase subunit epsilon, mitochondrial OS=Homo sapiens GN=ATP5E PE=2 SV=25761.8 5 4 0 0 5 6.15529 0 0 0.0009 0.00107 0 0 282 246
349 TCPQ_HUMAN P50990 CCT8 (CCTQ) (KIAA0002)T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=459603 47 31 7 8 47 47.7035 19.7301 39.787 0.0008 0.0008 0.00033 0.0007 300 308 468 358
350 GYS1_HUMAN P13807 GYS1 (GYS) Glycogen [starch] synthase, muscle OS=Homo sapiens GN=GYS1 PE=1 SV=283769.1 76 18 21 14 76 27.69881 59.1903 69.627 0.0009 0.00033 0.00071 0.0008 267 617 317 307
351 IGHG2_HUMAN P01859 IGHG2 Ig gamma-2 chain C region OS=Homo sapiens GN=IGHG2 PE=1 SV=135865.2 9 7 39 0 9 10.77176 109.925 0 0.0003 0.0003 0.00306 0 821 672 108
352 ANKR2_HUMAN Q9GZV1 ANKRD2 (ARPP)Ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=ANKRD2 PE=1 SV=339841.7 23 33 3 2 23 50.78115 8.45575 9.9467 0.0006 0.00127 0.00021 0.0002 406 205 557 604
353 TPD54_HUMAN O43399 TPD52L2 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=222219.9 19 15 0 0 19 23.08234 0 0 0.0009 0.00104 0 0 287 250
354 ESTD_HUMAN P10768 ESD S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=231445.6 12 21 6 9 12 32.31527 16.9115 44.76 0.0004 0.00103 0.00054 0.0014 594 254 372 207
355 IMPA1_HUMAN P29218 IMPA1 (IMPA)Inositol monophosphatase OS=Homo sapiens GN=IMPA1 PE=1 SV=130170.5 20 22 0 4 20 33.8541 0 19.893 0.0007 0.00112 0 0.0007 354 237 360
356 EHD4_HUMAN Q9H223 EHD4 (HCA10) (HCA11) (PAST4) (FKSG7)EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=161159.6 43 25 16 9 43 38.47056 45.0973 44.76 0.0007 0.00063 0.00074 0.0007 335 383 307 332
357 TXNL1_HUMAN O43396 TXNL1 (TRP32) (TXL) (TXNL)Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=332233.4 19 14 8 8 19 21.54352 22.5487 39.787 0.0006 0.00067 0.0007 0.0012 398 363 321 226
358 GSTM2_HUMAN P28161 GSTM2 (GST4)Glutathione S-transferase Mu 2 OS=Homo sapiens GN=GSTM2 PE=1 SV=225728.5 10 16 6 7 10 24.62116 16.9115 34.813 0.0004 0.00096 0.00066 0.0014 583 271 336 214
359 LDHD_HUMAN Q86WU2 LDHD Probable D-lactate dehydrogenase, mitochondrial OS=Homo sapiens GN=LDHD PE=1 SV=154851 18 61 2 1 18 93.86818 5.63717 4.9733 0.0003 0.00171 0.0001 9E-05 681 155 700 849
360 RS17_HUMAN P08708 RPS17 40S ribosomal protein S17 OS=Homo sapiens GN=RPS17 PE=1 SV=215532.5 2 2 16 3 2 3.077645 45.0973 14.92 0.0001 0.0002 0.0029 0.001 1159 885 118 274
361 CACP_HUMAN P43155 CRAT (CAT1) Carnitine O-acetyltransferase OS=Homo sapiens GN=CRAT PE=1 SV=470909.3 36 18 33 18 36 27.69881 93.0133 89.52 0.0005 0.00039 0.00131 0.0013 477 550 215 223
362 TERA_HUMAN P55072 VCP Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=489306.8 115 17 0 115 0 47.9159 0 0.0013 0 0.00054 0 199 373
363 1433T_HUMAN P27348 YWHAQ 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=127747.4 17 5 9 10 17 7.694113 25.3673 49.733 0.0006 0.00028 0.00091 0.0018 386 704 266 165
364 PTGDS_HUMAN P41222 PTGDS (PDS) Prostaglandin-H2 D-isomerase OS=Homo sapiens GN=PTGDS PE=1 SV=121011.1 16 8 7 0 16 12.31058 19.7301 0 0.0008 0.00059 0.00094 0 314 401 263
365 EDF1_HUMAN O60869 EDF1 Endothelial differentiation-related factor 1 OS=Homo sapiens GN=EDF1 PE=1 SV=116351 16 0 8 16 0 0 39.787 0.001 0 0 0.0024 253 136
366 COX5B_HUMAN P10606 COX5B Cytochrome c oxidase subunit 5B, mitochondrial OS=Homo sapiens GN=COX5B PE=1 SV=213677.7 18 1 0 1 18 1.538823 0 4.9733 0.0013 0.00011 0 0.0004 192 1187 497
367 KCY_HUMAN P30085 CMPK1 (CMK) (CMPK) (UCK) (UMK) (UMPK)UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=322205 12 11 2 7 12 16.92705 5.63717 34.813 0.0005 0.00076 0.00025 0.0016 434 323 522 187
368 SORCN_HUMAN P30626 SRI Sorcin OS=Homo sapiens GN=SRI PE=1 SV=121658.7 12 7 12 0 12 10.77176 33.823 0 0.0006 0.0005 0.00156 0 424 461 182
369 SPRE_HUMAN P35270 SPR Sepiapterin reductase OS=Homo sapiens GN=SPR PE=1 SV=128031.5 24 8 5 3 24 12.31058 14.0929 14.92 0.0009 0.00044 0.0005 0.0005 286 511 386 402
370 ACOT1_HUMAN Q86TX2 ACOT1 (CTE1)Acyl-coenzyme A thioesterase 1 OS=Homo sapiens GN=ACOT1 PE=2 SV=146260.2 34 1 19 12 34 1.538823 53.5531 59.68 0.0007 3.3E-05 0.00116 0.0013 324 1708 236 219
371 PSA1_HUMAN P25786 PSMA1 (PROS30) (PSC2)Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=129538 26 14 0 2 26 21.54352 0 9.9467 0.0009 0.00073 0 0.0003 276 337 518
372 PURA1_HUMAN Q8N142 ADSSL1 (ADSS1)Adenylosuccinate synthetase isozyme 1 OS=Homo sapiens GN=ADSSL1 PE=1 SV=150190.8 31 33 2 5 31 50.78115 5.63717 24.867 0.0006 0.00101 0.00011 0.0005 382 259 684 411
373 PCBP1_HUMAN Q15365 PCBP1 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=237480.2 21 28 4 0 21 43.08703 11.2743 0 0.0006 0.00115 0.0003 0 415 231 489
374 TBA4A_HUMAN P68366 TUBA4A (TUBA1)Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=149906.6 24 18 17 11 24 27.69881 47.9159 54.707 0.0005 0.00056 0.00096 0.0011 495 418 258 243
375 UB2L3_HUMAN P68036 UBE2L3 (UBCE7) (UBCH7)Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=117844.3 12 5 5 3 12 7.694113 14.0929 14.92 0.0007 0.00043 0.00079 0.0008 347 517 294 305
376 CNDP2_HUMAN Q96KP4 CNDP2 (CN2) (CPGL) (PEPA)Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=252861.7 47 17 5 5 47 26.15998 14.0929 24.867 0.0009 0.00049 0.00027 0.0005 273 467 512 432
377 TCP4_HUMAN P53999 SUB1 (PC4) (RPO2TC1)Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=314377.9 7 4 4 5 7 6.15529 11.2743 24.867 0.0005 0.00043 0.00078 0.0017 489 522 296 173
378 TYB4_HUMAN P62328 TMSB4X (TB4X) (THYB4) (TMSB4)Thymosin beta-4 OS=Homo sapiens GN=TMSB4X PE=1 SV=25034.9 0 7 0 0 0 10.77176 0 0 0 0.00214 0 0 132
379 DHSA_HUMAN P31040 SDHA (SDH2) (SDHF)Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=272673.7 20 53 15 13 20 81.5576 42.2788 64.653 0.0003 0.00112 0.00058 0.0009 775 236 358 291
380 ACPM_HUMAN O14561 NDUFAB1 Acyl carrier protein, mitochondrial OS=Homo sapiens GN=NDUFAB1 PE=1 SV=317399.9 0 23 1 0 0 64.8274 4.9733 0 0 0.00373 0.0003 91 567
381 C1TC_HUMAN P11586 MTHFD1 (MTHFC) (MTHFD)C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3101543.5 99 14 17 10 99 21.54352 47.9159 49.733 0.001 0.00021 0.00047 0.0005 254 840 396 416
382 SLIRP_HUMAN Q9GZT3 SLIRP (C14orf156) (DC23) (DC50) (PD04872)SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=112331 15 2 0 0 15 3.077645 0 0 0.0012 0.00025 0 0 210 758
383 PDC6I_HUMAN Q8WUM4 PDCD6IP (AIP1) (ALIX) (KIAA1375)Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=196007.4 77 47 2 5 77 72.32466 5.63717 24.867 0.0008 0.00075 5.9E-05 0.0003 296 328 793 591
384 GDIB_HUMAN P50395 GDI2 (RABGDIB)Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=250647.5 45 11 4 9 45 16.92705 11.2743 44.76 0.0009 0.00033 0.00022 0.0009 274 614 546 292
385 NP1L4_HUMAN Q99733 NAP1L4 (NAP2)Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=142805.8 30 14 6 8 30 21.54352 16.9115 39.787 0.0007 0.0005 0.0004 0.0009 336 453 432 280
386 RAN_HUMAN P62826 RAN (ARA24) (OK/SW-cl.81)GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=324405.1 7 7 15 4 7 10.77176 42.2788 19.893 0.0003 0.00044 0.00173 0.0008 752 508 171 309
387 GCDH_HUMAN Q92947 GCDH Glutaryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=GCDH PE=1 SV=148110.5 24 31 7 3 24 47.7035 19.7301 14.92 0.0005 0.00099 0.00041 0.0003 483 262 421 540
388 PGM5_HUMAN Q15124 PGM5 (PGMRP)Phosphoglucomutase-like protein 5 OS=Homo sapiens GN=PGM5 PE=1 SV=262209.1 37 3 42 2 37 4.616468 118.381 9.9467 0.0006 7.4E-05 0.0019 0.0002 392 1406 154 721
389 ISCA2_HUMAN Q86U28 ISCA2 (HBLD1)Iron-sulfur cluster assembly 2 homolog, mitochondrial OS=Homo sapiens GN=ISCA2 PE=2 SV=216458.3 7 15 0 0 7 23.08234 0 0 0.0004 0.0014 0 0 543 191
390 ACOC_HUMAN P21399 ACO1 (IREB1) Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=398383 58 32 20 21 58 49.24232 56.3717 104.44 0.0006 0.0005 0.00057 0.0011 396 458 362 251
391 PSB1_HUMAN P20618 PSMB1 (PSC5)Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=226472.5 5 9 19 2 5 13.8494 53.5531 9.9467 0.0002 0.00052 0.00202 0.0004 969 437 145 485
392 OLA1_HUMAN Q9NTK5 OLA1 (GTPBP9) (PTD004) (PRO2455)Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=244727.4 25 18 7 9 25 27.69881 19.7301 44.76 0.0006 0.00062 0.00044 0.001 417 386 412 269
393 KAP2_HUMAN P13861 PRKAR2A (PKR2) (PRKAR2)cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=245500.8 32 20 6 2 32 30.77645 16.9115 9.9467 0.0007 0.00068 0.00037 0.0002 334 360 446 646
394 ATPF1_HUMAN Q5TC12 ATPAF1 (ATP11)ATP synthase mitochondrial F1 complex assembly factor 1 OS=Homo sapiens GN=ATPAF1 PE=1 SV=136418.9 29 8 10 1 29 12.31058 28.1858 4.9733 0.0008 0.00034 0.00077 0.0001 298 610 297 769
395 IF4A2_HUMAN Q14240 EIF4A2 (DDX2B) (EIF4F)Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=246385.6 40 6 5 10 40 9.232936 14.0929 49.733 0.0009 0.0002 0.0003 0.0011 284 884 481 248
396 PFD4_HUMAN Q9NQP4 PFDN4 (PFD4) Prefoldin subunit 4 OS=Homo sapiens GN=PFDN4 PE=1 SV=115296.6 11 7 2 11 0 19.7301 9.9467 0.0007 0 0.00129 0.0007 332 218 363
397 GDIR2_HUMAN P52566 ARHGDIB (GDIA2) (GDID4) (RAP1GN1)Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=322970.4 17 10 0 3 17 15.38823 0 14.92 0.0007 0.00067 0 0.0006 321 361 364
398 SH3BG_HUMAN P55822 SH3BGR SH3 domain-binding glutamic acid-rich protein OS=Homo sapiens GN=SH3BGR PE=1 SV=226039.7 10 15 0 9 10 23.08234 0 44.76 0.0004 0.00089 0 0.0017 591 283 174
399 TCPB_HUMAN P78371 CCT2 (99D8.1) (CCTB)T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=457471.9 31 27 9 8 31 41.54821 25.3673 39.787 0.0005 0.00072 0.00044 0.0007 435 339 410 347
400 EFTS_HUMAN P43897 TSFM Elongation factor Ts, mitochondrial OS=Homo sapiens GN=TSFM PE=1 SV=235373 14 18 14 0 14 27.69881 39.4602 0 0.0004 0.00078 0.00112 0 566 316 239
401 ACDSB_HUMAN P45954 ACADSB Short/branched chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADSB PE=1 SV=147469.1 16 36 3 6 16 55.39761 8.45575 29.84 0.0003 0.00117 0.00018 0.0006 669 226 593 371
402 NDUA4_HUMANO00483 NDUFA4 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 4 OS=Homo sapiens GN=NDUFA4 PE=1 SV=19352.4 12 0 0 12 0 0 0 0.0013 0 0 0 201
403 RRAS2_HUMAN P62070 RRAS2 (TC21) Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=123381.6 10 19 0 1 10 29.23763 0 4.9733 0.0004 0.00125 0 0.0002 540 211 654
404 NDUV2_HUMAN P19404 NDUFV2 NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Homo sapiens GN=NDUFV2 PE=1 SV=227373.8 19 9 7 0 19 13.8494 19.7301 0 0.0007 0.00051 0.00072 0 339 451 311
405 APM2_HUMAN Q15847 APM2 (C10orf116)Adipose most abundant gene transcript 2 protein OS=Homo sapiens GN=APM2 PE=1 SV=17836.7 2 7 0 1 2 10.77176 0 4.9733 0.0003 0.00137 0 0.0006 809 194 370
406 F13A_HUMAN P00488 F13A1 (F13A) Coagulation factor XIII A chain OS=Homo sapiens GN=F13A1 PE=1 SV=483249.3 52 39 7 8 52 60.01408 19.7301 39.787 0.0006 0.00072 0.00024 0.0005 378 341 538 426
407 MRLC2_HUMAN O14950 MYL12B Myosin regulatory light chain MRLC2 OS=Homo sapiens GN=MYLC2B PE=1 SV=219777.2 19 3 2 1 19 4.616468 5.63717 4.9733 0.001 0.00023 0.00029 0.0003 257 791 498 601
408 ALAT1_HUMAN P24298 GPT (AAT1) (GPT1)Alanine aminotransferase 1 OS=Homo sapiens GN=GPT PE=1 SV=354619.1 29 25 12 3 29 38.47056 33.823 14.92 0.0005 0.0007 0.00062 0.0003 445 349 346 579
409 GLU2B_HUMAN P14314 PRKCSH (G19P1)Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=259407.7 32 20 17 6 32 30.77645 47.9159 29.84 0.0005 0.00052 0.00081 0.0005 436 447 289 408
410 ICAL_HUMAN P20810 CAST Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=476557.3 37 33 0 25 37 50.78115 0 124.33 0.0005 0.00066 0 0.0016 490 366 182
411 MACD1_HUMANQ9BQ69 MACROD1 (LRP16)MACRO domain-containing protein 1 OS=Homo sapiens GN=MACROD1 PE=1 SV=235488 15 16 6 7 15 24.62116 16.9115 34.813 0.0004 0.00069 0.00048 0.001 544 352 393 272
412 ANXA3_HUMAN P12429 ANXA3 (ANX3)Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=336359.4 27 14 2 2 27 21.54352 5.63717 9.9467 0.0007 0.00059 0.00016 0.0003 318 397 621 578
413 AK1A1_HUMAN P14550 AKR1A1 (ALDR1) (ALR)Alcohol dehydrogenase [NADP+] OS=Homo sapiens GN=AKR1A1 PE=1 SV=336555.6 13 11 13 8 13 16.92705 36.6416 39.787 0.0004 0.00046 0.001 0.0011 629 493 251 245
414 ISCU_HUMAN Q9H1K1 ISCU (NIFUN) Iron-sulfur cluster assembly enzyme ISCU, mitochondrial OS=Homo sapiens GN=ISCU PE=1 SV=117919.4 11 3 2 6 11 4.616468 5.63717 29.84 0.0006 0.00026 0.00031 0.0017 385 739 476 179
415 PDIA6_HUMAN Q15084 PDIA6 (TXNDC7)Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=148104.3 25 18 12 4 25 27.69881 33.823 19.893 0.0005 0.00058 0.0007 0.0004 462 405 319 464
416 CALU_HUMAN O43852 CALU Calumenin OS=Homo sapiens GN=CALU PE=1 SV=237089.6 12 2 24 7 12 3.077645 67.646 34.813 0.0003 8.3E-05 0.00182 0.0009 689 1339 162 278
417 LONM_HUMAN P36776 LONP1 (PRSS15)Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=2 SV=2106473.3 71 44 7 7 71 67.70819 19.7301 34.813 0.0007 0.00064 0.00019 0.0003 350 381 587 523
418 ATPO_HUMAN P48047 ATP5O (ATPO)ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=123259.4 13 13 2 0 13 20.00469 5.63717 0 0.0006 0.00086 0.00024 0 418 289 532
419 PCCB_HUMAN P05166 PCCB Propionyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=PCCB PE=1 SV=358198 37 17 12 4 37 26.15998 33.823 19.893 0.0006 0.00045 0.00058 0.0003 369 502 359 514
420 NDUV1_HUMAN P49821 NDUFV1 (UQOR1)NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=Homo sapiens GN=NDUFV1 PE=1 SV=450799.8 27 28 1 5 27 43.08703 2.81858 24.867 0.0005 0.00085 5.5E-05 0.0005 444 294 803 417
421 KAT_HUMAN Q8NFU3 KAT Putative thiosulfate sulfurtransferase KAT OS=Homo sapiens GN=KAT PE=1 SV=312512.7 8 3 4 0 8 4.616468 11.2743 0 0.0006 0.00037 0.0009 0 365 576 267
422 TBA8_HUMAN Q9NY65 TUBA8 (TUBAL2)Tubulin alpha-8 chain OS=Homo sapiens GN=TUBA8 PE=2 SV=150075.7 25 14 17 4 25 21.54352 47.9159 19.893 0.0005 0.00043 0.00096 0.0004 482 518 261 473
423 LUM_HUMAN P51884 LUM (LDC) (SLRR2D)Lumican OS=Homo sapiens GN=LUM PE=1 SV=238413.5 9 14 19 4 9 21.54352 53.5531 19.893 0.0002 0.00056 0.00139 0.0005 860 415 206 406
424 NDUA5_HUMANQ16718 NDUFA5 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5 OS=Homo sapiens GN=NDUFA5 PE=1 SV=313441 9 6 0 1 9 9.232936 0 4.9733 0.0007 0.00069 0 0.0004 348 355 490
425 SKP1_HUMAN P63208 SKP1 (EMC19) (OCP2) (SKP1A) (TCEB1L)S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=218640.3 4 13 2 3 4 20.00469 5.63717 14.92 0.0002 0.00107 0.0003 0.0008 895 244 484 313
426 2AAA_HUMAN P30153 PPP2R1A Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=465291.7 29 32 13 3 29 49.24232 36.6416 14.92 0.0004 0.00075 0.00056 0.0002 526 327 366 638
427 UBA1_HUMAN P22314 UBA1 (A1S9T) (UBE1)Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3117832.3 85 29 17 7 85 44.62586 47.9159 34.813 0.0007 0.00038 0.00041 0.0003 331 563 423 556
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428 IPYR2_HUMAN Q9H2U2 PPA2 (HSPC124)Inorganic pyrophosphatase 2, mitochondrial OS=Homo sapiens GN=PPA2 PE=1 SV=237903.4 19 7 12 6 19 10.77176 33.823 29.84 0.0005 0.00028 0.00089 0.0008 480 692 269 318
429 ADCK3_HUMAN Q8NI60 CABC1 (ADCK3) (PP265)Chaperone activity of bc1 complex-like, mitochondrial OS=Homo sapiens GN=CABC1 PE=1 SV=171933.9 40 25 11 7 40 38.47056 31.0044 34.813 0.0006 0.00053 0.00043 0.0005 421 429 417 420
430 AHNK_HUMAN Q09666 AHNAK (PM227)Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2629086.4 483 189 0 53 483 290.8375 0 263.59 0.0008 0.00046 0 0.0004 311 494 459
431 K2C6C_HUMAN P48668 KRT6C (KRT6E)Keratin, type II cytoskeletal 6C OS=Homo sapiens GN=KRT6C PE=1 SV=360008.7 68 0 0 68 0 0 0 0.0011 0 0 0 227
432 NDUS1_HUMAN P28331 NDUFS1 NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial OS=Homo sapiens GN=NDUFS1 PE=1 SV=379450.5 54 26 2 8 54 40.00939 5.63717 39.787 0.0007 0.0005 7.1E-05 0.0005 344 452 768 409
433 RLA1_HUMAN P05386 RPLP1 (RRP1) 60S acidic ribosomal protein P1 OS=Homo sapiens GN=RPLP1 PE=1 SV=111496.1 0 12 1 0 0 18.46587 2.81858 0 0 0.00161 0.00025 0 169 530
434 PTMS_HUMAN P20962 PTMS Parathymosin OS=Homo sapiens GN=PTMS PE=2 SV=211511.6 5 8 0 0 5 12.31058 0 0 0.0004 0.00107 0 0 536 245
435 IPKA_HUMAN P61925 PKIA (PRKACN1)cAMP-dependent protein kinase inhibitor alpha OS=Homo sapiens GN=PKIA PE=1 SV=27970.7 7 1 0 1 7 1.538823 0 4.9733 0.0009 0.00019 0 0.0006 277 900 372
436 ABEC2_HUMAN Q9Y235 APOBEC2 Probable C->U-editing enzyme APOBEC-2 OS=Homo sapiens GN=APOBEC2 PE=1 SV=125685.8 9 11 6 3 9 16.92705 16.9115 14.92 0.0004 0.00066 0.00066 0.0006 641 370 333 389
437 TPM4_HUMAN P67936 TPM4 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=328504.4 15 8 4 5 15 12.31058 11.2743 24.867 0.0005 0.00043 0.0004 0.0009 450 516 430 295
438 RS19_HUMAN P39019 RPS19 40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=216042.5 8 1 9 0 8 1.538823 25.3673 0 0.0005 9.6E-05 0.00158 0 484 1268 181
439 TCPZ_HUMAN P40227 CCT6A (CCT6) (CCTZ)T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=358007.3 24 28 8 5 24 43.08703 22.5487 24.867 0.0004 0.00074 0.00039 0.0004 552 332 436 448
440 SNX3_HUMAN O60493 SNX3 Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=318745 12 8 0 1 12 12.31058 0 4.9733 0.0006 0.00066 0 0.0003 363 372 583
441 STIP1_HUMAN P31948 STIP1 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=162624.1 31 18 2 19 31 27.69881 5.63717 94.494 0.0005 0.00044 9E-05 0.0015 486 506 725 194
442 LYRM4_HUMAN Q9HD34 LYRM4 (C6orf149) (CGI-203)LYR motif-containing protein 4 OS=Homo sapiens GN=LYRM4 PE=2 SV=110740.9 7 5 0 0 7 7.694113 0 0 0.0007 0.00072 0 0 359 346
443 RS12_HUMAN P25398 RPS12 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=214507.7 2 12 0 2 2 18.46587 0 9.9467 0.0001 0.00127 0 0.0007 1125 206 349
444 SSDH_HUMAN P51649 ALDH5A1 (SSADH)Succinate-semialdehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH5A1 PE=1 SV=257196.9 23 21 8 11 23 32.31527 22.5487 54.707 0.0004 0.00056 0.00039 0.001 561 412 434 276
445 FRIL_HUMAN P02792 FTL Ferritin light chain OS=Homo sapiens GN=FTL PE=1 SV=220002.6 20 2 0 0 20 3.077645 0 0 0.001 0.00015 0 0 250 1024
446 PUR9_HUMAN P31939 ATIC (PURH) (OK/SW-cl.86)Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=364598.5 32 35 2 2 32 53.85879 5.63717 9.9467 0.0005 0.00083 8.7E-05 0.0002 485 299 728 727
447 CDV3_HUMAN Q9UKY7 CDV3 (H41) Protein CDV3 homolog OS=Homo sapiens GN=CDV3 PE=1 SV=127316.7 9 20 0 1 9 30.77645 0 4.9733 0.0003 0.00113 0 0.0002 680 235 687
448 SMYD1_HUMAN Q8NB12 SMYD1 SET and MYND domain-containing protein 1 OS=Homo sapiens GN=SMYD1 PE=2 SV=156598.7 22 32 4 4 22 49.24232 11.2743 19.893 0.0004 0.00087 0.0002 0.0004 582 286 573 505
449 FRDA_HUMAN Q16595 FXN (FRDA) (X25)Frataxin, mitochondrial OS=Homo sapiens GN=FXN PE=1 SV=223118 18 2 5 0 18 3.077645 14.0929 0 0.0008 0.00013 0.00061 0 303 1093 347
450 HIBCH_HUMAN Q6NVY1 HIBCH 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Homo sapiens GN=HIBCH PE=1 SV=243466 24 13 1 9 24 20.00469 2.81858 44.76 0.0006 0.00046 6.5E-05 0.001 425 496 782 258
451 ODP2_HUMAN P10515 DLAT (DLTA) Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLAT PE=1 SV=265763.9 36 23 11 1 36 35.39292 31.0044 4.9733 0.0005 0.00054 0.00047 8E-05 429 425 397 878
452 ACTB_HUMAN P60709 ACTB Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141719.8 0 45 0 0 0 69.24702 0 0 0 0.00166 0 0 161
453 RM12_HUMAN P52815 MRPL12 (RPML12)39S ribosomal protein L12, mitochondrial OS=Homo sapiens GN=MRPL12 PE=1 SV=221330.4 11 12 0 0 11 18.46587 0 0 0.0005 0.00087 0 0 468 287
454 ARPC2_HUMAN O15144 ARPC2 (ARC34) (PRO2446)Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=134315.7 18 2 15 2 18 3.077645 42.2788 9.9467 0.0005 9E-05 0.00123 0.0003 454 1302 222 563
455 APOH_HUMAN P02749 APOH (B2G1) Beta-2-glycoprotein 1 OS=Homo sapiens GN=APOH PE=1 SV=338280.5 5 13 15 8 5 20.00469 42.2788 39.787 0.0001 0.00052 0.0011 0.001 1151 438 241 255
456 CAH2_HUMAN P00918 CA2 Carbonic anhydrase 2 OS=Homo sapiens GN=CA2 PE=1 SV=229228.6 10 14 2 5 10 21.54352 5.63717 24.867 0.0003 0.00074 0.00019 0.0009 659 333 579 300
457 CPNS1_HUMAN P04632 CAPNS1 (CAPN4) (CAPNS)Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=128298.6 16 4 9 1 16 6.15529 25.3673 4.9733 0.0006 0.00022 0.0009 0.0002 412 825 268 700
458 IF4H_HUMAN Q15056 EIF4H (KIAA0038) (WBSCR1) (WSCR1)Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=527368 20 3 2 4 20 4.616468 5.63717 19.893 0.0007 0.00017 0.00021 0.0007 325 980 568 335
459 KV204_HUMAN P01617 n.o Ig kappa chain V-II region TEW OS=Homo sapiens PE=1 SV=112297.3 0 4 9 0 0 6.15529 25.3673 0 0 0.0005 0.00206 0 457 142
460 SNAA_HUMAN P54920 NAPA (SNAPA)Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=333216.1 17 6 10 2 17 9.232936 28.1858 9.9467 0.0005 0.00028 0.00085 0.0003 471 702 276 549
461 TCPD_HUMAN P50991 CCT4 (CCTD) (SRB)T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=457907.9 30 22 2 7 30 33.8541 5.63717 34.813 0.0005 0.00058 9.7E-05 0.0006 464 402 707 380
462 PSA4_HUMAN P25789 PSMA4 (PSC9)Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=129466.8 17 14 0 0 17 21.54352 0 0 0.0006 0.00073 0 0 407 335
463 RS3_HUMAN P23396 RPS3 (OK/SW-cl.26)40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=226670.5 22 4 0 2 22 6.15529 0 9.9467 0.0008 0.00023 0 0.0004 291 796 486
464 KCC2D_HUMAN Q13557 CAMK2D (CAMKD)Calcium/calmodulin-dependent protein kinase type II delta chain OS=Homo sapiens GN=CAMK2D PE=1 SV=356352.7 33 24 0 2 33 36.93174 0 9.9467 0.0006 0.00066 0 0.0002 401 373 696
465 RSU1_HUMAN Q15404 RSU1 (RSP1) Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=331524.2 18 8 4 3 18 12.31058 11.2743 14.92 0.0006 0.00039 0.00036 0.0005 409 551 455 430
466 SBDS_HUMAN Q9Y3A5 SBDS (CGI-97)Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=428745.9 15 9 1 5 15 13.8494 2.81858 24.867 0.0005 0.00048 9.8E-05 0.0009 458 480 704 297
467 ANXA7_HUMAN P20073 ANXA7 (ANX7) (SNX) (OK/SW-cl.95)Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=252722.5 32 17 6 0 32 26.15998 16.9115 0 0.0006 0.0005 0.00032 0 388 465 472
468 IPYR_HUMAN Q15181 PPA1 (IOPPP) (PP)Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=232642.6 12 4 7 11 12 6.15529 19.7301 54.707 0.0004 0.00019 0.0006 0.0017 612 915 349 177
469 HSP74_HUMAN P34932 HSPA4 (APG2)Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=494313.9 59 20 10 9 59 30.77645 28.1858 44.76 0.0006 0.00033 0.0003 0.0005 377 622 492 429
470 OPA1_HUMAN O60313 OPA1 (KIAA0567)Dynamin-like 120 kDa protein, mitochondrial OS=Homo sapiens GN=OPA1 PE=1 SV=2111642.9 71 27 5 13 71 41.54821 14.0929 64.653 0.0006 0.00037 0.00013 0.0006 368 572 660 391
471 EF1A3_HUMAN Q5VTE0 EEF1AL3 (Putative elongation factor 1-alpha-like 3) Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150167.4 11 5 36 11 0 14.0929 179.04 0.0002 0 0.00028 0.0036 883 501 101
472 PGS2_HUMAN P07585 DCN (SLRR1B) Decorin OS=Homo sapiens GN=DCN PE=1 SV=139730.2 18 5 8 10 18 7.694113 22.5487 49.733 0.0005 0.00019 0.00057 0.0013 517 897 363 224
473 NIT1_HUMAN Q86X76 NIT1 Nitrilase homolog 1 OS=Homo sapiens GN=NIT1 PE=2 SV=235878.6 14 22 1 0 14 33.8541 2.81858 0 0.0004 0.00094 7.9E-05 0 578 273 751
474 LIS1_HUMAN P43034 PAFAH1B1 (LIS1) (MDCR) (MDS) (PAFAHA)Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=246619.4 14 20 5 9 14 30.77645 14.0929 44.76 0.0003 0.00066 0.0003 0.001 726 369 485 275
475 REEP5_HUMAN Q00765 REEP5 (C5orf18) (DP1) (TB2)Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=321476.5 15 1 0 6 15 1.538823 0 29.84 0.0007 7.2E-05 0 0.0014 337 1427 210
476 PHS2_HUMAN Q9H0N5 PCBD2 (DCOH2) (DCOHM)Pterin-4-alpha-carbinolamine dehydratase 2 OS=Homo sapiens GN=PCBD2 PE=1 SV=311743.5 10 2 0 0 10 3.077645 0 0 0.0009 0.00026 0 0 289 727
477 PCCA_HUMAN P05165 PCCA Propionyl-CoA carboxylase alpha chain, mitochondrial OS=Homo sapiens GN=PCCA PE=1 SV=377336.1 43 27 7 2 43 41.54821 19.7301 9.9467 0.0006 0.00054 0.00026 0.0001 422 426 520 781
478 BCAT2_HUMAN O15382 BCAT2 (BCATM) (BCT2) (ECA40)Branched-chain-amino-acid aminotransferase, mitochondrial OS=Homo sapiens GN=BCAT2 PE=1 SV=244270.2 16 9 12 8 16 13.8494 33.823 39.787 0.0004 0.00031 0.00076 0.0009 621 647 301 286
479 PSMD9_HUMAN O00233 PSMD9 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=2 SV=224635.2 12 10 0 3 12 15.38823 0 14.92 0.0005 0.00062 0 0.0006 488 385 377
480 GPDA_HUMAN P21695 GPD1 Glycerol-3-phosphate dehydrogenase [NAD+], cytoplasmic OS=Homo sapiens GN=GPD1 PE=1 SV=437549.6 11 21 4 2 11 32.31527 11.2743 9.9467 0.0003 0.00086 0.0003 0.0003 740 288 490 584
481 CAD13_HUMAN P55290 CDH13 (CDHH)Cadherin-13 OS=Homo sapiens GN=CDH13 PE=1 SV=178269.6 68 9 1 1 68 13.8494 2.81858 4.9733 0.0009 0.00018 3.6E-05 6E-05 281 956 834 899
482 SODE_HUMAN P08294 SOD3 Extracellular superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD3 PE=1 SV=225832.3 15 11 0 0 15 16.92705 0 0 0.0006 0.00066 0 0 403 374
483 ACTG_HUMAN P63261 ACTG1 (Actin, cytoplasmic 2, N-terminally processed) Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141775.9 0 22 20 0 0 62.0088 99.467 0 0 0.00148 0.0024 197 139
484 GSHR_HUMAN P00390 GSR (GLUR) (GRD1)Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=256239.4 15 31 10 0 15 47.7035 28.1858 0 0.0003 0.00085 0.0005 0 785 293 388
485 BOLA2_HUMAN Q9H3K6 BOLA2 (BOLA2A) (My016); BOLA2BBolA-like protein 2 OS=Homo sapiens GN=BOLA2 PE=1 SV=110098.4 6 4 0 0 6 6.15529 0 0 0.0006 0.00061 0 0 393 390
486 FERM2_HUMAN Q96AC1 FERMT2 (KIND2) (MIG2) (PLEKHC1)Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=177845.9 45 17 12 3 45 26.15998 33.823 14.92 0.0006 0.00034 0.00043 0.0002 405 611 416 673
487 TCPE_HUMAN P48643 CCT5 (CCTE) (KIAA0098)T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=159654.3 27 25 5 2 27 38.47056 14.0929 9.9467 0.0005 0.00064 0.00024 0.0002 518 379 539 711
488 PSB6_HUMAN P28072 PSMB6 (LMPY)Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=425339.9 16 5 4 0 16 7.694113 11.2743 0 0.0006 0.0003 0.00044 0 372 663 408
489 ARK72_HUMAN O43488 AKR7A2 (AFAR) (AFAR1) (AKR7)Aflatoxin B1 aldehyde reductase member 2 OS=Homo sapiens GN=AKR7A2 PE=1 SV=339571 26 10 2 1 26 15.38823 5.63717 4.9733 0.0007 0.00039 0.00014 0.0001 355 553 639 787
490 PSA3_HUMAN P25788 PSMA3 (PSC8)Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=228415.7 16 12 0 0 16 18.46587 0 0 0.0006 0.00065 0 0 413 375
491 FLNA_HUMAN P21333 FLNA (FLN) (FLN1)Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4280711.4 212 48 8 8 212 73.86348 22.5487 39.787 0.0008 0.00026 8E-05 0.0001 316 724 748 757
492 VDAC2_HUMAN P45880 VDAC2 Voltage-dependent anion-selective channel protein 2 OS=Homo sapiens GN=VDAC2 PE=1 SV=231549.3 8 21 1 1 8 32.31527 2.81858 4.9733 0.0003 0.00102 8.9E-05 0.0002 817 256 726 725
493 PA2G4_HUMAN Q9UQ80 PA2G4 (EBP1) Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=343768.7 19 16 2 6 19 24.62116 5.63717 29.84 0.0004 0.00056 0.00013 0.0007 537 414 653 351
494 MCCA_HUMAN Q96RQ3 MCCC1 (MCCA)Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Homo sapiens GN=MCCC1 PE=1 SV=380455.6 38 35 0 6 38 53.85879 0 29.84 0.0005 0.00067 0 0.0004 501 362 489
495 RADI_HUMAN P35241 RDX Radixin OS=Homo sapiens GN=RDX PE=1 SV=168547.5 45 11 0 11 45 16.92705 0 54.707 0.0007 0.00025 0 0.0008 356 764 315
496 PTGR1_HUMAN Q14914 PTGR1 (LTB4DH)Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=235852.5 26 3 0 6 26 4.616468 0 29.84 0.0007 0.00013 0 0.0008 328 1114 306
497 TLN1_HUMAN Q9Y490 TLN1 (KIAA1027) (TLN)Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3269747.1 160 87 2 14 160 133.8776 5.63717 69.627 0.0006 0.0005 2.1E-05 0.0003 394 463 849 594
498 UN45B_HUMAN Q8IWX7 UNC45B (CMYA4) (UNC45)UNC45 homolog B OS=Homo sapiens GN=UNC45B PE=2 SV=1103718.4 70 13 10 8 70 20.00469 28.1858 39.787 0.0007 0.00019 0.00027 0.0004 345 901 509 480
499 COX41_HUMAN P13073 COX4I1 (COX4)Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Homo sapiens GN=COX4I1 PE=1 SV=119558.8 15 3 1 0 15 4.616468 2.81858 0 0.0008 0.00024 0.00014 0 312 789 638
500 A2GL_HUMAN P02750 LRG1 (LRG) Leucine-rich alpha-2-glycoprotein OS=Homo sapiens GN=LRG1 PE=1 SV=238161.7 27 10 0 0 27 15.38823 0 0 0.0007 0.0004 0 0 333 543
501 CV028_HUMAN Q9Y3I0 C22orf28 (HSPC117)UPF0027 protein C22orf28 OS=Homo sapiens GN=C22orf28 PE=1 SV=155192.2 15 22 8 8 15 33.8541 22.5487 39.787 0.0003 0.00061 0.00041 0.0007 779 388 422 338
502 FKBP2_HUMAN P26885 FKBP2 (FKBP13)FK506-binding protein 2 OS=Homo sapiens GN=FKBP2 PE=1 SV=215631.6 8 2 3 2 8 3.077645 8.45575 9.9467 0.0005 0.0002 0.00054 0.0006 472 891 371 369
503 LEG3_HUMAN P17931 LGALS3 (MAC2)Galectin-3 OS=Homo sapiens GN=LGALS3 PE=1 SV=426170.8 16 2 7 16 0 5.63717 34.813 0.0006 0 0.00022 0.0013 387 553 218
504 DESM_HUMAN P17661 DES Desmin OS=Homo sapiens GN=DES PE=1 SV=353518.6 21 26 1 3 21 40.00939 2.81858 14.92 0.0004 0.00075 5.3E-05 0.0003 574 330 809 574
505 FHIT_HUMAN P49789 FHIT Bis(5'-adenosyl)-triphosphatase OS=Homo sapiens GN=FHIT PE=1 SV=316839.6 6 9 0 1 6 13.8494 0 4.9733 0.0004 0.00082 0 0.0003 626 304 557
506 NFU1_HUMAN Q9UMS0 NFU1 (HIRIP5) (CGI-33)NFU1 iron-sulfur cluster scaffold homolog, mitochondrial OS=Homo sapiens GN=NFU1 PE=1 SV=228445.2 10 7 9 1 10 10.77176 25.3673 4.9733 0.0004 0.00038 0.00089 0.0002 635 564 271 701
507 IDHC_HUMAN O75874 IDH1 (PICD) Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=246642.5 26 11 4 3 26 16.92705 11.2743 14.92 0.0006 0.00036 0.00024 0.0003 420 583 534 528
508 HNRPD_HUMAN Q14103 HNRNPD (AUF1) (HNRPD)Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=138416.5 10 9 16 1 10 13.8494 45.0973 4.9733 0.0003 0.00036 0.00117 0.0001 800 584 235 779
509 NSF1C_HUMAN Q9UNZ2 NSFL1C (UBXN2C)NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=240555.2 27 5 0 6 27 7.694113 0 29.84 0.0007 0.00019 0 0.0007 352 910 328
510 DUT_HUMAN P33316 DUT Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=326689 23 1 0 1 23 1.538823 0 4.9733 0.0009 5.8E-05 0 0.0002 285 1524 682
511 LCN1_HUMAN P31025 LCN1 (VEGP) Lipocalin-1 OS=Homo sapiens GN=LCN1 PE=1 SV=119232.3 18 0 0 18 0 0 0 0.0009 0 0 0 262
512 FSCN1_HUMAN Q16658 FSCN1 (FAN1) (HSN) (SNL)Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=354512.3 18 23 10 0 18 35.39292 28.1858 0 0.0003 0.00065 0.00052 0 679 376 377
513 CSN4_HUMAN Q9BT78 COPS4 (CSN4) COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=146252.2 15 28 0 0 15 43.08703 0 0 0.0003 0.00093 0 0 685 275
514 PROSC_HUMAN O94903 PROSC Proline synthetase co-transcribed bacterial homolog protein OS=Homo sapiens GN=PROSC PE=1 SV=130325.8 17 8 0 3 17 12.31058 0 14.92 0.0006 0.00041 0 0.0005 414 541 413
515 CATA_HUMAN P04040 CAT Catalase OS=Homo sapiens GN=CAT PE=1 SV=359738.5 31 18 5 1 31 27.69881 14.0929 4.9733 0.0005 0.00046 0.00024 8E-05 463 492 540 867
516 ECHD1_HUMAN Q9NTX5 ECHDC1 Enoyl-CoA hydratase domain-containing protein 1 OS=Homo sapiens GN=ECHDC1 PE=2 SV=233681.3 25 4 1 1 25 6.15529 2.81858 4.9733 0.0007 0.00018 8.4E-05 0.0001 319 940 738 741
517 MYLK3_HUMAN Q32MK0 MYLK3 (MLCK)Putative myosin light chain kinase 3 OS=Homo sapiens GN=MYLK3 PE=2 SV=286074.1 48 29 2 0 48 44.62586 5.63717 0 0.0006 0.00052 6.5E-05 0 419 446 781
518 NFS1_HUMAN Q9Y697 NFS1 (NIFS) (HUSSY-08)Cysteine desulfurase, mitochondrial OS=Homo sapiens GN=NFS1 PE=1 SV=350178.1 14 17 15 0 14 26.15998 42.2788 0 0.0003 0.00052 0.00084 0 765 440 279
519 ILK_HUMAN Q13418 ILK (ILK1) (ILK2)Integrin-linked protein kinase OS=Homo sapiens GN=ILK PE=1 SV=251401.7 22 19 0 6 22 29.23763 0 29.84 0.0004 0.00057 0 0.0006 539 411 390
520 ADK_HUMAN P55263 ADK Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=240528.6 8 27 0 2 8 41.54821 0 9.9467 0.0002 0.00103 0 0.0002 943 255 613
521 ACTN2_HUMAN P35609 ACTN2 Alpha-actinin-2 OS=Homo sapiens GN=ACTN2 PE=1 SV=1103839.5 61 28 5 0 61 43.08703 14.0929 0 0.0006 0.00041 0.00014 0 400 533 644
522 CASPE_HUMAN P31944 CASP14 Caspase-14 OS=Homo sapiens GN=CASP14 PE=1 SV=227661.8 10 15 0 10 0 42.2788 0 0.0004 0 0.00153 0 620 188
523 CHCH2_HUMAN Q9Y6H1 CHCHD2 (C7orf17) (AAG10)Coiled-coil-helix-coiled-coil-helix domain-containing protein 2, mitochondrial OS=Homo sapiens GN=CHCHD2 PE=1 SV=115494.3 8 6 0 0 8 9.232936 0 0 0.0005 0.0006 0 0 467 393
524 GLRX5_HUMAN Q86SX6 GLRX5 (C14orf87)Glutaredoxin-related protein 5 OS=Homo sapiens GN=GLRX5 PE=1 SV=216610.1 4 4 7 0 4 6.15529 19.7301 0 0.0002 0.00037 0.00119 0 842 574 232
525 HNRPK_HUMAN P61978 HNRNPK (HNRPK)Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=150960.5 23 10 12 1 23 15.38823 33.823 4.9733 0.0005 0.0003 0.00066 1E-04 521 667 328 835
526 NIBA_HUMAN Q9BZQ8 FAM129A Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1103116.4 23 30 26 14 23 46.16468 73.2832 69.627 0.0002 0.00045 0.00071 0.0007 875 503 315 353
527 CFAB_HUMAN P00751 CFB (BF) (BFD)Complement factor B OS=Homo sapiens GN=CFB PE=1 SV=285515.2 41 22 8 6 41 33.8541 22.5487 29.84 0.0005 0.0004 0.00026 0.0003 496 547 514 507
528 EF1D_HUMAN P29692 EEF1D (EF1D) Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=531103.9 18 7 0 3 18 10.77176 0 14.92 0.0006 0.00035 0 0.0005 404 598 425
529 BPNT1_HUMAN O95861 BPNT1 3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=2 SV=133374.7 3 25 0 2 3 38.47056 0 9.9467 9E-05 0.00115 0 0.0003 1355 230 552
530 NACA_HUMAN Q13765 NACA (HSD48)Nascent polypeptide-associated complex subunit alpha OS=Homo sapiens GN=NACA PE=1 SV=123365.3 11 3 6 1 11 4.616468 16.9115 4.9733 0.0005 0.0002 0.00072 0.0002 503 888 310 653
531 CSN7A_HUMAN Q9UBW8 COPS7A (CSN7A) (DERP10)COP9 signalosome complex subunit 7a OS=Homo sapiens GN=COPS7A PE=1 SV=130258.8 11 2 14 0 11 3.077645 39.4602 0 0.0004 0.0001 0.0013 0 618 1237 217
532 PDIA4_HUMAN P13667 PDIA4 (ERP70) (ERP72)Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=272916 46 10 6 3 46 15.38823 16.9115 14.92 0.0006 0.00021 0.00023 0.0002 373 843 543 662
533 WBP2_HUMAN Q969T9 WBP2 WW domain-binding protein 2 OS=Homo sapiens GN=WBP2 PE=1 SV=128069.2 7 17 1 0 7 26.15998 2.81858 0 0.0002 0.00093 0.0001 0 824 274 702
534 COQ5_HUMAN Q5HYK3 COQ5 Ubiquinone biosynthesis methyltransferase COQ5, mitochondrial OS=Homo sapiens GN=COQ5 PE=2 SV=237123.1 23 5 4 1 23 7.694113 11.2743 4.9733 0.0006 0.00021 0.0003 0.0001 380 855 482 771
535 SEPT7_HUMAN Q16181 SEPT7 (CDC10)Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=250662.2 21 18 0 6 21 27.69881 0 29.84 0.0004 0.00055 0 0.0006 551 419 383
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536 DHSO_HUMAN Q00796 SORD Sorbitol dehydrogenase OS=Homo sapiens GN=SORD PE=1 SV=338278.7 10 22 0 2 10 33.8541 0 9.9467 0.0003 0.00088 0 0.0003 795 284 588
537 AIBP_HUMAN Q8NCW5 APOA1BP (AIBP) (YJEFN1)Apolipoprotein A-I-binding protein OS=Homo sapiens GN=APOA1BP PE=1 SV=231657.4 4 7 17 0 4 10.77176 47.9159 0 0.0001 0.00034 0.00151 0 1174 605 191
538 PGES2_HUMAN Q9H7Z7 PTGES2 (C9orf15) (PGES2)Prostaglandin E synthase 2 OS=Homo sapiens GN=PTGES2 PE=1 SV=141925.6 25 11 1 0 25 16.92705 2.81858 0 0.0006 0.0004 6.7E-05 0 390 542 777
539 VDAC1_HUMAN P21796 VDAC1 (VDAC)Voltage-dependent anion-selective channel protein 1 OS=Homo sapiens GN=VDAC1 PE=1 SV=230755.9 8 15 4 0 8 23.08234 11.2743 0 0.0003 0.00075 0.00037 0 802 329 453
540 TX1B3_HUMAN O14907 TAX1BP3 (TIP1)Tax1-binding protein 3 OS=Homo sapiens GN=TAX1BP3 PE=1 SV=213716.6 4 1 6 1 4 1.538823 16.9115 4.9733 0.0003 0.00011 0.00123 0.0004 746 1188 221 499
541 THTM_HUMAN P25325 MPST (TST2) 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=333160.8 21 7 1 0 21 10.77176 2.81858 0 0.0006 0.00032 8.5E-05 0 371 625 733
542 VATG1_HUMAN O75348 ATP6V1G1 (ATP6G) (ATP6G1) (ATP6J)Vacuolar proton pump subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=313739.7 12 0 0 12 0 0 0 0.0009 0 0 0 280
543 KV402_HUMAN P01625 n.o Ig kappa chain V-IV region Len OS=Homo sapiens PE=1 SV=212622.4 4 7 0 0 4 10.77176 0 0 0.0003 0.00085 0 0 699 291
544 ADIPO_HUMAN Q15848 ADIPOQ (ACDC) (ACRP30) (APM1) (GBP28)Adiponectin OS=Homo sapiens GN=ADIPOQ PE=1 SV=126396.2 9 14 0 9 0 39.4602 0 0.0003 0 0.00149 0 661 194
545 PNPO_HUMAN Q9NVS9 PNPO Pyridoxine-5'-phosphate oxidase OS=Homo sapiens GN=PNPO PE=1 SV=129970.2 12 13 0 1 12 20.00469 0 4.9733 0.0004 0.00067 0 0.0002 562 364 713
546 EPDR1_HUMAN Q9UM22 EPDR1 (MERP1) (UCC1)Mammalian ependymin-related protein 1 OS=Homo sapiens GN=EPDR1 PE=2 SV=225419.5 16 2 4 0 16 3.077645 11.2743 0 0.0006 0.00012 0.00044 0 374 1152 409
547 FIBA_HUMAN P02671 FGA Fibrinogen alpha chain OS=Homo sapiens GN=FGA PE=1 SV=294955.4 37 16 13 16 37 24.62116 36.6416 79.574 0.0004 0.00026 0.00039 0.0008 580 734 437 304
548 TCPA_HUMAN P17987 CCT1 (CCTA) (TCP1)T-complex protein 1 subunit alpha OS=Homo sapiens GN=CCT1 PE=1 SV=160327.2 18 21 2 11 18 32.31527 5.63717 54.707 0.0003 0.00054 9.3E-05 0.0009 731 427 718 285
549 UBC12_HUMAN P61081 UBE2M (UBC12)NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=120882.9 16 2 0 0 16 3.077645 0 0 0.0008 0.00015 0 0 313 1044
550 HDGF_HUMAN P51858 HDGF (HMG1L2)Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=126770.5 12 3 0 8 12 4.616468 0 39.787 0.0004 0.00017 0 0.0015 523 969 196
551 RD23A_HUMAN P54725 RAD23A UV excision repair protein RAD23 homolog A OS=Homo sapiens GN=RAD23A PE=1 SV=139591.1 9 2 21 2 9 3.077645 59.1903 9.9467 0.0002 7.8E-05 0.0015 0.0003 871 1378 193 602
552 TEBP_HUMAN Q15185 PTGES3 (P23) (TEBP)Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=118679.9 2 6 4 4 2 9.232936 11.2743 19.893 0.0001 0.00049 0.0006 0.0011 1262 469 351 249
553 CMBL_HUMAN Q96DG6 CMBL Carboxymethylenebutenolidase homolog OS=Homo sapiens GN=CMBL PE=1 SV=128030.6 6 7 0 11 6 10.77176 0 54.707 0.0002 0.00038 0 0.002 896 558 160
554 ATPG_HUMAN P36542 ATP5C1 (ATP5C) (ATP5CL1)ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=132980 11 16 0 1 11 24.62116 0 4.9733 0.0003 0.00075 0 0.0002 674 331 734
555 A2MG_HUMAN P01023 A2M (CPAMD5) (FWP007)Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=1163258.8 32 65 38 3 32 100.0235 107.106 14.92 0.0002 0.00061 0.00066 9E-05 947 389 338 848
556 PRS7_HUMAN P35998 PSMC2 (MSS1)26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=348617.6 25 13 3 0 25 20.00469 8.45575 0 0.0005 0.00041 0.00017 0 469 535 596
557 IVD_HUMAN P26440 IVD Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=146302.6 18 16 0 5 18 24.62116 0 24.867 0.0004 0.00053 0 0.0005 581 431 401
558 CPT2_HUMAN P23786 CPT2 (CPT1) Carnitine O-palmitoyltransferase 2, mitochondrial OS=Homo sapiens GN=CPT2 PE=1 SV=273761.2 17 20 17 8 17 30.77645 47.9159 39.787 0.0002 0.00042 0.00065 0.0005 866 527 340 400
559 PSA6_HUMAN P60900 PSMA6 (PROS27)Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=127381.5 6 17 0 0 6 26.15998 0 0 0.0002 0.00096 0 0 884 272
560 ANXA4_HUMAN P09525 ANXA4 (ANX4)Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=435866.3 19 7 4 0 19 10.77176 11.2743 0 0.0005 0.0003 0.00031 0 447 673 477
561 SYIM_HUMAN Q9NSE4 IARS2 Isoleucyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2113776.1 57 16 15 7 57 24.62116 42.2788 34.813 0.0005 0.00022 0.00037 0.0003 481 828 447 543
562 PSB3_HUMAN P49720 PSMB3 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=222931.6 1 17 1 0 1 26.15998 2.81858 0 4E-05 0.00114 0.00012 0 1668 234 667
563 GNPI1_HUMAN P46926 GNPDA1 (GNPI) (HLN) (KIAA0060)Glucosamine-6-phosphate isomerase 1 OS=Homo sapiens GN=GNPDA1 PE=1 SV=132651.4 17 9 0 1 17 13.8494 0 4.9733 0.0005 0.00042 0 0.0002 459 525 731
564 IGHA1_HUMAN P01876 IGHA1 Ig alpha-1 chain C region OS=Homo sapiens GN=IGHA1 PE=1 SV=237635.8 7 17 5 2 7 26.15998 14.0929 9.9467 0.0002 0.0007 0.00037 0.0003 977 351 442 586
565 LKHA4_HUMAN P09960 LTA4H (LTA4) Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=269269.1 26 24 0 7 26 36.93174 0 34.813 0.0004 0.00053 0 0.0005 601 430 407
566 CAZA2_HUMAN P47755 CAPZA2 F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=332931.2 12 11 4 0 12 16.92705 11.2743 0 0.0004 0.00051 0.00034 0 616 449 460
567 RT28_HUMAN Q9Y2Q9 MRPS28 (MRPS35) (HSPC007)28S ribosomal protein S28, mitochondrial OS=Homo sapiens GN=MRPS28 PE=2 SV=120825.1 12 4 0 1 12 6.15529 0 4.9733 0.0006 0.0003 0 0.0002 408 679 628
568 IC1_HUMAN P05155 SERPING1 (C1IN) (C1NH)Plasma protease C1 inhibitor OS=Homo sapiens GN=SERPING1 PE=1 SV=255137.5 29 6 9 1 29 9.232936 25.3673 4.9733 0.0005 0.00017 0.00046 9E-05 451 984 401 851
569 CPNE3_HUMAN O75131 CPNE3 (CPN3) (KIAA0636)Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=160113.6 20 8 21 0 20 12.31058 59.1903 0 0.0003 0.0002 0.00098 0 675 865 253
570 MPI_HUMAN P34949 MPI (PMI1) Mannose-6-phosphate isomerase OS=Homo sapiens GN=MPI PE=1 SV=246639 7 13 14 4 7 20.00469 39.4602 19.893 0.0002 0.00043 0.00085 0.0004 1074 520 277 449
571 PRS4_HUMAN P62191 PSMC1 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=149168.4 19 21 0 0 19 32.31527 0 0 0.0004 0.00066 0 0 585 371
572 HEBP1_HUMAN Q9NRV9 HEBP1 (HBP) Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=121079.4 13 3 0 1 13 4.616468 0 4.9733 0.0006 0.00022 0 0.0002 384 819 629
573 ISOC2_HUMAN Q96AB3 ISOC2 Isochorismatase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ISOC2 PE=1 SV=122319.4 1 14 3 0 1 21.54352 8.45575 0 4E-05 0.00097 0.00038 0 1653 267 438
574 FAHD1_HUMAN Q6P587 FAHD1 (C16orf36) (YISKL)Fumarylacetoacetate hydrolase domain-containing protein 1 OS=Homo sapiens GN=FAHD1 PE=1 SV=224825.4 3 17 0 0 3 26.15998 0 0 0.0001 0.00105 0 0 1196 248
575 PTGR2_HUMAN Q8N8N7 PTGR2 (ZADH1)Prostaglandin reductase 2 OS=Homo sapiens GN=PTGR2 PE=2 SV=138481.2 11 10 9 1 11 15.38823 25.3673 4.9733 0.0003 0.0004 0.00066 0.0001 754 545 332 780
576 XTP3A_HUMAN Q9H773 DCTPP1 XTP3-transactivated gene A protein OS=Homo sapiens GN=XTP3TPA PE=1 SV=118663.2 3 7 5 0 3 10.77176 14.0929 0 0.0002 0.00058 0.00076 0 1042 404 305
577 KINH_HUMAN P33176 KIF5B (KNS) (KNS1)Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1109668.3 57 18 6 7 57 27.69881 16.9115 34.813 0.0005 0.00025 0.00015 0.0003 461 746 623 531
578 PEA15_HUMAN Q15121 PEA15 Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=215023.2 8 2 0 2 8 3.077645 0 9.9467 0.0005 0.0002 0 0.0007 443 862 359
579 SIRT5_HUMAN Q9NXA8 SIRT5 (SIR2L5)NAD-dependent deacetylase sirtuin-5 OS=Homo sapiens GN=SIRT5 PE=1 SV=233862.5 14 6 0 7 14 9.232936 0 34.813 0.0004 0.00027 0 0.001 554 712 260
580 CHM2A_HUMANO43633 CHMP2A (BC2) (CHMP2)Charged multivesicular body protein 2a OS=Homo sapiens GN=CHMP2A PE=1 SV=125087 16 4 0 0 16 6.15529 0 0 0.0006 0.00025 0 0 366 768
581 CNN3_HUMAN Q15417 CNN3 Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=136396.6 8 20 0 1 8 30.77645 0 4.9733 0.0002 0.00085 0 0.0001 881 295 768
582 RS10_HUMAN P46783 RPS10 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=118880.3 12 3 0 0 12 4.616468 0 0 0.0006 0.00024 0 0 370 770
583 PCNP_HUMAN Q8WW12 PCNP PEST proteolytic signal-containing nuclear protein OS=Homo sapiens GN=PCNP PE=1 SV=218907.4 9 2 0 4 9 3.077645 0 19.893 0.0005 0.00016 0 0.0011 500 998 254
584 DPYL3_HUMAN Q14195 DPYSL3 (CRMP4) (DRP3) (ULIP)Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=161946.1 20 23 6 0 20 35.39292 16.9115 0 0.0003 0.00057 0.00027 0 690 408 508
585 PP14C_HUMAN Q8TAE6 PPP1R14C (KEPI)Protein phosphatase 1 regulatory subunit 14C OS=Homo sapiens GN=PPP1R14C PE=1 SV=317824.7 7 7 0 0 7 10.77176 0 0 0.0004 0.0006 0 0 573 391
586 PIP_HUMAN P12273 PIP (GCDFP15) (GPIP4)Prolactin-inducible protein OS=Homo sapiens GN=PIP PE=1 SV=116555.1 12 1 0 12 0 2.81858 0 0.0007 0 0.00017 0 329 600
587 SDPR_HUMAN O95810 SDPR Serum deprivation-response protein OS=Homo sapiens GN=SDPR PE=1 SV=347154.9 9 13 11 4 9 20.00469 31.0044 19.893 0.0002 0.00042 0.00066 0.0004 963 524 335 454
588 MTCPA_HUMANP56277 MTCP1 (C6.1B)Protein p8 MTCP-1 OS=Homo sapiens GN=MTCP1 PE=1 SV=17728.7 1 3 1 1 1 4.616468 2.81858 4.9733 0.0001 0.0006 0.00036 0.0006 1156 392 454 365
589 F10A1_HUMAN P50502 ST13 (FAM10A1) (HIP) (SNC6)Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=241314.4 21 6 0 5 21 9.232936 0 24.867 0.0005 0.00022 0 0.0006 476 811 378
590 TIM9_HUMAN Q9Y5J7 TIMM9 (TIM9) (TIM9A) (TIMM9A)Mitochondrial import inner membrane translocase subunit Tim9 OS=Homo sapiens GN=TIMM9 PE=1 SV=110360.1 5 3 0 5 0 8.45575 0 0.0005 0 0.00082 0 492 288
591 AN32A_HUMAN P39687 ANP32A (C15orf1) (LANP) (MAPM) (PHAP1)Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=128568.1 12 6 4 0 12 9.232936 11.2743 0 0.0004 0.00032 0.00039 0 546 631 433
592 LMNA_HUMAN P02545 LMNA (LMN1)Lamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=174122.6 29 25 3 0 29 38.47056 8.45575 0 0.0004 0.00052 0.00011 0 577 445 680
593 DCTN2_HUMAN Q13561 DCTN2 (DCTN50)Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=444213.7 14 15 2 3 14 23.08234 5.63717 14.92 0.0003 0.00052 0.00013 0.0003 700 439 656 516
594 ARP5L_HUMAN Q9BPX5 ARPC5L Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=116923.3 7 6 0 0 7 9.232936 0 0 0.0004 0.00055 0 0 553 421
595 F136A_HUMAN Q96C01 FAM136A Protein FAM136A OS=Homo sapiens GN=FAM136A PE=1 SV=115622.9 10 2 0 0 10 3.077645 0 0 0.0006 0.0002 0 0 364 889
596 CATZ_HUMAN Q9UBR2 CTSZ Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=133850.2 5 12 7 2 5 18.46587 19.7301 9.9467 0.0001 0.00055 0.00058 0.0003 1079 422 357 559
597 PSME2_HUMAN Q9UL46 PSME2 Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=327344.3 15 1 2 3 15 1.538823 5.63717 14.92 0.0005 5.6E-05 0.00021 0.0005 428 1532 567 398
598 OTUB1_HUMAN Q96FW1 OTUB1 (OTB1) (OTU1) (HSPC263)Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=231266.6 14 6 3 1 14 9.232936 8.45575 4.9733 0.0004 0.0003 0.00027 0.0002 524 680 511 722
599 UBP14_HUMAN P54578 USP14 (TGT) Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=356052.3 23 12 6 2 23 18.46587 16.9115 9.9467 0.0004 0.00033 0.0003 0.0002 555 620 486 693
600 MARE1_HUMANQ15691 MAPRE1 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=329981.5 9 9 5 0 9 13.8494 14.0929 0 0.0003 0.00046 0.00047 0 727 495 399
601 LAMC1_HUMAN P11047 LAMC1 (LAMB2)Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=2177587.1 94 30 6 6 94 46.16468 16.9115 29.84 0.0005 0.00026 9.5E-05 0.0002 448 730 714 708
602 APT_HUMAN P07741 APRT Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=219590.5 9 4 2 0 9 6.15529 5.63717 0 0.0005 0.00031 0.00029 0 510 646 496
603 M6PBP_HUMAN O60664 M6PRBP1 (TIP47)Mannose-6-phosphate receptor-binding protein 1 OS=Homo sapiens GN=M6PRBP1 PE=1 SV=247027.6 15 18 0 3 15 27.69881 0 14.92 0.0003 0.00059 0 0.0003 696 400 532
604 ENOPH_HUMAN Q9UHY7 ENOPH1 (MASA) (MSTP145)Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=128914.4 4 18 0 0 4 27.69881 0 0 0.0001 0.00096 0 0 1123 270
605 EF1G_HUMAN P26641 EEF1G (EF1G) (PRO1608)Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=350101.4 23 9 6 0 23 13.8494 16.9115 0 0.0005 0.00028 0.00034 0 511 706 464
606 NDRG4_HUMAN Q9ULP0 NDRG4 (BDM1) (KIAA1180)Protein NDRG4 OS=Homo sapiens GN=NDRG4 PE=2 SV=238440.3 4 13 10 2 4 20.00469 28.1858 9.9467 0.0001 0.00052 0.00073 0.0003 1280 442 308 593
607 STMN1_HUMAN P16949 STMN1 (LAP18) (OP18)Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=317285 11 2 0 0 11 3.077645 0 0 0.0006 0.00018 0 0 367 953
608 RS29_HUMAN P62273 RPS29 40S ribosomal protein S29 OS=Homo sapiens GN=RPS29 PE=1 SV=26658.9 4 1 0 0 4 1.538823 0 0 0.0006 0.00023 0 0 389 795
609 CAN2_HUMAN P17655 CAPN2 (CANPL2)Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=579995.1 29 13 7 11 29 20.00469 19.7301 54.707 0.0004 0.00025 0.00025 0.0007 619 755 528 350
610 SAMP_HUMAN P02743 APCS (PTX2) Serum amyloid P-component OS=Homo sapiens GN=APCS PE=1 SV=225369.7 8 2 5 4 8 3.077645 14.0929 19.893 0.0003 0.00012 0.00056 0.0008 702 1150 368 319
611 DCMC_HUMAN O95822 MLYCD Malonyl-CoA decarboxylase, mitochondrial OS=Homo sapiens GN=MLYCD PE=1 SV=354986.4 23 10 3 5 23 15.38823 8.45575 24.867 0.0004 0.00028 0.00015 0.0005 548 699 624 436
612 NENF_HUMAN Q9UMX5 NENF (CIR2) (SPUF)Neudesin OS=Homo sapiens GN=NENF PE=2 SV=118839.1 9 5 0 0 9 7.694113 0 0 0.0005 0.00041 0 0 497 538
613 EHD1_HUMAN Q9H4M9 EHD1 (PAST) (PAST1) (CDABP0131)EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=260611.1 28 13 0 4 28 20.00469 0 19.893 0.0005 0.00033 0 0.0003 509 619 522
614 UCRIL_HUMAN P0C7P4 UQCRFSL1 Cytochrome b-c1 complex subunit Rieske-like protein 1 OS=Homo sapiens GN=UQCRFSL1 PE=2 SV=129649.8 22 0 0 22 0 0 0 0.0007 0 0 0 320
615 CK054_HUMAN Q9H0W9 C11orf54 (LP4947) (PTD012)Ester hydrolase C11orf54 OS=Homo sapiens GN=C11orf54 PE=1 SV=135099.7 1 19 6 0 1 29.23763 16.9115 0 3E-05 0.00083 0.00048 0 1789 300 392
616 SAP_HUMAN P07602 PSAP (GLBA) (SAP1)Proactivator polypeptide OS=Homo sapiens GN=PSAP PE=1 SV=258094 5 12 9 17 5 18.46587 25.3673 84.547 9E-05 0.00032 0.00044 0.0015 1382 640 415 202
617 PSB5_HUMAN P28074 PSMB5 (LMPX)Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=328463 4 11 6 0 4 16.92705 16.9115 0 0.0001 0.00059 0.00059 0 1116 395 354
618 SUMO2_HUMANP61956 SUMO2 (SMT3B) (SMT3H2)Small ubiquitin-related modifier 2 OS=Homo sapiens GN=SUMO2 PE=1 SV=110853.2 8 0 0 8 0 0 0 0.0007 0 0 0 323
619 HMGN4_HUMANO00479 HMGN4 (HMG17L3) (NHC)High mobility group nucleosome-binding domain-containing protein 4 OS=Homo sapiens GN=HMGN4 PE=1 SV=39521.5 5 2 0 0 5 3.077645 0 0 0.0005 0.00032 0 0 453 630
620 CAPZB_HUMAN P47756 CAPZB F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=431333.6 11 12 0 0 11 18.46587 0 0 0.0004 0.00059 0 0 637 398
621 LRC20_HUMAN Q8TCA0 LRRC20 (UNQ2429/PRO4989)Leucine-rich repeat-containing protein 20 OS=Homo sapiens GN=LRRC20 PE=2 SV=120491.7 11 3 1 11 0 8.45575 4.9733 0.0005 0 0.00041 0.0002 437 419 619
622 PRS6A_HUMAN P17980 PSMC3 (TBP1)26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=349187 19 16 0 1 19 24.62116 0 4.9733 0.0004 0.0005 0 0.0001 586 456 830
623 ARP19_HUMAN P56211 ARPP19 cAMP-regulated phosphoprotein 19 OS=Homo sapiens GN=ARPP19 PE=1 SV=212305.3 7 2 0 7 0 5.63717 0 0.0006 0 0.00046 0 410 403
624 AUHM_HUMAN Q13825 AUH Methylglutaconyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=AUH PE=1 SV=135592 19 6 0 1 19 9.232936 0 4.9733 0.0005 0.00026 0 0.0001 441 732 761
625 ODB2_HUMAN P11182 DBT (BCATE2)Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DBT PE=1 SV=353470.5 21 13 0 5 21 20.00469 0 24.867 0.0004 0.00037 0 0.0005 572 570 433
626 LYSC_HUMAN P61626 LYZ (LZM) Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=116518.9 9 2 0 1 9 3.077645 0 4.9733 0.0005 0.00019 0 0.0003 431 925 548
627 UCHL3_HUMAN P15374 UCHL3 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=126164.8 8 11 0 0 8 16.92705 0 0 0.0003 0.00065 0 0 717 378
628 ROA2_HUMAN P22626 HNRNPA2B1 (HNRPA2B1)Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=237412.3 16 3 4 4 16 4.616468 11.2743 19.893 0.0004 0.00012 0.0003 0.0005 541 1138 487 403
629 COXAM_HUMANQ7Z7K0 CMC1 (C3orf68)COX assembly mitochondrial protein homolog OS=Homo sapiens GN=CMC1 PE=2 SV=112471.8 8 0 1 8 0 0 4.9733 0.0006 0 0 0.0004 362 472
630 ACS2L_HUMAN Q9NUB1 ACSS1 (ACAS2L) (KIAA1846)Acetyl-coenzyme A synthetase 2-like, mitochondrial OS=Homo sapiens GN=ACSS1 PE=2 SV=274838.6 33 9 8 4 33 13.8494 22.5487 19.893 0.0004 0.00019 0.0003 0.0003 529 933 488 582
631 ARP2_HUMAN P61160 ACTR2 (ARP2) Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=144743.7 8 21 1 2 8 32.31527 2.81858 9.9467 0.0002 0.00072 6.3E-05 0.0002 997 340 785 642
632 PPIL1_HUMAN Q9Y3C6 PPIL1 (CYPL1) (CGI-124) (UNQ2425/PRO4984)Peptidyl-prolyl cis-trans isomerase-like 1 OS=Homo sapiens GN=PPIL1 PE=1 SV=118219.3 10 2 1 0 10 3.077645 2.81858 0 0.0005 0.00017 0.00015 0 426 979 622
633 ODBA_HUMAN P12694 BCKDHA 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial OS=Homo sapiens GN=BCKDHA PE=1 SV=250454 23 10 2 1 23 15.38823 5.63717 4.9733 0.0005 0.0003 0.00011 1E-04 514 661 687 833
634 GANAB_HUMANQ14697 GANAB (G2AN) (KIAA0088)Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3106857.9 56 18 1 1 56 27.69881 2.81858 4.9733 0.0005 0.00026 2.6E-05 5E-05 456 735 845 929
635 TCPG_HUMAN P49368 CCT3 (CCTG) (TRIC5)T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=460517.4 21 16 4 2 21 24.62116 11.2743 9.9467 0.0003 0.00041 0.00019 0.0002 652 539 586 716
636 CCD72_HUMAN Q9Y2S6 CCDC72 (HSPC016) (HSPC330)Coiled-coil domain-containing protein 72 OS=Homo sapiens GN=CCDC72 PE=2 SV=17048.8 2 1 0 2 2 1.538823 0 9.9467 0.0003 0.00022 0 0.0014 757 823 208
637 TCPH_HUMAN Q99832 CCT7 (CCTH) (NIP7-1)T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=259349.8 14 17 6 5 14 26.15998 16.9115 24.867 0.0002 0.00044 0.00028 0.0004 856 509 499 460
638 RL30_HUMAN P62888 RPL30 60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=212766.7 0 7 0 2 0 10.77176 0 9.9467 0 0.00084 0 0.0008 296 321
639 DHB8_HUMAN Q92506 HSD17B8 (FABGL) (HKE6) (RING2)Estradiol 17-beta-dehydrogenase 8 OS=Homo sapiens GN=HSD17B8 PE=1 SV=226955.2 11 6 0 2 11 9.232936 0 9.9467 0.0004 0.00034 0 0.0004 559 602 492
640 MAOM_HUMANP23368 ME2 NAD-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME2 PE=1 SV=165428.2 16 15 14 1 16 23.08234 39.4602 4.9733 0.0002 0.00035 0.0006 8E-05 832 591 352 877
641 MFAP4_HUMAN P55083 MFAP4 Microfibril-associated glycoprotein 4 OS=Homo sapiens GN=MFAP4 PE=1 SV=228631.3 2 3 15 0 2 4.616468 42.2788 0 7E-05 0.00016 0.00148 0 1493 1002 198
642 CDC37_HUMAN Q16543 CDC37 (CDC37A)Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=144450.2 15 12 2 2 15 18.46587 5.63717 9.9467 0.0003 0.00042 0.00013 0.0002 668 531 657 640
643 XIRP1_HUMAN Q702N8 XIRP1 (CMYA1) (XIN)Xin actin-binding repeat-containing protein 1 OS=Homo sapiens GN=XIRP1 PE=1 SV=1198540 101 31 0 6 101 47.7035 0 29.84 0.0005 0.00024 0 0.0002 474 779 736
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644 RHG01_HUMAN Q07960 ARHGAP1 (CDC42GAP) (RHOGAP1)Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=150419.9 21 5 6 3 21 7.694113 16.9115 14.92 0.0004 0.00015 0.00034 0.0003 549 1027 466 555
645 CHCH8_HUMAN Q9NYJ1 CHCHD8 (E2IG2)Coiled-coil-helix-coiled-coil-helix domain-containing protein 8 OS=Homo sapiens GN=CHCHD8 PE=2 SV=210115.3 4 3 0 0 4 4.616468 0 0 0.0004 0.00046 0 0 567 498
646 KAPCA_HUMAN P17612 PRKACA (PKACA)cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=240573.3 19 5 0 4 19 7.694113 0 19.893 0.0005 0.00019 0 0.0005 504 911 415
647 DHRS4_HUMAN Q9BTZ2 DHRS4 (UNQ851/PRO1800)Dehydrogenase/reductase SDR family member 4 OS=Homo sapiens GN=DHRS4 PE=1 SV=227553.6 7 2 8 2 7 3.077645 22.5487 9.9467 0.0003 0.00011 0.00082 0.0004 816 1190 286 500
648 CSN8_HUMAN Q99627 COPS8 (CSN8) COP9 signalosome complex subunit 8 OS=Homo sapiens GN=COPS8 PE=1 SV=123208.1 13 2 1 0 13 3.077645 2.81858 0 0.0006 0.00013 0.00012 0 416 1096 669
649 EF1B_HUMAN P24534 EEF1B2 (EEF1B) (EF1B)Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=324746.2 4 8 0 5 4 12.31058 0 24.867 0.0002 0.0005 0 0.001 1039 460 267
650 LPP_HUMAN Q93052 LPP Lipoma-preferred partner OS=Homo sapiens GN=LPP PE=1 SV=165728.2 12 29 2 2 12 44.62586 5.63717 9.9467 0.0002 0.00068 8.6E-05 0.0002 991 359 732 733
651 YM014_HUMAN Q8IW45 CARKD Uncharacterized protein FLJ10769 OS=Homo sapiens PE=1 SV=136557.6 18 7 0 0 18 10.77176 0 0 0.0005 0.00029 0 0 487 681
652 DYL1_HUMAN P63167 DYNLL1 (DLC1) (DNCL1) (DNCLC1) (HDLC1)Dynein light chain 1, cytoplasmic OS=Homo sapiens GN=DYNLL1 PE=1 SV=110348.1 1 3 3 1 0 8.45575 14.92 1E-04 0 0.00082 0.0014 1321 287 203
653 FKBP4_HUMAN Q02790 FKBP4 FK506-binding protein 4 OS=Homo sapiens GN=FKBP4 PE=1 SV=351787.9 5 26 2 2 5 40.00939 5.63717 9.9467 1E-04 0.00077 0.00011 0.0002 1322 320 691 670
654 LSM8_HUMAN O95777 LSM8 U6 snRNA-associated Sm-like protein LSm8 OS=Homo sapiens GN=LSM8 PE=1 SV=310384.6 3 4 0 0 3 6.15529 0 0 0.0003 0.00059 0 0 750 396
655 MUTA_HUMAN P22033 MUT Methylmalonyl-CoA mutase, mitochondrial OS=Homo sapiens GN=MUT PE=1 SV=383104.6 29 20 5 2 29 30.77645 14.0929 9.9467 0.0003 0.00037 0.00017 0.0001 644 575 602 798
656 MTAP_HUMAN Q13126 MTAP (MSAP)S-methyl-5'-thioadenosine phosphorylase OS=Homo sapiens GN=MTAP PE=1 SV=231218.3 12 5 0 4 12 7.694113 0 19.893 0.0004 0.00025 0 0.0006 590 766 368
657 DNM1L_HUMANO00429 DNM1L (DLP1) (DRP1)Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=281861.2 34 17 0 4 34 26.15998 0 19.893 0.0004 0.00032 0 0.0002 550 638 617
658 GDE_HUMAN P35573 AGL (GDE) Glycogen debranching enzyme OS=Homo sapiens GN=AGL PE=1 SV=3174749.6 41 55 11 10 41 84.63524 31.0044 49.733 0.0002 0.00048 0.00018 0.0003 859 477 594 569
659 CLYBL_HUMAN Q8N0X4 CLYBL (CLB) Citrate lyase subunit beta-like protein, mitochondrial OS=Homo sapiens GN=CLYBL PE=2 SV=237342.7 13 12 0 0 13 18.46587 0 0 0.0003 0.00049 0 0 648 468
660 CG024_HUMAN O75223 GGCT Uncharacterized protein C7orf24 OS=Homo sapiens GN=C7orf24 PE=1 SV=120990 8 6 0 0 8 9.232936 0 0 0.0004 0.00044 0 0 595 510
661 MARCS_HUMANP29966 MARCKS (MACS) (PRKCSL)Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=431536.2 5 0 16 5 0 0 79.574 0.0002 0 0 0.0025 1049 133
662 PCY2_HUMAN Q99447 PCYT2 Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=2 SV=143817.1 19 8 2 0 19 12.31058 5.63717 0 0.0004 0.00028 0.00013 0 538 696 654
663 GRPE1_HUMAN Q9HAV7 GRPEL1 (GREPEL1)GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=224261.2 11 2 0 3 11 3.077645 0 14.92 0.0005 0.00013 0 0.0006 516 1119 374
664 CX7A1_HUMAN P24310 COX7A1 (COX7AH)Cytochrome c oxidase polypeptide 7A1, mitochondrial OS=Homo sapiens GN=COX7A1 PE=1 SV=29099.9 4 2 0 0 4 3.077645 0 0 0.0004 0.00034 0 0 531 609
665 GLGB_HUMAN Q04446 GBE1 1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=280444.9 36 7 7 3 36 10.77176 19.7301 14.92 0.0004 0.00013 0.00025 0.0002 525 1088 529 683
666 ACTZ_HUMAN P61163 ACTR1A (CTRN1)Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=142597.2 11 9 6 2 11 13.8494 16.9115 9.9467 0.0003 0.00033 0.0004 0.0002 804 624 428 631
667 PSA2_HUMAN P25787 PSMA2 (PSC3)Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=225880.9 4 8 5 0 4 12.31058 14.0929 0 0.0002 0.00048 0.00054 0 1059 486 369
668 THIOM_HUMAN Q99757 TXN2 (TRX2) Thioredoxin, mitochondrial OS=Homo sapiens GN=TXN2 PE=1 SV=218365.2 1 4 7 0 1 6.15529 19.7301 0 5E-05 0.00034 0.00107 0 1588 612 244
669 TFAM_HUMAN Q00059 TFAM (TCF6L2)Transcription factor A, mitochondrial OS=Homo sapiens GN=TFAM PE=1 SV=129079.8 7 6 0 6 7 9.232936 0 29.84 0.0002 0.00032 0 0.001 843 641 262
670 CYB5_HUMAN P00167 CYB5A (CYB5) Cytochrome b5 OS=Homo sapiens GN=CYB5A PE=1 SV=215312.3 9 0 1 9 0 0 4.9733 0.0006 0 0 0.0003 399 525
671 PIN4_HUMAN Q9Y237 PIN4 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 OS=Homo sapiens GN=PIN4 PE=1 SV=113792.1 9 0 0 9 0 0 0 0.0007 0 0 0 358
672 VATE1_HUMAN P36543 ATP6V1E1 (ATP6E) (ATP6E2)Vacuolar proton pump subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=126128.2 14 3 0 0 14 4.616468 0 0 0.0005 0.00018 0 0 439 959
673 CYBP_HUMAN Q9HB71 CACYBP (S100A6BP) (SIP) (PNAS-107)Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=226192.3 8 6 3 0 8 9.232936 8.45575 0 0.0003 0.00035 0.00032 0 718 592 471
674 NDUS4_HUMAN O43181 NDUFS4 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial OS=Homo sapiens GN=NDUFS4 PE=1 SV=120089.9 7 5 0 1 7 7.694113 0 4.9733 0.0003 0.00038 0 0.0002 647 560 608
675 PP2AA_HUMAN P67775 PPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=135576.5 8 15 0 0 8 23.08234 0 0 0.0002 0.00065 0 0 873 377
676 CAP2_HUMAN P40123 CAP2 Adenylyl cyclase-associated protein 2 OS=Homo sapiens GN=CAP2 PE=1 SV=152806.4 16 7 11 0 16 10.77176 31.0044 0 0.0003 0.0002 0.00059 0 723 869 356
677 TIM8B_HUMAN Q9Y5J9 TIMM8B (DDP2) (DDPL) (TIM8B)Mitochondrial import inner membrane translocase subunit Tim8 B OS=Homo sapiens GN=TIMM8B PE=1 SV=19325.3 5 1 0 0 5 1.538823 0 0 0.0005 0.00017 0 0 438 991
678 RL8_HUMAN P62917 RPL8 60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=228006.8 10 4 0 4 10 6.15529 0 19.893 0.0004 0.00022 0 0.0007 625 816 343
679 NAGK_HUMAN Q9UJ70 NAGK N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=437359.1 20 3 0 1 20 4.616468 0 4.9733 0.0005 0.00012 0 0.0001 440 1136 773
680 HDDC2_HUMAN Q7Z4H3 HDDC2 (C6orf74) (NS5ATP2) (CGI-130)HD domain-containing protein 2 OS=Homo sapiens GN=HDDC2 PE=2 SV=123372.5 7 8 0 0 7 12.31058 0 0 0.0003 0.00053 0 0 728 433
681 MCEE_HUMAN Q96PE7 MCEE Methylmalonyl-CoA epimerase, mitochondrial OS=Homo sapiens GN=MCEE PE=2 SV=118730.8 3 5 0 4 3 7.694113 0 19.893 0.0002 0.00041 0 0.0011 1044 536 250
682 CX7A2_HUMAN P14406 COX7A2 (COX7AL)Cytochrome c oxidase polypeptide 7A2, mitochondrial OS=Homo sapiens GN=COX7A2 PE=1 SV=19378.6 3 3 0 0 3 4.616468 0 0 0.0003 0.00049 0 0 695 471
683 RSSA_HUMAN P08865 RPSA (LAMBR) (LAMR1)40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=432836.1 11 10 0 0 11 15.38823 0 0 0.0003 0.00047 0 0 671 491
684 UBP5_HUMAN P45974 USP5 (ISOT) Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=295770.1 42 12 5 2 42 18.46587 14.0929 9.9467 0.0004 0.00019 0.00015 0.0001 533 902 632 827
685 DENR_HUMAN O43583 DENR (DRP1) (H14)Density-regulated protein OS=Homo sapiens GN=DENR PE=1 SV=222074.4 4 4 0 6 4 6.15529 0 29.84 0.0002 0.00028 0 0.0014 994 700 215
686 RAB1B_HUMAN Q9H0U4 RAB1B Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=122154 10 0 4 10 0 0 19.893 0.0005 0 0 0.0009 520 287
687 TM1L2_HUMAN Q6ZVM7 TOM1L2 TOM1-like protein 2 OS=Homo sapiens GN=TOM1L2 PE=1 SV=155538.7 8 26 0 1 8 40.00939 0 4.9733 0.0001 0.00072 0 9E-05 1094 343 853
688 TTHY_HUMAN P02766 TTR (PALB) Transthyretin OS=Homo sapiens GN=TTR PE=1 SV=115868.9 6 4 0 0 6 6.15529 0 0 0.0004 0.00039 0 0 597 555
689 BIEA_HUMAN P53004 BLVRA (BLVR) (BVR)Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=233411 15 4 0 2 15 6.15529 0 9.9467 0.0004 0.00018 0 0.0003 522 937 553
690 ACPH_HUMAN P13798 APEH (D3F15S2) (D3S48E) (DNF15S2)Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=481206 34 10 7 0 34 15.38823 19.7301 0 0.0004 0.00019 0.00024 0 547 913 531
691 DHB4_HUMAN P51659 HSD17B4 (EDH17B4)Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=379670.4 22 23 2 3 22 35.39292 5.63717 14.92 0.0003 0.00044 7.1E-05 0.0002 769 505 769 680
692 ANT3_HUMAN P01008 SERPINC1 (AT3) (PRO0309)Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=152586 31 2 0 0 31 3.077645 0 0 0.0006 5.9E-05 0 0 397 1517
693 EIF1B_HUMAN O60739 EIF1B Eukaryotic translation initiation factor 1b OS=Homo sapiens GN=EIF1B PE=1 SV=212805.9 0 4 4 0 0 6.15529 11.2743 0 0 0.00048 0.00088 0 482 272
694 RS18_HUMAN P62269 RPS18 (D6S218E)40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=317701.3 9 1 1 0 9 1.538823 2.81858 0 0.0005 8.7E-05 0.00016 0 475 1321 614
695 VAMP3_HUMANQ15836 VAMP3 (SYB3)Vesicle-associated membrane protein 3 OS=Homo sapiens GN=VAMP3 PE=1 SV=311291.1 2 5 0 0 2 7.694113 0 0 0.0002 0.00068 0 0 1004 358
696 METK2_HUMAN P31153 MAT2A (AMS2) (MATA2)S-adenosylmethionine synthetase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=143642.8 10 8 2 7 10 12.31058 5.63717 34.813 0.0002 0.00028 0.00013 0.0008 869 695 651 316
697 ACSL1_HUMAN P33121 ACSL1 (FACL1) (FACL2) (LACS) (LACS1) (LACS2)Long-chain-fatty-acid--CoA ligase 1 OS=Homo sapiens GN=ACSL1 PE=1 SV=177927.1 36 7 4 1 36 10.77176 11.2743 4.9733 0.0005 0.00014 0.00014 6E-05 508 1068 637 898
698 GLRX3_HUMAN O76003 GLRX3 (PICOT) (TXNL2) (HUSSY-22)Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=237414.8 3 5 13 2 3 7.694113 36.6416 9.9467 8E-05 0.00021 0.00098 0.0003 1423 859 254 581
699 ATP5L_HUMAN O75964 ATP5L ATP synthase subunit g, mitochondrial OS=Homo sapiens GN=ATP5L PE=1 SV=311410.5 6 0 1 6 0 0 4.9733 0.0005 0 0 0.0004 452 445
700 TRAP1_HUMAN Q12931 TRAP1 (HSP75)Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=380094.9 35 6 4 4 35 9.232936 11.2743 19.893 0.0004 0.00012 0.00014 0.0002 534 1172 640 606
701 TPM3_HUMAN P06753 TPM3 Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=132802.2 8 11 1 8 0 31.0044 4.9733 0.0002 0 0.00095 0.0002 835 262 732
702 HORN_HUMAN Q86YZ3 HRNR (S100A18)Hornerin OS=Homo sapiens GN=HRNR PE=1 SV=2282354.7 168 1 3 0 168 1.538823 8.45575 0 0.0006 5.4E-06 3E-05 0 391 1937 840
703 DDAH2_HUMANO95865 DDAH2 (DDAH) (G6A) (NG30)N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=129626.3 10 8 0 0 10 12.31058 0 0 0.0003 0.00042 0 0 667 530
704 TWF2_HUMAN Q6IBS0 TWF2 (PTK9L) (MSTP011)Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=239530.8 3 17 4 0 3 26.15998 11.2743 0 8E-05 0.00066 0.00029 0 1452 367 497
705 DSG1_HUMAN Q02413 DSG1 (CDHF4)Desmoglein-1 OS=Homo sapiens GN=DSG1 PE=1 SV=1113698.8 6 1 62 0 6 1.538823 174.752 0 5E-05 1.4E-05 0.00154 0 1602 1897 185
706 PPCE_HUMAN P48147 PREP (PEP) Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=180747.5 26 4 19 0 26 6.15529 53.5531 0 0.0003 7.6E-05 0.00066 0 691 1386 329
707 SUMO1_HUMANP63165 SUMO1 (SMT3C) (SMT3H3) (UBL1) (OK/SW-cl.43)Small ubiquitin-related modifier 1 OS=Homo sapiens GN=SUMO1 PE=1 SV=111539 0 1 0 6 0 1.538823 0 29.84 0 0.00013 0 0.0026 1091 128
708 HV305_HUMAN P01766 n.o Ig heavy chain V-III region BRO OS=Homo sapiens PE=1 SV=113208.7 6 2 0 0 6 3.077645 0 0 0.0005 0.00023 0 0 515 793
709 UCHL1_HUMAN P09936 UCHL1 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=224806.3 5 8 0 2 5 12.31058 0 9.9467 0.0002 0.0005 0 0.0004 925 464 471
710 RD23B_HUMAN P54727 RAD23B UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=143153.1 15 7 4 0 15 10.77176 11.2743 0 0.0003 0.00025 0.00026 0 650 757 516
711 TRXR2_HUMAN Q9NNW7 TXNRD2 (KIAA1652) (TRXR2)Thioredoxin reductase 2, mitochondrial OS=Homo sapiens GN=TXNRD2 PE=1 SV=356487.8 11 13 8 2 11 20.00469 22.5487 9.9467 0.0002 0.00035 0.0004 0.0002 953 588 426 698
712 AL1A1_HUMAN P00352 ALDH1A1 (ALDC) (ALDH1) (PUMB1)Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=254844.8 16 9 8 0 16 13.8494 22.5487 0 0.0003 0.00025 0.00041 0 745 747 420
713 MSRB3_HUMAN Q8IXL7 MSRB3 (UNQ1965/PRO4487)Methionine-R-sulfoxide reductase B3, mitochondrial OS=Homo sapiens GN=MSRB3 PE=1 SV=119992.3 1 5 5 1 1 7.694113 14.0929 4.9733 5E-05 0.00038 0.0007 0.0002 1624 557 318 605
714 PACN3_HUMAN Q9UKS6 PACSIN3 Protein kinase C and casein kinase substrate in neurons protein 3 OS=Homo sapiens GN=PACSIN3 PE=1 SV=248468.7 15 12 2 0 15 18.46587 5.63717 0 0.0003 0.00038 0.00012 0 709 561 674
715 ENSA_HUMAN O43768 ENSA Alpha-endosulfine OS=Homo sapiens GN=ENSA PE=1 SV=113371.4 0 5 3 0 0 14.0929 14.92 0 0 0.00105 0.0011 247 237
716 KV305_HUMAN P01623 n.o Ig kappa chain V-III region WOL OS=Homo sapiens PE=1 SV=111728.5 0 7 0 0 0 10.77176 0 0 0 0.00092 0 0 277
717 CLCB_HUMAN P09497 CLTB Clathrin light chain B OS=Homo sapiens GN=CLTB PE=1 SV=125172.5 13 0 2 13 0 0 9.9467 0.0005 0 0 0.0004 466 476
718 TMSL3_HUMAN A8MW06 TMSL3 Thymosin beta-4-like protein 3 OS=Homo sapiens GN=TMSL3 PE=2 SV=15034.9 0 0 3 0 0 0 14.92 0 0 0 0.003 115
719 HIG1A_HUMAN Q9Y241 HIGD1A (HIG1) (HSPC010)HIG1 domain family member 1A OS=Homo sapiens GN=HIGD1A PE=1 SV=110125.1 3 3 0 3 0 8.45575 0 0.0003 0 0.00084 0 735 282
720 TPPP_HUMAN O94811 TPPP (TPPP1) Tubulin polymerization-promoting protein OS=Homo sapiens GN=TPPP PE=1 SV=123676.1 8 4 0 2 8 6.15529 0 9.9467 0.0003 0.00026 0 0.0004 666 728 456
721 SEP11_HUMAN Q9NVA2 SEP11 Septin-11 OS=Homo sapiens GN=SEPT11 PE=1 SV=349381.1 19 6 1 3 19 9.232936 2.81858 14.92 0.0004 0.00019 5.7E-05 0.0003 589 924 796 547
722 THIK_HUMAN P09110 ACAA1 (ACAA) (PTHIO)3-ketoacyl-CoA thiolase, peroxisomal OS=Homo sapiens GN=ACAA1 PE=1 SV=244274.1 9 12 0 5 9 18.46587 0 24.867 0.0002 0.00042 0 0.0006 919 528 393
723 CRIP1_HUMAN P50238 CRIP1 (CRIP) Cysteine-rich protein 1 OS=Homo sapiens GN=CRIP1 PE=1 SV=38514.7 3 1 0 1 3 1.538823 0 4.9733 0.0004 0.00018 0 0.0006 632 946 387
724 PA1B2_HUMAN P68402 PAFAH1B2 (PAFAHB)Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=125551.5 6 5 4 0 6 7.694113 11.2743 0 0.0002 0.0003 0.00044 0 858 669 411
725 CSRP1_HUMAN P21291 CSRP1 (CSRP) (CYRP)Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=320549.1 6 3 0 3 6 4.616468 0 14.92 0.0003 0.00022 0 0.0007 744 808 336
726 BZW2_HUMAN Q9Y6E2 BZW2 (HSPC028) (MSTP017)Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=148146 19 2 4 3 19 3.077645 11.2743 14.92 0.0004 6.4E-05 0.00023 0.0003 570 1484 542 541
727 VPS25_HUMAN Q9BRG1 VPS25 (DERP9) (EAP20)Vacuolar protein-sorting-associated protein 25 OS=Homo sapiens GN=VPS25 PE=1 SV=120730 8 4 0 0 8 6.15529 0 0 0.0004 0.0003 0 0 588 678
728 AASS_HUMAN Q9UDR5 AASS Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Homo sapiens GN=AASS PE=1 SV=1102117.4 38 17 3 1 38 26.15998 8.45575 4.9733 0.0004 0.00026 8.3E-05 5E-05 604 741 742 921
729 ACAD8_HUMAN Q9UKU7 ACAD8 (ARC42) (IBD)Isobutyryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACAD8 PE=1 SV=145052.1 11 14 0 1 11 21.54352 0 4.9733 0.0002 0.00048 0 0.0001 834 484 811
730 RAB21_HUMAN Q9UL25 RAB21 (KIAA0118)Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=324329.9 3 9 1 1 3 13.8494 2.81858 4.9733 0.0001 0.00057 0.00012 0.0002 1183 409 676 663
731 AT2A2_HUMAN P16615 ATP2A2 (ATP2B)Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1114740.8 30 26 7 3 30 40.00939 19.7301 14.92 0.0003 0.00035 0.00017 0.0001 794 595 597 777
732 RS4X_HUMAN P62701 RPS4X (CCG2) (RPS4) (SCAR)40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=229581.3 15 1 0 1 15 1.538823 0 4.9733 0.0005 5.2E-05 0 0.0002 478 1558 707
733 NUCL_HUMAN P19338 NCL Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=376597.9 29 6 5 4 29 9.232936 14.0929 19.893 0.0004 0.00012 0.00018 0.0003 596 1156 588 589
734 GSHB_HUMAN P48637 GSS Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=152367.9 18 5 7 0 18 7.694113 19.7301 0 0.0003 0.00015 0.00038 0 655 1046 439
735 PPIB_HUMAN P23284 PPIB (CYPB) Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=122724.9 7 3 0 3 7 4.616468 0 14.92 0.0003 0.0002 0 0.0007 713 871 361
736 LYPL1_HUMAN Q5VWZ2 LYPLAL1 Lysophospholipase-like protein 1 OS=Homo sapiens GN=LYPLAL1 PE=1 SV=326299 8 5 0 2 8 7.694113 0 9.9467 0.0003 0.00029 0 0.0004 720 684 482
737 ARP3_HUMAN P61158 ACTR3 (ARP3) Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=347353.8 17 8 2 0 17 12.31058 5.63717 0 0.0004 0.00026 0.00012 0 623 729 671
738 PDXK_HUMAN O00764 PDXK (C21orf124) (C21orf97) (PKH) (PNK)Pyridoxal kinase OS=Homo sapiens GN=PDXK PE=1 SV=135083.7 9 11 0 0 9 16.92705 0 0 0.0003 0.00048 0 0 808 479
739 PRS8_HUMAN P62195 PSMC5 (SUG1)26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=145609.1 11 13 2 0 11 20.00469 5.63717 0 0.0002 0.00044 0.00012 0 840 512 663
740 PSD11_HUMAN O00231 PSMD11 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=347448.3 20 2 5 0 20 3.077645 14.0929 0 0.0004 6.5E-05 0.0003 0 545 1478 494
741 FN3K_HUMAN Q9H479 FN3K Fructosamine-3-kinase OS=Homo sapiens GN=FN3K PE=1 SV=135154.1 14 5 0 1 14 7.694113 0 4.9733 0.0004 0.00022 0 0.0001 563 821 758
742 NUDC2_HUMAN Q8WVJ2 NUDCD2 NudC domain-containing protein 2 OS=Homo sapiens GN=NUDCD2 PE=1 SV=117657.9 6 4 0 0 6 6.15529 0 0 0.0003 0.00035 0 0 662 596
743 PIPNA_HUMAN Q00169 PITPNA (PITPN)Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens GN=PITPNA PE=1 SV=231788.3 10 8 0 10 0 22.5487 0 0.0003 0 0.00071 0 705 316
744 NDUAA_HUMANO95299 NDUFA10 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 10, mitochondrial OS=Homo sapiens GN=NDUFA10 PE=1 SV=140733.7 7 8 4 4 7 12.31058 11.2743 19.893 0.0002 0.0003 0.00028 0.0005 1019 666 505 418
745 ZA2G_HUMAN P25311 AZGP1 (ZAG) (ZNGP1)Zinc-alpha-2-glycoprotein OS=Homo sapiens GN=AZGP1 PE=1 SV=133854.1 8 5 6 0 8 7.694113 16.9115 0 0.0002 0.00023 0.0005 0 854 803 390
746 ARPC4_HUMAN P59998 ARPC4 (ARC20)Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=319649.4 5 2 0 4 5 3.077645 0 19.893 0.0003 0.00016 0 0.001 813 1019 265
747 IGHG4_HUMAN P01861 IGHG4 Ig gamma-4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=135921.5 14 6 0 0 14 9.232936 0 0 0.0004 0.00026 0 0 579 740
748 CF142_HUMAN Q5VWP3 C6orf142 Uncharacterized protein C6orf142 OS=Homo sapiens GN=C6orf142 PE=2 SV=250439.7 11 7 10 0 11 10.77176 28.1858 0 0.0002 0.00021 0.00056 0 888 836 367
749 LSM2_HUMAN Q9Y333 LSM2 (C6orf28) (G7B)U6 snRNA-associated Sm-like protein LSm2 OS=Homo sapiens GN=LSM2 PE=1 SV=110816.6 2 4 0 0 2 6.15529 0 0 0.0002 0.00057 0 0 980 410
750 RS14_HUMAN P62263 RPS14 (PRO2640)40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=316254.9 4 2 0 3 4 3.077645 0 14.92 0.0002 0.00019 0 0.0009 829 914 283
751 COX7C_HUMAN P15954 COX7C Cytochrome c oxidase subunit 7C, mitochondrial OS=Homo sapiens GN=COX7C PE=1 SV=17227.6 2 1 0 1 2 1.538823 0 4.9733 0.0003 0.00021 0 0.0007 768 839 348
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752 HEM2_HUMAN P13716 ALAD Delta-aminolevulinic acid dehydratase OS=Homo sapiens GN=ALAD PE=1 SV=136277.3 13 3 4 0 13 4.616468 11.2743 0 0.0004 0.00013 0.00031 0 624 1118 479
753 PLCX3_HUMAN Q63HM9 PLCXD3 Phosphatidylinositol-specific phospholipase C X domain-containing protein 3 OS=Homo sapiens GN=PLCXD3 PE=2 SV=136283.1 8 8 4 8 0 22.5487 19.893 0.0002 0 0.00062 0.0005 879 344 396
754 EIF1_HUMAN P41567 EIF1 (Eukaryotic translation initiation factor 1 OS=Homo sapiens GN=EIF1B PE=1 SV=2OS=Homo sapiens GN=EIF1B PE=1 SV=212714.9 3 1 0 4 3 1.538823 0 19.893 0.0002 0.00012 0 0.0016 855 1154 188
755 RL35_HUMAN P42766 RPL35 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=214534.5 0 7 1 0 0 19.7301 4.9733 0 0 0.00136 0.0003 209 513
756 CG055_HUMAN Q96HJ9 C7orf55 (HSPC268)UPF0562 protein C7orf55 OS=Homo sapiens GN=C7orf55 PE=2 SV=212730.9 5 2 0 0 5 3.077645 0 0 0.0004 0.00024 0 0 571 777
757 CV025_HUMAN Q6ICL3 C22orf25 Uncharacterized protein C22orf25 OS=Homo sapiens GN=C22orf25 PE=2 SV=130920.3 11 4 2 0 11 6.15529 5.63717 0 0.0004 0.0002 0.00018 0 628 883 590
758 GSTT1_HUMAN P30711 GSTT1 Glutathione S-transferase theta-1 OS=Homo sapiens GN=GSTT1 PE=1 SV=427317.9 1 14 0 0 1 21.54352 0 0 4E-05 0.00079 0 0 1723 314
759 HN1L_HUMAN Q9H910 HN1L (C16orf34) (L11)Hematological and neurological expressed 1-like protein OS=Homo sapiens GN=HN1L PE=1 SV=120045.6 11 0 0 11 0 0 0 0.0005 0 0 0 427
760 GPX3_HUMAN P22352 GPX3 (GPXP) Glutathione peroxidase 3 OS=Homo sapiens GN=GPX3 PE=1 SV=225535.1 7 3 1 3 7 4.616468 2.81858 14.92 0.0003 0.00018 0.00011 0.0006 777 945 689 386
761 RRFM_HUMAN Q96E11 MRRF Ribosome-recycling factor, mitochondrial OS=Homo sapiens GN=MRRF PE=2 SV=129259.5 12 4 0 0 12 6.15529 0 0 0.0004 0.00021 0 0 556 846
762 K1C13_HUMAN P13646 KRT13 Keratin, type I cytoskeletal 13 OS=Homo sapiens GN=KRT13 PE=1 SV=349569.3 26 1 0 26 0 2.81858 0 0.0005 0 5.7E-05 0 455 797
763 CCD58_HUMAN Q4VC31 CCDC58 Coiled-coil domain-containing protein 58 OS=Homo sapiens GN=CCDC58 PE=1 SV=116602 0 9 0 0 0 13.8494 0 0 0 0.00083 0 0 298
764 PSMD4_HUMAN P55036 PSMD4 (MCB1)26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=140719.2 11 10 1 0 11 15.38823 2.81858 0 0.0003 0.00038 6.9E-05 0 781 567 772
765 CAP1_HUMAN Q01518 CAP1 (CAP) Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=451837.5 11 14 0 3 11 21.54352 0 14.92 0.0002 0.00042 0 0.0003 900 529 565
766 LASP1_HUMAN Q14847 LASP1 (MLN50)LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=229698.8 9 3 4 9 0 8.45575 19.893 0.0003 0 0.00028 0.0007 722 500 356
767 EF1A1_HUMAN P68104 EEF1A1 (EEF1A) (EF1A) (LENG7)Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150123.2 0 27 0 0 0 41.54821 0 0 0 0.00083 0 0 301
768 CLIC5_HUMAN Q9NZA1 CLIC5 Chloride intracellular channel protein 5 OS=Homo sapiens GN=CLIC5 PE=1 SV=246452 9 15 1 0 9 23.08234 2.81858 0 0.0002 0.0005 6.1E-05 0 958 462 786
769 SAR1A_HUMAN Q9NR31 SAR1A (SAR1) (SARA) (SARA1)GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=122349.7 7 2 3 7 0 5.63717 14.92 0.0003 0 0.00025 0.0007 707 524 357
770 ARPC3_HUMAN O15145 ARPC3 (ARC21)Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=320529.8 7 2 0 2 7 3.077645 0 9.9467 0.0003 0.00015 0 0.0005 660 1033 419
771 PSB7_HUMAN Q99436 PSMB7 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=129947.9 11 2 1 2 11 3.077645 2.81858 9.9467 0.0004 0.0001 9.4E-05 0.0003 613 1230 715 519
772 ACYP1_HUMAN P07311 ACYP1 (ACYPE)Acylphosphatase-1 OS=Homo sapiens GN=ACYP1 PE=1 SV=211242.8 6 0 0 6 0 0 0 0.0005 0 0 0 442
773 HMGN2_HUMANP05204 HMGN2 (HMG17)Non-histone chromosomal protein HMG-17 OS=Homo sapiens GN=HMGN2 PE=1 SV=39375.1 1 2 0 2 1 3.077645 0 9.9467 0.0001 0.00033 0 0.0011 1264 621 252
774 TETN_HUMAN P05452 CLEC3B (TNA) Tetranectin OS=Homo sapiens GN=CLEC3B PE=1 SV=222549.1 2 9 1 0 2 13.8494 2.81858 0 9E-05 0.00061 0.00012 0 1364 387 661
775 CP013_HUMAN Q96S19 C16orf13 (JFP2)UPF0585 protein C16orf13 OS=Homo sapiens GN=C16orf13 PE=2 SV=222560.8 8 3 0 1 8 4.616468 0 4.9733 0.0004 0.0002 0 0.0002 631 867 644
776 SUOX_HUMAN P51687 SUOX Sulfite oxidase, mitochondrial OS=Homo sapiens GN=SUOX PE=1 SV=260263.7 17 11 4 0 17 16.92705 11.2743 0 0.0003 0.00028 0.00019 0 758 697 584
777 XPP1_HUMAN Q9NQW7 XPNPEP1 (XPNPEPL) (XPNPEPL1)Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=369901.2 20 15 2 0 20 23.08234 5.63717 0 0.0003 0.00033 8.1E-05 0 753 618 746
778 NDUA6_HUMANP56556 NDUFA6 (LYRM6) (NADHB14)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6 OS=Homo sapiens GN=NDUFA6 PE=2 SV=215118.4 3 4 1 3 0 11.2743 4.9733 0.0002 0 0.00075 0.0003 934 306 521
779 USO1_HUMAN O60763 USO1 (VDP) General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2107879.6 34 20 0 3 34 30.77645 0 14.92 0.0003 0.00029 0 0.0001 703 690 766
780 VASP_HUMAN P50552 VASP Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=339811.1 12 9 0 0 12 13.8494 0 0 0.0003 0.00035 0 0 725 597
781 RETN_HUMAN Q9HD89 RETN (FIZZ3) (HXCP1) (RSTN) (UNQ407/PRO1199)Resistin OS=Homo sapiens GN=RETN PE=2 SV=111401 4 2 0 0 4 3.077645 0 0 0.0004 0.00027 0 0 638 716
782 HDHD2_HUMANQ9H0R4 HDHD2 Haloacid dehalogenase-like hydrolase domain-containing protein 2 OS=Homo sapiens GN=HDHD2 PE=2 SV=128518.9 8 6 0 1 8 9.232936 0 4.9733 0.0003 0.00032 0 0.0002 762 628 702
783 K2C4_HUMAN P19013 KRT4 (CYK4) Keratin, type II cytoskeletal 4 OS=Homo sapiens GN=KRT4 PE=1 SV=457268.1 30 0 0 30 0 0 0 0.0005 0 0 0 457
784 PANK4_HUMAN Q9NVE7 PANK4 Pantothenate kinase 4 OS=Homo sapiens GN=PANK4 PE=1 SV=185975.3 30 6 2 7 30 9.232936 5.63717 34.813 0.0003 0.00011 6.6E-05 0.0004 645 1207 780 466
785 HBXIP_HUMAN O43504 HBXIP (XIP) Hepatitis B virus X-interacting protein OS=Homo sapiens GN=HBXIP PE=1 SV=19595.7 0 3 0 2 0 4.616468 0 9.9467 0 0.00048 0 0.001 481 256
786 LG3BP_HUMAN Q08380 LGALS3BP (M2BP)Galectin-3-binding protein OS=Homo sapiens GN=LGALS3BP PE=1 SV=165314.1 21 13 0 0 21 20.00469 0 0 0.0003 0.00031 0 0 692 657
787 MECR_HUMAN Q9BV79 MECR (NBRF1) (CGI-63)Trans-2-enoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=MECR PE=1 SV=140410 8 3 4 6 8 4.616468 11.2743 29.84 0.0002 0.00011 0.00028 0.0007 937 1174 502 327
788 EST2_HUMAN O00748 CES2 (ICE) Carboxylesterase 2 OS=Homo sapiens GN=CES2 PE=1 SV=161789.3 23 4 2 3 23 6.15529 5.63717 14.92 0.0004 1E-04 9.1E-05 0.0002 603 1244 722 620
789 PRUNE_HUMAN Q86TP1 PRUNE Protein prune homolog OS=Homo sapiens GN=PRUNE PE=1 SV=150210.7 11 12 0 3 11 18.46587 0 14.92 0.0002 0.00037 0 0.0003 885 580 554
790 ERP29_HUMAN P30040 ERP29 (C12orf8) (ERP28)Endoplasmic reticulum protein ERp29 OS=Homo sapiens GN=ERP29 PE=1 SV=428976.9 15 0 0 15 0 0 0 0.0005 0 0 0 465
791 SPB3_HUMAN P29508 SERPINB3 (SCCA) (SCCA1)Serpin B3 OS=Homo sapiens GN=SERPINB3 PE=1 SV=244547.9 6 17 0 6 0 47.9159 0 0.0001 0 0.00108 0 1137 243
792 SYAC_HUMAN P49588 AARS Alanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2106795.2 31 11 12 1 31 16.92705 33.823 4.9733 0.0003 0.00016 0.00032 5E-05 748 1012 475 928
793 SHLB1_HUMAN Q9Y371 SH3GLB1 (KIAA0491) (CGI-61)Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=140780 8 13 0 0 8 20.00469 0 0 0.0002 0.00049 0 0 946 472
794 CYGB_HUMAN Q8WWM9CYGB (STAP) Cytoglobin OS=Homo sapiens GN=CYGB PE=1 SV=121386.1 4 6 1 4 0 16.9115 4.9733 0.0002 0 0.00079 0.0002 973 293 632
795 KV302_HUMAN P01620 n.o Ig kappa chain V-III region SIE OS=Homo sapiens PE=1 SV=111728.5 6 0 0 6 0 0 0 0.0005 0 0 0 473
796 PP1B_HUMAN P62140 PPP1CB Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=337170.3 13 2 4 0 13 3.077645 11.2743 0 0.0003 8.3E-05 0.0003 0 642 1341 483
797 UAP56_HUMAN Q13838 BAT1 (UAP56)Spliceosome RNA helicase BAT1 OS=Homo sapiens GN=BAT1 PE=1 SV=148974 13 10 0 2 13 15.38823 0 9.9467 0.0003 0.00031 0 0.0002 789 645 664
798 6PGD_HUMAN P52209 PGD (PGDH) 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=353123.9 21 2 1 3 21 3.077645 2.81858 14.92 0.0004 5.8E-05 5.3E-05 0.0003 568 1519 808 572
799 IF5_HUMAN P55010 EIF5 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=249205.4 13 4 8 0 13 6.15529 22.5487 0 0.0003 0.00013 0.00046 0 790 1130 402
800 RL29_HUMAN P47914 RPL29 60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=217735 5 1 0 3 5 1.538823 0 14.92 0.0003 8.7E-05 0 0.0008 760 1324 301
801 RHOA_HUMAN P61586 RHOA (ARH12) (ARHA) (RHO12)Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=121750.4 6 5 0 0 6 7.694113 0 0 0.0003 0.00035 0 0 770 589
802 PALLD_HUMAN Q8WX93 PALLD (KIAA0992) (CGI-151)Palladin OS=Homo sapiens GN=PALLD PE=1 SV=2150519.8 36 36 2 2 36 55.39761 5.63717 9.9467 0.0002 0.00037 3.7E-05 7E-05 848 579 830 897
803 MYL9_HUMAN P24844 MYL9 (MLC2) (MRLC1) (MYRL2)Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=419810.1 6 3 0 1 6 4.616468 0 4.9733 0.0003 0.00023 0 0.0003 724 792 603
804 KCD12_HUMAN Q96CX2 KCTD12 (C13orf2) (KIAA1778) (PFET1)BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=135683.8 13 5 0 0 13 7.694113 0 0 0.0004 0.00022 0 0 617 831
805 PP14B_HUMAN Q96C90 PPP1R14B (PLCB3N) (PNG)Protein phosphatase 1 regulatory subunit 14B OS=Homo sapiens GN=PPP1R14B PE=1 SV=315893.5 8 0 0 8 0 0 0 0.0005 0 0 0 479
806 FA9_HUMAN P00740 F9 Coagulation factor IX OS=Homo sapiens GN=F9 PE=1 SV=251759.6 6 8 1 11 6 12.31058 2.81858 54.707 0.0001 0.00024 5.4E-05 0.0011 1228 784 805 253
807 GPX1_HUMAN P07203 GPX1 Glutathione peroxidase 1 OS=Homo sapiens GN=GPX1 PE=1 SV=321928.4 10 1 0 0 10 1.538823 0 0 0.0005 7E-05 0 0 513 1435
808 RDH13_HUMAN Q8NBN7 RDH13 (PSEC0082) (UNQ736/PRO1430)Retinol dehydrogenase 13 OS=Homo sapiens GN=RDH13 PE=2 SV=235915.1 11 4 0 3 11 6.15529 0 14.92 0.0003 0.00017 0 0.0004 715 970 462
809 PGP_HUMAN A6NDG6 PGP Phosphoglycolate phosphatase OS=Homo sapiens GN=PGP PE=1 SV=133988.6 7 10 0 0 7 15.38823 0 0 0.0002 0.00045 0 0 909 499
810 NUBPL_HUMAN Q8TB37 NUBPL (C14orf127)Nucleotide-binding protein-like OS=Homo sapiens GN=NUBPL PE=1 SV=334064.8 12 1 2 2 12 1.538823 5.63717 9.9467 0.0004 4.5E-05 0.00017 0.0003 633 1605 606 561
811 MT1G_HUMAN P13640 MT1G (MT1K) (MT1M)Metallothionein-1G OS=Homo sapiens GN=MT1G PE=1 SV=26023.6 0 0 3 0 0 0 14.92 0 0 0 0.0025 134
812 BAF_HUMAN O75531 BANF1 (BAF) (BCRG1)Barrier-to-autointegration factor OS=Homo sapiens GN=BANF1 PE=1 SV=110040.7 1 3 0 1 1 4.616468 0 4.9733 1E-04 0.00046 0 0.0005 1304 497 412
813 RUVB1_HUMAN Q9Y265 RUVBL1 (INO80H) (NMP238) (TIP49) (TIP49A)RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=150211.4 14 10 1 0 14 15.38823 2.81858 0 0.0003 0.00031 5.6E-05 0 767 656 801
814 PARVA_HUMAN Q9NVD7 PARVA (MXRA2)Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=142226.7 13 2 2 4 13 3.077645 5.63717 19.893 0.0003 7.3E-05 0.00013 0.0005 714 1417 647 431
815 HBG2_HUMAN P69892 HBG2 (Hemoglobin subunit gamma-2) Hemoglobin subunit gamma-1 OS=Homo sapiens GN=HBG1 PE=1 SV=216108.5 0 0 8 0 0 0 39.787 0 0 0 0.0025 135
816 BTF3_HUMAN P20290 BTF3 (NACB) (OK/SW-cl.8)Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=122150.3 2 7 2 0 2 10.77176 5.63717 0 9E-05 0.00049 0.00025 0 1353 475 521
817 CA031_HUMAN Q5JTJ3 C1orf31 Uncharacterized protein C1orf31 OS=Homo sapiens GN=C1orf31 PE=2 SV=114098.5 5 0 2 5 0 0 9.9467 0.0004 0 0 0.0007 630 344
818 PEDF_HUMAN P36955 SERPINF1 (PEDF)Pigment epithelium-derived factor OS=Homo sapiens GN=SERPINF1 PE=1 SV=346326.4 15 4 3 1 15 6.15529 8.45575 4.9733 0.0003 0.00013 0.00018 0.0001 688 1095 589 818
819 GPX4_HUMAN P36969 GPX4 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial OS=Homo sapiens GN=GPX4 PE=1 SV=322157.3 1 7 0 3 1 10.77176 0 14.92 5E-05 0.00049 0 0.0007 1648 476 355
820 PPIL3_HUMAN Q9H2H8 PPIL3 Peptidyl-prolyl cis-trans isomerase-like 3 OS=Homo sapiens GN=PPIL3 PE=1 SV=118136.7 7 2 0 0 7 3.077645 0 0 0.0004 0.00017 0 0 587 976
821 HBG1_HUMAN P69891 HBG1 Hemoglobin subunit gamma-1 OS=Homo sapiens GN=HBG1 PE=1 SV=216122.5 2 6 0 0 2 9.232936 0 0 0.0001 0.00057 0 0 1182 406
822 SRP09_HUMAN P49458 SRP9 Signal recognition particle 9 kDa protein OS=Homo sapiens GN=SRP9 PE=1 SV=210093.6 3 2 0 0 3 3.077645 0 0 0.0003 0.0003 0 0 733 662
823 NLTP_HUMAN P22307 SCP2 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=258976.6 21 4 0 4 21 6.15529 0 19.893 0.0004 0.0001 0 0.0003 627 1220 517
824 ILEU_HUMAN P30740 SERPINB1 (ELANH2) (MNEI) (PI2)Leukocyte elastase inhibitor OS=Homo sapiens GN=SERPINB1 PE=1 SV=142725.8 15 5 1 0 15 7.694113 2.81858 0 0.0004 0.00018 6.6E-05 0 636 949 779
825 VPS35_HUMAN Q96QK1 VPS35 (MEM3) (TCCCTA00141)Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=291692 24 6 5 10 24 9.232936 14.0929 49.733 0.0003 0.0001 0.00015 0.0005 793 1240 625 399
826 ARPC5_HUMAN O15511 ARPC5 (ARC16)Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens GN=ARPC5 PE=1 SV=316302.6 3 4 0 1 3 6.15529 0 4.9733 0.0002 0.00038 0 0.0003 985 568 544
827 ZYX_HUMAN Q15942 ZYX Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=161258 24 5 0 1 24 7.694113 0 4.9733 0.0004 0.00013 0 8E-05 575 1128 871
828 RUVB2_HUMAN Q9Y230 RUVBL2 (INO80J) (TIP48) (TIP49B) (CGI-46)RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=351140.1 19 6 0 0 19 9.232936 0 0 0.0004 0.00018 0 0 606 947
829 GLOD4_HUMAN Q9HC38 GLOD4 (C17orf25) (CGI-150) (My027)Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=134776.1 11 5 0 1 11 7.694113 0 4.9733 0.0003 0.00022 0 0.0001 701 815 752
830 RS11_HUMAN P62280 RPS11 40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=318413.3 1 6 2 0 1 9.232936 5.63717 0 5E-05 0.0005 0.00031 0 1589 455 480
831 MYH11_HUMANP35749 MYH11 (KIAA0866)Myosin-11 OS=Homo sapiens GN=MYH11 PE=1 SV=3227326.6 76 28 0 7 76 43.08703 0 34.813 0.0003 0.00019 0 0.0002 673 912 729
832 PSD7_HUMAN P51665 PSMD7 (MOV34L)26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=237007.5 11 4 2 1 11 6.15529 5.63717 4.9733 0.0003 0.00017 0.00015 0.0001 732 985 627 770
833 GBLP_HUMAN P63244 GNB2L1 (HLC7) (PIG21)Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=335058.9 10 6 1 0 10 9.232936 2.81858 0 0.0003 0.00026 8E-05 0 755 723 747
834 NTF2_HUMAN P61970 NUTF2 (NTF2) Nuclear transport factor 2 OS=Homo sapiens GN=NUTF2 PE=1 SV=114460.9 3 4 0 0 3 6.15529 0 0 0.0002 0.00043 0 0 905 523
835 CALD1_HUMAN Q05682 CALD1 (CAD) (CDM)Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=293232.8 32 2 2 9 32 3.077645 5.63717 44.76 0.0003 3.3E-05 6E-05 0.0005 656 1712 787 424
836 COX19_HUMAN Q49B96 COX19 Cytochrome c oxidase assembly protein COX19 OS=Homo sapiens GN=COX19 PE=1 SV=110376.6 5 0 0 5 0 0 0 0.0005 0 0 0 493
837 EMAL2_HUMAN O95834 EML2 (EMAP2) (EMAPL2)Echinoderm microtubule-associated protein-like 2 OS=Homo sapiens GN=EML2 PE=1 SV=170659.3 15 13 6 0 15 20.00469 16.9115 0 0.0002 0.00028 0.00024 0 899 693 536
838 HEMH_HUMAN P22830 FECH Ferrochelatase, mitochondrial OS=Homo sapiens GN=FECH PE=1 SV=247845.1 6 16 0 1 6 24.62116 0 4.9733 0.0001 0.00051 0 0.0001 1176 448 826
839 LAMB2_HUMAN P55268 LAMB2 (LAMS)Laminin subunit beta-2 OS=Homo sapiens GN=LAMB2 PE=1 SV=2195957.9 80 14 0 0 80 21.54352 0 0 0.0004 0.00011 0 0 558 1197
840 LYRM2_HUMAN Q9NU23 LYRM2 LYR motif-containing protein 2 OS=Homo sapiens GN=LYRM2 PE=2 SV=110431.8 3 1 0 1 3 1.538823 0 4.9733 0.0003 0.00015 0 0.0005 751 1041 427
841 HYES_HUMAN P34913 EPHX2 Epoxide hydrolase 2 OS=Homo sapiens GN=EPHX2 PE=1 SV=262599.1 19 6 1 4 19 9.232936 2.81858 19.893 0.0003 0.00015 4.5E-05 0.0003 721 1042 819 530
842 CSN5_HUMAN Q92905 COPS5 (CSN5) (JAB1)COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=437561.9 9 3 4 2 9 4.616468 11.2743 9.9467 0.0002 0.00012 0.0003 0.0003 846 1142 491 585
843 NHLC2_HUMAN Q8NBF2 NHLRC2 NHL repeat-containing protein 2 OS=Homo sapiens GN=NHLRC2 PE=1 SV=179427.5 30 5 0 3 30 7.694113 0 14.92 0.0004 9.7E-05 0 0.0002 598 1262 678
844 IPP2_HUMAN P41236 PPP1R2 (IPP2) Protein phosphatase inhibitor 2 OS=Homo sapiens GN=PPP1R2 PE=1 SV=222998 8 3 0 0 8 4.616468 0 0 0.0003 0.0002 0 0 649 879
845 K1C17_HUMAN Q04695 KRT17 Keratin, type I cytoskeletal 17 OS=Homo sapiens GN=KRT17 PE=1 SV=248088.7 22 1 0 22 0 2.81858 0 0.0005 0 5.9E-05 0 512 795
846 DP13A_HUMAN Q9UKG1 APPL1 (APPL) (DIP13A) (KIAA1428)DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=179647.1 14 13 9 2 14 20.00469 25.3673 9.9467 0.0002 0.00025 0.00032 0.0001 1007 753 473 789
847 PPR1A_HUMAN Q13522 PPP1R1A (IPP1)Protein phosphatase 1 regulatory subunit 1A OS=Homo sapiens GN=PPP1R1A PE=1 SV=118921.3 1 5 1 2 1 7.694113 2.81858 9.9467 5E-05 0.00041 0.00015 0.0005 1600 540 630 405
848 PREY_HUMAN Q96I23 PREY Protein preY, mitochondrial OS=Homo sapiens GN=PREY PE=1 SV=112637.2 0 2 4 0 0 3.077645 11.2743 0 0 0.00024 0.00089 0 771 270
849 CERU_HUMAN P00450 CP Ceruloplasmin OS=Homo sapiens GN=CP PE=1 SV=1122189.9 25 20 12 1 25 30.77645 33.823 4.9733 0.0002 0.00025 0.00028 4E-05 914 749 504 937
850 FIS1_HUMAN Q9Y3D6 FIS1 (TTC11) (CGI-135)Mitochondrial fission 1 protein OS=Homo sapiens GN=FIS1 PE=1 SV=216920.3 5 0 3 5 0 0 14.92 0.0003 0 0 0.0009 736 293
851 RS15A_HUMAN P62244 RPS15A (OK/SW-cl.82)40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=214822 2 1 0 4 2 1.538823 0 19.893 0.0001 0.0001 0 0.0013 1136 1226 216
852 RANG_HUMAN P43487 RANBP1 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=123292.8 11 0 0 11 0 0 0 0.0005 0 0 0 502
853 AL1B1_HUMAN P30837 ALDH1B1 (ALDH5) (ALDHX)Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=2 SV=257220.8 17 9 0 1 17 13.8494 0 4.9733 0.0003 0.00024 0 9E-05 734 774 858
854 PNPH_HUMAN P00491 NP (PNP) Purine nucleoside phosphorylase OS=Homo sapiens GN=NP PE=1 SV=232100 14 1 0 0 14 1.538823 0 0 0.0004 4.8E-05 0 0 535 1582
855 USMG5_HUMANQ96IX5 USMG5 (HCVFTP2) (PD04912)Up-regulated during skeletal muscle growth protein 5 OS=Homo sapiens GN=USMG5 PE=2 SV=16440 3 0 0 3 0 0 0 0.0005 0 0 0 506
856 PROF2_HUMAN P35080 PFN2 Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=315028.2 2 2 3 0 2 3.077645 8.45575 0 0.0001 0.0002 0.00056 0 1138 864 364
857 LEG7_HUMAN P47929 LGALS7 (PIG1)Galectin-7 OS=Homo sapiens GN=LGALS7 PE=1 SV=215056.7 2 5 0 2 0 14.0929 0 0.0001 0 0.00094 0 1139 264
858 PRS6B_HUMAN P43686 PSMC4 (MIP224) (TBP7)26S protease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 SV=247349.7 6 16 0 0 6 24.62116 0 0 0.0001 0.00052 0 0 1172 443
859 NAT13_HUMAN Q9GZZ1 NAT13 (MAK3) (NAT5)N-acetyltransferase 13 OS=Homo sapiens GN=NAT13 PE=1 SV=119380.9 9 0 0 9 0 0 0 0.0005 0 0 0 507
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860 COQ3_HUMAN Q9NZJ6 COQ3 (UG0215E05)Hexaprenyldihydroxybenzoate methyltransferase, mitochondrial OS=Homo sapiens GN=COQ3 PE=2 SV=240980.1 8 5 3 3 8 7.694113 8.45575 14.92 0.0002 0.00019 0.00021 0.0004 950 919 566 495
861 IMB1_HUMAN Q14974 KPNB1 (NTF97)Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=297153.3 36 4 5 0 36 6.15529 14.0929 0 0.0004 6.3E-05 0.00015 0 607 1487 635
862 FAH2A_HUMAN Q96GK7 FAHD2A (CGI-105)Fumarylacetoacetate hydrolase domain-containing protein 2A OS=Homo sapiens GN=FAHD2A PE=1 SV=134577.2 9 7 0 0 9 10.77176 0 0 0.0003 0.00031 0 0 801 650
863 TBB6_HUMAN Q9BUF5 TUBB6 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=149839.1 5 18 0 0 5 27.69881 0 0 0.0001 0.00056 0 0 1298 416
864 DDX1_HUMAN Q92499 DDX1 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=282415.1 17 15 6 0 17 23.08234 16.9115 0 0.0002 0.00028 0.00021 0 908 698 569
865 RTC1_HUMAN O00442 RTCD1 (RPC) (RPC1) (RTC1)RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCD1 PE=1 SV=139319.5 6 12 0 0 6 18.46587 0 0 0.0002 0.00047 0 0 1066 489
866 SPTB2_HUMAN Q01082 SPTBN1 (SPTB2)Spectrin beta chain, brain 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2274595.4 84 34 7 0 84 52.31997 19.7301 0 0.0003 0.00019 7.2E-05 0 716 907 767
867 GBB1_HUMAN P62873 GNB1 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=337359.5 4 5 8 0 4 7.694113 22.5487 0 0.0001 0.00021 0.0006 0 1261 858 350
868 PNPT1_HUMAN Q8TCS8 PNPT1 (PNPASE)Polyribonucleotide nucleotidyltransferase 1, mitochondrial OS=Homo sapiens GN=PNPT1 PE=1 SV=285934.1 14 25 0 0 14 38.47056 0 0 0.0002 0.00045 0 0 1037 504
869 VAT1_HUMAN Q99536 VAT1 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=241901.8 16 0 3 16 0 0 14.92 0.0004 0 0 0.0004 593 502
870 DCTN1_HUMAN Q14203 DCTN1 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3141679.6 52 8 3 1 52 12.31058 8.45575 4.9733 0.0004 8.7E-05 6E-05 4E-05 615 1322 791 947
871 RGN_HUMAN Q15493 RGN (SMP30) Regucalcin OS=Homo sapiens GN=RGN PE=1 SV=133234.9 8 7 0 0 8 10.77176 0 0 0.0002 0.00032 0 0 844 627
872 SYUG_HUMAN O76070 SNCG (BCSG1) (PERSYN) (PRSN)Gamma-synuclein OS=Homo sapiens GN=SNCG PE=1 SV=213311.6 5 1 0 0 5 1.538823 0 0 0.0004 0.00012 0 0 599 1171
873 SEC13_HUMAN P55735 SEC13 (D3S1231E) (SEC13L1) (SEC13R)Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=335521.6 1 7 6 2 1 10.77176 16.9115 9.9467 3E-05 0.0003 0.00048 0.0003 1792 664 394 573
874 APEX1_HUMAN P27695 APEX1 (APE) (APEX) (APX) (HAP1) (REF1)DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=235537.7 7 6 0 3 7 9.232936 0 14.92 0.0002 0.00026 0 0.0004 944 731 458
875 ECHD2_HUMAN Q86YB7 ECHDC2 Enoyl-CoA hydratase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ECHDC2 PE=2 SV=231108.7 9 5 0 0 9 7.694113 0 0 0.0003 0.00025 0 0 749 762
876 RL12_HUMAN P30050 RPL12 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=117801.1 5 3 0 0 5 4.616468 0 0 0.0003 0.00026 0 0 761 733
877 PSMD2_HUMAN Q13200 PSMD2 (TRAP2)26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3100184.2 36 2 3 4 36 3.077645 8.45575 19.893 0.0004 3.1E-05 8.4E-05 0.0002 622 1742 735 669
878 RN181_HUMAN Q9P0P0 RNF181 (HSPC238)RING finger protein 181 OS=Homo sapiens GN=RNF181 PE=1 SV=117891.1 7 1 0 0 7 1.538823 0 0 0.0004 8.6E-05 0 0 576 1327
879 SMD2_HUMAN P62316 SNRPD2 (SNRPD1)Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=113509.1 5 1 0 0 5 1.538823 0 0 0.0004 0.00011 0 0 608 1177
880 CYTC_HUMAN P01034 CST3 Cystatin-C OS=Homo sapiens GN=CST3 PE=1 SV=115781.2 7 0 0 7 0 0 0 0.0004 0 0 0 527
881 SEPT9_HUMAN Q9UHD8 SEPT9 (KIAA0991) (MSF)Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=265384.3 15 13 0 1 15 20.00469 0 4.9733 0.0002 0.00031 0 8E-05 868 659 876
882 RET1_HUMAN P09455 RBP1 (CRBP1) Retinol-binding protein 1 OS=Homo sapiens GN=RBP1 PE=2 SV=215832.1 3 4 0 0 3 6.15529 0 0 0.0002 0.00039 0 0 965 554
883 RAB1A_HUMAN P62820 RAB1A (RAB1)Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=322660.4 3 4 3 0 3 6.15529 8.45575 0 0.0001 0.00027 0.00037 0 1142 713 444
884 CHM4B_HUMANQ9H444 CHMP4B (C20orf178) (SHAX1)Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B PE=1 SV=124933.2 8 3 0 0 8 4.616468 0 0 0.0003 0.00019 0 0 694 931
885 ARL3_HUMAN P36405 ARL3 (ARFL3) ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=220438.3 7 1 1 0 7 1.538823 2.81858 0 0.0003 7.5E-05 0.00014 0 657 1394 643
886 COTL1_HUMAN Q14019 COTL1 (CLP) Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=315927.2 5 2 0 5 0 5.63717 0 0.0003 0 0.00035 0 706 456
887 LSM6_HUMAN P62312 LSM6 U6 snRNA-associated Sm-like protein LSm6 OS=Homo sapiens GN=LSM6 PE=1 SV=19109.8 4 0 0 4 0 0 0 0.0004 0 0 0 532
888 NDUS6_HUMAN O75380 NDUFS6 NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial OS=Homo sapiens GN=NDUFS6 PE=1 SV=113693.3 2 4 0 0 2 6.15529 0 0 0.0001 0.00045 0 0 1088 501
889 PUR8_HUMAN P30566 ADSL (AMPS) Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=254872.5 14 9 0 1 14 13.8494 0 4.9733 0.0003 0.00025 0 9E-05 810 748 850
890 ARF1_HUMAN P84077 ARF1 ADP-ribosylation factor 1 OS=Homo sapiens GN=ARF1 PE=1 SV=220583.7 0 2 7 0 0 3.077645 19.7301 0 0 0.00015 0.00096 0 1036 260
891 ACY1_HUMAN Q03154 ACY1 Aminoacylase-1 OS=Homo sapiens GN=ACY1 PE=1 SV=145866.3 6 6 6 2 6 9.232936 16.9115 9.9467 0.0001 0.0002 0.00037 0.0002 1149 875 452 647
892 IAH1_HUMAN Q2TAA2 IAH1 Isoamyl acetate-hydrolyzing esterase 1 homolog OS=Homo sapiens GN=IAH1 PE=2 SV=127581.7 1 6 5 0 1 9.232936 14.0929 0 4E-05 0.00033 0.00051 0 1725 613 383
893 CBR4_HUMAN Q8N4T8 CBR4 Carbonyl reductase 4 OS=Homo sapiens GN=CBR4 PE=2 SV=225301.3 3 8 0 0 3 12.31058 0 0 0.0001 0.00049 0 0 1209 474
894 RS3A_HUMAN P61247 RPS3A (MFTL) 40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=229927.3 6 6 0 1 6 9.232936 0 4.9733 0.0002 0.00031 0 0.0002 928 653 712
895 NEK7_HUMAN Q8TDX7 NEK7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=134533.9 12 3 0 0 12 4.616468 0 0 0.0003 0.00013 0 0 651 1089
896 ETHE1_HUMAN O95571 ETHE1 (HSCO)Protein ETHE1, mitochondrial OS=Homo sapiens GN=ETHE1 PE=1 SV=227855.2 4 8 0 0 4 12.31058 0 0 0.0001 0.00044 0 0 1099 507
897 PURA_HUMAN Q00577 PURA (PUR1) Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=234893.1 3 7 4 1 3 10.77176 11.2743 4.9733 9E-05 0.00031 0.00032 0.0001 1383 652 470 753
898 KU70_HUMAN P12956 XRCC6 (G22P1)ATP-dependent DNA helicase 2 subunit 1 OS=Homo sapiens GN=XRCC6 PE=1 SV=269828.4 18 4 5 3 18 6.15529 14.0929 14.92 0.0003 8.8E-05 0.0002 0.0002 806 1311 571 651
899 TOLIP_HUMAN Q9H0E2 TOLLIP Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=130263.4 7 6 0 0 7 9.232936 0 0 0.0002 0.00031 0 0 863 660
900 F262_HUMAN O60825 PFKFB2 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2 OS=Homo sapiens GN=PFKFB2 PE=1 SV=258460 16 5 2 2 16 7.694113 5.63717 9.9467 0.0003 0.00013 9.6E-05 0.0002 778 1100 710 706
901 ADRM1_HUMANQ16186 ADRM1 (GP110)Protein ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=242136.2 11 1 6 0 11 1.538823 16.9115 0 0.0003 3.7E-05 0.0004 0 796 1683 425
902 LAMA2_HUMAN P24043 LAMA2 (LAMM)Laminin subunit alpha-2 OS=Homo sapiens GN=LAMA2 PE=1 SV=3342752.6 75 55 6 10 75 84.63524 16.9115 49.733 0.0002 0.00025 4.9E-05 0.0001 886 765 813 747
903 PREP_HUMAN Q5JRX3 PITRM1 (KIAA1104) (MP1)Presequence protease, mitochondrial OS=Homo sapiens GN=PITRM1 PE=1 SV=2117439.4 29 12 3 6 29 18.46587 8.45575 29.84 0.0002 0.00016 7.2E-05 0.0003 826 1017 765 598
904 A1BG_HUMAN P04217 A1BG Alpha-1B-glycoprotein OS=Homo sapiens GN=A1BG PE=1 SV=354254.4 10 11 2 0 10 16.92705 5.63717 0 0.0002 0.00031 0.0001 0 984 649 699
905 RAB5B_HUMAN P61020 RAB5B Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=123688.9 7 1 0 2 7 1.538823 0 9.9467 0.0003 6.5E-05 0 0.0004 737 1476 457
906 NADC_HUMAN Q15274 QPRT Nicotinate-nucleotide pyrophosphorylase [carboxylating] OS=Homo sapiens GN=QPRT PE=1 SV=230797.3 6 7 0 0 6 10.77176 0 0 0.0002 0.00035 0 0 952 593
907 RCL_HUMAN O43598 RCL (C6orf108)c-Myc-responsive protein Rcl OS=Homo sapiens GN=RCL PE=1 SV=119090.3 5 3 0 0 5 4.616468 0 0 0.0003 0.00024 0 0 792 775
908 PGBM_HUMAN P98160 HSPG2 Basement membrane-specific heparan sulfate proteoglycan core protein OS=Homo sapiens GN=HSPG2 PE=1 SV=2468787.5 100 77 19 0 100 118.4893 53.5531 0 0.0002 0.00025 0.00011 0 897 745 678
909 CSN3_HUMAN Q9UNS2 COPS3 (CSN3) COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=347856.5 10 4 3 3 10 6.15529 8.45575 14.92 0.0002 0.00013 0.00018 0.0003 903 1115 595 539
910 LMCD1_HUMAN Q9NZU5 LMCD1 LIM and cysteine-rich domains protein 1 OS=Homo sapiens GN=LMCD1 PE=1 SV=140815.1 12 5 0 0 12 7.694113 0 0 0.0003 0.00019 0 0 739 916
911 IF2A_HUMAN P05198 EIF2S1 (EIF2A)Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=336094.7 9 4 2 0 9 6.15529 5.63717 0 0.0002 0.00017 0.00016 0 825 973 618
912 ULA1_HUMAN Q13564 NAE1 (APPBP1) (HPP1)NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=160230.3 11 3 8 3 11 4.616468 22.5487 14.92 0.0002 7.7E-05 0.00037 0.0002 990 1383 443 607
913 GSTM3_HUMAN P21266 GSTM3 (GST5)Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=326543.1 4 2 5 4 0 5.63717 24.867 0.0002 0 0.00021 0.0009 1071 556 279
914 ADX_HUMAN P10109 FDX1 (ADX) Adrenodoxin, mitochondrial OS=Homo sapiens GN=FDX1 PE=1 SV=119375.1 6 2 0 0 6 3.077645 0 0 0.0003 0.00016 0 0 708 1009
915 ARSA1_HUMAN O43681 ASNA1 (ARSA)Arsenical pump-driving ATPase OS=Homo sapiens GN=ASNA1 PE=2 SV=238775.5 5 11 0 0 5 16.92705 0 0 0.0001 0.00044 0 0 1158 513
916 STAT_HUMAN P02808 STATH Statherin OS=Homo sapiens GN=STATH PE=1 SV=27286.8 0 1 2 0 0 1.538823 5.63717 0 0 0.00021 0.00077 0 842 298
917 NOL3_HUMAN O60936 NOL3 (ARC) (NOP)Nucleolar protein 3 OS=Homo sapiens GN=NOL3 PE=1 SV=124309.7 4 5 1 0 4 7.694113 2.81858 0 0.0002 0.00032 0.00012 0 1035 642 675
918 SGTA_HUMAN O43765 SGTA (SGT) (SGT1)Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=134045.9 7 3 4 0 7 4.616468 11.2743 0 0.0002 0.00014 0.00033 0 911 1076 467
919 RL7_HUMAN P18124 RPL7 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=129209.7 10 1 1 0 10 1.538823 2.81858 0 0.0003 5.3E-05 9.6E-05 0 658 1554 708
920 MOS2S_HUMAN O96033 MOCS2 (MOCO1)Molybdenum cofactor synthesis protein 2 small subunit OS=Homo sapiens GN=MOCS2 PE=2 SV=19737.2 3 1 0 0 3 1.538823 0 0 0.0003 0.00016 0 0 711 1015
921 AMBP_HUMAN P02760 AMBP (HCP) (ITIL)AMBP protein OS=Homo sapiens GN=AMBP PE=1 SV=138981.5 10 6 0 0 10 9.232936 0 0 0.0003 0.00024 0 0 807 787
922 ORN_HUMAN Q9Y3B8 REXO2 (SFN) (SMFN) (CGI-114)Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=326815.7 2 4 4 1 2 6.15529 11.2743 4.9733 7E-05 0.00023 0.00042 0.0002 1461 798 418 684
923 RB11B_HUMAN Q15907 RAB11B (YPT3)Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=424471 5 4 1 0 5 6.15529 2.81858 0 0.0002 0.00025 0.00012 0 916 751 677
924 ERH_HUMAN P84090 ERH Enhancer of rudimentary homolog OS=Homo sapiens GN=ERH PE=1 SV=112241.3 4 1 0 0 4 1.538823 0 0 0.0003 0.00013 0 0 682 1127
925 AK1C3_HUMAN P42330 AKR1C3 (DDH1) (HSD17B5) (KIAA0119) (PGFS)Aldo-keto reductase family 1 member C3 OS=Homo sapiens GN=AKR1C3 PE=1 SV=336827.1 9 6 0 0 9 9.232936 0 0 0.0002 0.00025 0 0 833 754
926 HPRT_HUMAN P00492 HPRT1 (HPRT)Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=224562.2 0 10 0 0 0 15.38823 0 0 0 0.00063 0 0 384
927 PDK1_HUMAN Q15118 PDK1 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 1, mitochondrial OS=Homo sapiens GN=PDK1 PE=1 SV=149227.8 12 4 3 1 12 6.15529 8.45575 4.9733 0.0002 0.00013 0.00017 0.0001 836 1131 598 831
928 UBE2B_HUMAN P63146 UBE2B (RAD6B)Ubiquitin-conjugating enzyme E2 B OS=Homo sapiens GN=UBE2B PE=1 SV=117294.6 4 3 0 0 4 4.616468 0 0 0.0002 0.00027 0 0 864 719
929 UCRI_HUMAN P47985 UQCRFS1 Cytochrome b-c1 complex subunit Rieske, mitochondrial OS=Homo sapiens GN=UQCRFS1 PE=1 SV=229649.8 0 6 5 1 0 9.232936 14.0929 4.9733 0 0.00031 0.00048 0.0002 651 395 710
930 RAB12_HUMAN Q6IQ22 RAB12 Putative Ras-related protein Rab-12 OS=Homo sapiens GN=RAB12 PE=5 SV=327231.7 10 0 1 10 0 0 4.9733 0.0004 0 0 0.0002 614 686
931 ABHDB_HUMAN Q8NFV4 ABHD11 (WBSCR21) (PP1226)Abhydrolase domain-containing protein 11 OS=Homo sapiens GN=ABHD11 PE=2 SV=134672.2 13 1 0 0 13 1.538823 0 0 0.0004 4.4E-05 0 0 602 1614
932 SYDC_HUMAN P14868 DARS (PIG40) Aspartyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=257118.7 21 2 0 0 21 3.077645 0 0 0.0004 5.4E-05 0 0 611 1549
933 GALK1_HUMAN P51570 GALK1 (GALK) Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=142254.1 6 11 0 0 6 16.92705 0 0 0.0001 0.0004 0 0 1103 544
934 CCD44_HUMAN Q9BSH4 CCDC44 (PRO0477)Coiled-coil domain-containing protein 44 OS=Homo sapiens GN=CCDC44 PE=1 SV=132459.3 7 5 0 1 7 7.694113 0 4.9733 0.0002 0.00024 0 0.0002 891 786 728
935 DYHC1_HUMAN Q14204 DYNC1H1 (DHC1) (DNCH1) (DNCL) (DNECL) (DYHC) (KIAA0325)Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5532387.6 164 32 13 3 164 49.24232 36.6416 14.92 0.0003 9.2E-05 6.9E-05 3E-05 712 1282 775 955
936 GATCL_HUMAN O43716 GATC (15E1.2)GatC-like protein OS=Homo sapiens GN=GATC PE=2 SV=115068.1 4 2 0 0 4 3.077645 0 0 0.0003 0.0002 0 0 788 868
937 SYG_HUMAN P41250 GARS Glycyl-tRNA synthetase OS=Homo sapiens GN=GARS PE=1 SV=283123.5 11 5 16 1 11 7.694113 45.0973 4.9733 0.0001 9.3E-05 0.00054 6E-05 1144 1281 370 904
938 H2A1A_HUMAN Q96QV6 HIST1H2AA (H2AFR)Histone H2A type 1-A OS=Homo sapiens GN=HIST1H2AA PE=1 SV=315127.1 6 0 0 6 0 0 0 0.0004 0 0 0 565
939 CO9_HUMAN P02748 C9 Complement component C9 OS=Homo sapiens GN=C9 PE=1 SV=263156.8 12 9 0 4 12 13.8494 0 19.893 0.0002 0.00022 0 0.0003 964 817 535
940 TPPC3_HUMAN O43617 TRAPPC3 (BET3) (CDABP0066)Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=120256.7 8 0 0 8 0 0 0 0.0004 0 0 0 569
941 SYSM_HUMAN Q9NP81 SARS2 (SARSM)Seryl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=SARS2 PE=1 SV=158265.5 16 3 4 0 16 4.616468 11.2743 0 0.0003 7.9E-05 0.00019 0 776 1366 578
942 CSTP1_HUMAN Q9BRF8 CPPED1 Uncharacterized metallophosphoesterase CSTP1 OS=Homo sapiens GN=CSTP1 PE=1 SV=235558.6 11 3 0 0 11 4.616468 0 0 0.0003 0.00013 0 0 710 1111
943 CA069_HUMAN Q5T440 C1orf69 Putative transferase C1orf69, mitochondrial OS=Homo sapiens GN=C1orf69 PE=1 SV=138137.5 12 3 0 0 12 4.616468 0 0 0.0003 0.00012 0 0 704 1153
944 HINT3_HUMAN Q9NQE9 HINT3 Histidine triad nucleotide-binding protein 3 OS=Homo sapiens GN=HINT3 PE=1 SV=120343 3 5 0 0 3 7.694113 0 0 0.0001 0.00038 0 0 1081 566
945 TPP1_HUMAN O14773 TPP1 (CLN2) (GIG1) (UNQ267/PRO304)Tripeptidyl-peptidase 1 OS=Homo sapiens GN=TPP1 PE=1 SV=261229.6 8 10 6 0 8 15.38823 16.9115 0 0.0001 0.00025 0.00028 0 1150 752 506
946 DC1I2_HUMAN Q13409 DYNC1I2 (DNCI2) (DNCIC2)Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=371437.8 19 3 5 1 19 4.616468 14.0929 4.9733 0.0003 6.5E-05 0.0002 7E-05 786 1480 575 890
947 CA123_HUMAN Q9NWV4 C1orf123 UPF0587 protein C1orf123 OS=Homo sapiens GN=C1orf123 PE=1 SV=118030.7 3 4 0 0 3 6.15529 0 0 0.0002 0.00034 0 0 1032 603
948 SPSY_HUMAN P52788 SMS Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=241251.5 6 8 0 2 6 12.31058 0 9.9467 0.0001 0.0003 0 0.0002 1090 675 622
949 TIM10_HUMAN P62072 TIMM10 (TIM10)Mitochondrial import inner membrane translocase subunit Tim10 OS=Homo sapiens GN=TIMM10 PE=1 SV=110314.9 2 1 1 2 0 2.81858 4.9733 0.0002 0 0.00027 0.0005 955 507 421
950 SYQ_HUMAN P47897 QARS Glutaminyl-tRNA synthetase OS=Homo sapiens GN=QARS PE=1 SV=187781.9 21 5 8 0 21 7.694113 22.5487 0 0.0002 8.8E-05 0.00026 0 847 1315 519
951 2ABA_HUMAN P63151 PPP2R2A Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=151675.4 11 8 0 1 11 12.31058 0 4.9733 0.0002 0.00024 0 1E-04 898 783 838
952 NPS3A_HUMAN Q9UFN0 NIPSNAP3A (NIPSNAP4) (HSPC299)Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=228448.9 0 11 0 0 0 16.92705 0 0 0 0.00059 0 0 394
953 NT5D1_HUMAN Q5TFE4 NT5DC1 (NT5C2L1) (LP2642)5'-nucleotidase domain-containing protein 1 OS=Homo sapiens GN=NT5DC1 PE=1 SV=151829.5 6 8 4 2 6 12.31058 11.2743 9.9467 0.0001 0.00024 0.00022 0.0002 1229 785 551 672
954 DDAH1_HUMANO94760 DDAH1 (DDAH)N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=331103.7 5 5 0 2 5 7.694113 0 9.9467 0.0002 0.00025 0 0.0003 1041 761 529
955 NQO2_HUMAN P16083 NQO2 (NMOR2)Ribosyldihydronicotinamide dehydrogenase [quinone] OS=Homo sapiens GN=NQO2 PE=1 SV=425934.8 1 7 0 2 1 10.77176 0 9.9467 4E-05 0.00042 0 0.0004 1703 532 481
956 SYRC_HUMAN P54136 RARS Arginyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=275364 15 13 1 0 15 20.00469 2.81858 0 0.0002 0.00027 3.7E-05 0 933 720 831
957 PTER_HUMAN Q96BW5 PTER Phosphotriesterase-related protein OS=Homo sapiens GN=PTER PE=1 SV=139000.9 6 9 0 0 6 13.8494 0 0 0.0002 0.00036 0 0 1063 587
958 TXND4_HUMAN Q9BS26 ERP44 Thioredoxin domain-containing protein 4 OS=Homo sapiens GN=TXNDC4 PE=1 SV=146954.5 6 7 3 2 6 10.77176 8.45575 9.9467 0.0001 0.00023 0.00018 0.0002 1168 799 592 658
959 SPTA2_HUMAN Q13813 SPTAN1 (SPTA2)Spectrin alpha chain, brain OS=Homo sapiens GN=SPTAN1 PE=1 SV=3284524.7 81 25 0 3 81 38.47056 0 14.92 0.0003 0.00014 0 5E-05 756 1081 914
960 FETUA_HUMAN P02765 AHSG (FETUA) (PRO2743)Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=139305.4 2 13 0 0 2 20.00469 0 0 5E-05 0.00051 0 0 1615 450
961 FA49B_HUMAN Q9NUQ9 FAM49B (BM-009)Protein FAM49B OS=Homo sapiens GN=FAM49B PE=1 SV=136730.7 11 2 1 0 11 3.077645 2.81858 0 0.0003 8.4E-05 7.7E-05 0 730 1338 754
962 ENOG_HUMAN P09104 ENO2 Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=347251.7 15 3 0 0 15 4.616468 0 0 0.0003 9.8E-05 0 0 698 1258
963 TRXR1_HUMAN Q16881 TXNRD1 (KDRF)Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=370888.9 14 5 8 0 14 7.694113 22.5487 0 0.0002 0.00011 0.00032 0 941 1203 474
964 TBB2A_HUMAN Q13885 TUBB2A (TUBB2)Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=149889.1 13 6 0 0 13 9.232936 0 0 0.0003 0.00019 0 0 797 932
965 ST1A3_HUMAN P50224 SULT1A3 (STM); SULT1A4Sulfotransferase 1A3/1A4 OS=Homo sapiens GN=SULT1A3 PE=1 SV=134178.8 10 3 0 0 10 4.616468 0 0 0.0003 0.00014 0 0 741 1082
966 IPKG_HUMAN Q9Y2B9 PKIG cAMP-dependent protein kinase inhibitor gamma OS=Homo sapiens GN=PKIG PE=1 SV=17892.3 0 1 2 0 0 1.538823 5.63717 0 0 0.00019 0.00071 0 893 313
967 C10_HUMAN Q99622 C12orf57 (C10)Protein C10 OS=Homo sapiens GN=C12orf57 PE=2 SV=113160.1 1 2 0 2 1 3.077645 0 9.9467 8E-05 0.00023 0 0.0008 1451 790 325
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968 DHSB_HUMAN P21912 SDHB (SDH) (SDH1)Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Homo sapiens GN=SDHB PE=1 SV=331613 4 8 0 0 4 12.31058 0 0 0.0001 0.00039 0 0 1173 552
969 HDD1A_HUMANQ08623 HDHD1A (DXF68S1E) (FAM16AX) (GS1)Haloacid dehalogenase-like hydrolase domain-containing protein 1A OS=Homo sapiens GN=HDHD1A PE=2 SV=223713.2 0 5 0 4 0 7.694113 0 19.893 0 0.00032 0 0.0008 626 303
970 LRC47_HUMAN Q8N1G4 LRRC47 (KIAA1185)Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=163456.7 11 9 0 4 11 13.8494 0 19.893 0.0002 0.00022 0 0.0003 1016 824 537
971 ACAD9_HUMAN Q9H845 ACAD9 Acyl-CoA dehydrogenase family member 9, mitochondrial OS=Homo sapiens GN=ACAD9 PE=1 SV=168744.8 13 2 9 2 13 3.077645 25.3673 9.9467 0.0002 4.5E-05 0.00037 0.0001 966 1608 451 749
972 BAX_HUMAN Q07812 BAX (BCL2L4) Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=121167.2 7 1 0 0 7 1.538823 0 0 0.0003 7.3E-05 0 0 676 1418
973 ITIH4_HUMAN Q14624 ITIH4 (IHRP) (ITIHL1) (PK120) (PRO1851)Inter-alpha-trypsin inhibitor heavy chain H4 OS=Homo sapiens GN=ITIH4 PE=1 SV=3103308.4 18 14 7 0 18 21.54352 19.7301 0 0.0002 0.00021 0.00019 0 1014 851 581
974 SPB9_HUMAN P50453 SERPINB9 (PI9)Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=142386.3 5 8 3 0 5 12.31058 8.45575 0 0.0001 0.00029 0.0002 0 1215 686 572
975 PPM1A_HUMAN P35813 PPM1A (PPPM1A)Protein phosphatase 1A OS=Homo sapiens GN=PPM1A PE=1 SV=142429.4 9 7 0 0 9 10.77176 0 0 0.0002 0.00025 0 0 901 744
976 PSB4_HUMAN P28070 PSMB4 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=429187 0 5 6 0 0 7.694113 16.9115 0 0 0.00026 0.00058 0 722 360
977 PDP1_HUMAN Q9P0J1 PDP1 (PDP) (PPM2C)[Pyruvate dehydrogenase [acetyl-transferring]]-phosphatase 1, mitochondrial OS=Homo sapiens GN=PDP1 PE=1 SV=361036.7 15 7 0 1 15 10.77176 0 4.9733 0.0002 0.00018 0 8E-05 831 960 869
978 MYH6_HUMAN P13533 MYH6 (MYHCA)Myosin-6 OS=Homo sapiens GN=MYH6 PE=1 SV=3223677.5 48 27 1 8 48 41.54821 2.81858 39.787 0.0002 0.00019 1.3E-05 0.0002 894 927 862 692
979 MARE3_HUMANQ9UPY8 MAPRE3 Microtubule-associated protein RP/EB family member 3 OS=Homo sapiens GN=MAPRE3 PE=1 SV=131964.8 3 3 5 1 3 4.616468 14.0929 4.9733 9E-05 0.00014 0.00044 0.0002 1337 1050 413 726
980 STUB1_HUMAN Q9UNE7 STUB1 (CHIP) (PP1131)STIP1 homology and U box-containing protein 1 OS=Homo sapiens GN=STUB1 PE=1 SV=234839 5 8 0 0 5 12.31058 0 0 0.0001 0.00035 0 0 1100 590
981 ACTN4_HUMAN O43707 ACTN4 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2104839.2 34 2 2 1 34 3.077645 5.63717 4.9733 0.0003 2.9E-05 5.4E-05 5E-05 686 1761 807 925
982 EFG1_HUMAN Q96RP9 GFM1 (EFG) (EFG1) (GFM)Elongation factor G 1, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=283455.5 19 10 0 2 19 15.38823 0 9.9467 0.0002 0.00018 0 0.0001 870 936 802
983 PLEC1_HUMAN Q15149 PLEC1 Plectin-1 OS=Homo sapiens GN=PLEC1 PE=1 SV=2531707.9 180 13 2 2 180 20.00469 5.63717 9.9467 0.0003 3.8E-05 1.1E-05 2E-05 664 1672 863 965
984 TIM44_HUMAN O43615 TIMM44 (MIMT44) (TIM44)Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=251339.1 15 4 0 0 15 6.15529 0 0 0.0003 0.00012 0 0 743 1159
985 SDCB1_HUMAN O00560 SDCBP (MDA9) (SYCL)Syntenin-1 OS=Homo sapiens GN=SDCBP PE=1 SV=132427.3 2 10 0 0 2 15.38823 0 0 6E-05 0.00047 0 0 1541 487
986 KRT83_HUMAN P78385 KRT83 (KRTHB3)Keratin type II cuticular Hb3 OS=Homo sapiens GN=KRT83 PE=1 SV=154195.9 20 0 0 20 0 0 0 0.0004 0 0 0 609
987 APIP_HUMAN Q96GX9 APIP (CGI-29) APAF1-interacting protein OS=Homo sapiens GN=APIP PE=1 SV=127107.4 6 4 0 0 6 6.15529 0 0 0.0002 0.00023 0 0 877 804
988 NPM_HUMAN P06748 NPM1 (NPM) Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=232557.4 7 5 0 0 7 7.694113 0 0 0.0002 0.00024 0 0 893 788
989 ACSF2_HUMAN Q96CM8 ACSF2 (UNQ493/PRO1009)Acyl-CoA synthetase family member 2, mitochondrial OS=Homo sapiens GN=ACSF2 PE=1 SV=268107.5 11 6 2 6 11 9.232936 5.63717 29.84 0.0002 0.00014 8.3E-05 0.0004 1040 1078 743 444
990 RL7A_HUMAN P62424 RPL7A (SURF-3) (SURF3)60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=229978.3 8 1 0 2 8 1.538823 0 9.9467 0.0003 5.1E-05 0 0.0003 784 1562 520
991 H14_HUMAN P10412 HIST1H1E (H1F4)Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=221848.9 1 7 0 0 1 10.77176 0 0 5E-05 0.00049 0 0 1645 470
992 BID_HUMAN P55957 BID BH3-interacting domain death agonist OS=Homo sapiens GN=BID PE=1 SV=121977.3 7 1 0 0 7 1.538823 0 0 0.0003 7E-05 0 0 697 1437
993 6PGL_HUMAN O95336 PGLS 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=227529.5 7 3 0 0 7 4.616468 0 0 0.0003 0.00017 0 0 814 983
994 SFRS3_HUMAN P84103 SFRS3 (SRP20)Splicing factor, arginine/serine-rich 3 OS=Homo sapiens GN=SFRS3 PE=1 SV=119312 3 3 1 0 3 4.616468 2.81858 0 0.0002 0.00024 0.00015 0 1058 781 633
995 YBOX1_HUMAN P67809 YBX1 (NSEP1) (YB1)Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=335905.7 9 2 0 2 9 3.077645 0 9.9467 0.0003 8.6E-05 0 0.0003 822 1329 575
996 LPPRC_HUMAN P42704 LRPPRC (LRP130)Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3157894.2 23 22 1 11 23 33.8541 2.81858 54.707 0.0001 0.00021 1.8E-05 0.0003 1089 833 855 509
997 SAKS1_HUMAN Q04323 UBXN1 SAPK substrate protein 1 OS=Homo sapiens GN=SAKS1 PE=1 SV=233307.4 6 3 1 2 6 4.616468 2.81858 9.9467 0.0002 0.00014 8.5E-05 0.0003 996 1066 734 550
998 ARHL2_HUMAN Q9NX46 ADPRHL2 (ARH3)Poly(ADP-ribose) glycohydrolase ARH3 OS=Homo sapiens GN=ADPRHL2 PE=1 SV=138929.3 5 9 0 0 5 13.8494 0 0 0.0001 0.00036 0 0 1161 586
999 PSD12_HUMAN O00232 PSMD12 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=352888.2 13 3 0 3 13 4.616468 0 14.92 0.0002 8.7E-05 0 0.0003 830 1317 571

1000 PACN2_HUMAN Q9UNF0 PACSIN2 Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens GN=PACSIN2 PE=1 SV=255720.9 1 19 0 0 1 29.23763 0 0 2E-05 0.00052 0 0 1900 435
1001 IF4E_HUMAN P06730 EIF4E (EIF4EL1) (EIF4F)Eukaryotic translation initiation factor 4E OS=Homo sapiens GN=EIF4E PE=1 SV=225079.6 0 2 7 0 0 3.077645 19.7301 0 0 0.00012 0.00079 0 1144 295
1002 MEMO1_HUMANQ9Y316 MEMO1 (C2orf4) (NS5ATP7) (CGI-27)Protein MEMO1 OS=Homo sapiens GN=MEMO1 PE=1 SV=133715.7 7 3 0 2 7 4.616468 0 9.9467 0.0002 0.00014 0 0.0003 904 1072 558
1003 PRPK_HUMAN Q96S44 TP53RK (C20orf64) (PRPK)TP53-regulating kinase OS=Homo sapiens GN=TP53RK PE=1 SV=228143.2 5 5 0 0 5 7.694113 0 0 0.0002 0.00027 0 0 1003 710
1004 SNX12_HUMAN Q9UMY4 SNX12 Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=319713 3 4 0 0 3 6.15529 0 0 0.0002 0.00031 0 0 1068 648
1005 CRK_HUMAN P46108 CRK Proto-oncogene C-crk OS=Homo sapiens GN=CRK PE=1 SV=233812.8 11 1 0 0 11 1.538823 0 0 0.0003 4.6E-05 0 0 683 1601
1006 HSPB3_HUMAN Q12988 HSPB3 (HSPL27)Heat shock protein beta-3 OS=Homo sapiens GN=HSPB3 PE=2 SV=216948 2 4 0 0 2 6.15529 0 0 0.0001 0.00036 0 0 1214 582
1007 LANC1_HUMAN O43813 LANCL1 (GPR69A)LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=145266.8 6 1 0 9 6 1.538823 0 44.76 0.0001 3.4E-05 0 0.001 1140 1699 270
1008 NPS3B_HUMAN Q9BS92 NIPSNAP3B (NIPSNAP3)Protein NipSnap homolog 3B OS=Homo sapiens GN=NIPSNAP3B PE=2 SV=128295.6 4 6 0 0 4 9.232936 0 0 0.0001 0.00033 0 0 1108 623
1009 PPCS_HUMAN Q9HAB8 PPCS (COAB) Phosphopantothenate--cysteine ligase OS=Homo sapiens GN=PPCS PE=1 SV=233988 10 2 0 0 10 3.077645 0 0 0.0003 9.1E-05 0 0 738 1295
1010 TPD52_HUMAN P55327 TPD52 Tumor protein D52 OS=Homo sapiens GN=TPD52 PE=1 SV=119845.3 2 5 0 0 2 7.694113 0 0 0.0001 0.00039 0 0 1294 556
1011 TR112_HUMAN Q9UI30 AD-001 (HSPC152) (HSPC170)TRM112-like protein OS=Homo sapiens GN=AD-001 PE=1 SV=114181.4 4 1 0 0 4 1.538823 0 0 0.0003 0.00011 0 0 759 1204
1012 UBL5_HUMAN Q9BZL1 UBL5 Ubiquitin-like protein 5 OS=Homo sapiens GN=UBL5 PE=1 SV=18529.2 3 0 0 3 0 0 0 0.0004 0 0 0 634
1013 LACRT_HUMAN Q9GZZ8 LACRT Extracellular glycoprotein lacritin OS=Homo sapiens GN=LACRT PE=1 SV=114228.4 2 3 0 2 0 8.45575 0 0.0001 0 0.00059 0 1115 353
1014 RS2_HUMAN P15880 RPS2 (RPS4) 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=231307.2 7 2 1 1 7 3.077645 2.81858 4.9733 0.0002 9.8E-05 9E-05 0.0002 874 1254 724 723
1015 NNTM_HUMAN Q13423 NNT NAD(P) transhydrogenase, mitochondrial OS=Homo sapiens GN=NNT PE=1 SV=3113881.2 21 16 3 0 21 24.62116 8.45575 0 0.0002 0.00022 7.4E-05 0 983 829 761
1016 MARE2_HUMANQ15555 MAPRE2 (RP1)Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=137013.6 4 6 0 3 4 9.232936 0 14.92 0.0001 0.00025 0 0.0004 1257 759 469
1017 NB5R3_HUMAN P00387 CYB5R3 (DIA1)NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=334218.3 12 0 0 12 0 0 0 0.0004 0 0 0 639
1018 LYRM1_HUMAN O43325 LYRM1 LYR motif-containing protein 1 OS=Homo sapiens GN=LYRM1 PE=2 SV=114264.5 5 0 0 5 0 0 0 0.0004 0 0 0 640
1019 NONO_HUMAN Q15233 NONO (NRB54)Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=454213.6 0 19 0 0 0 29.23763 0 0 0 0.00054 0 0 424
1020 MPPB_HUMAN O75439 PMPCB (MPPB)Mitochondrial-processing peptidase subunit beta OS=Homo sapiens GN=PMPCB PE=2 SV=254349.1 6 12 0 1 6 18.46587 0 4.9733 0.0001 0.00034 0 9E-05 1254 607 847
1021 HMGCL_HUMANP35914 HMGCL Hydroxymethylglutaryl-CoA lyase, mitochondrial OS=Homo sapiens GN=HMGCL PE=1 SV=234342.3 6 3 2 1 6 4.616468 5.63717 4.9733 0.0002 0.00013 0.00016 0.0001 1012 1087 609 748
1022 RL5_HUMAN P46777 RPL5 (MSTP030)60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=334345.5 9 0 3 9 0 0 14.92 0.0003 0 0 0.0004 791 446
1023 S10A7_HUMAN P31151 S100A7 (PSOR1) (S100A7C)Protein S100-A7 OS=Homo sapiens GN=S100A7 PE=1 SV=411453.7 4 0 0 4 0 0 0 0.0003 0 0 0 643
1024 SYHC_HUMAN P12081 HARS (HRS) Histidyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=257394.4 20 0 0 20 0 0 0 0.0003 0 0 0 646
1025 DYN2_HUMAN P50570 DNM2 (DYN2)Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=298049.9 27 5 0 2 27 7.694113 0 9.9467 0.0003 7.8E-05 0 0.0001 773 1376 829
1026 RL31_HUMAN P62899 RPL31 60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=114445.2 2 0 3 2 0 0 14.92 0.0001 0 0 0.001 1122 257
1027 RL11_HUMAN P62913 RPL11 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=220235.2 4 1 0 2 4 1.538823 0 9.9467 0.0002 7.6E-05 0 0.0005 939 1387 414
1028 CECR5_HUMAN Q9BXW7 CECR5 Cat eye syndrome critical region protein 5 OS=Homo sapiens GN=CECR5 PE=2 SV=146303.6 8 7 0 1 8 10.77176 0 4.9733 0.0002 0.00023 0 0.0001 1018 794 817
1029 OXSR1_HUMAN O95747 OXSR1 (KIAA1101) (OSR1)Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=158005.4 16 3 1 0 16 4.616468 2.81858 0 0.0003 8E-05 4.9E-05 0 771 1364 816
1030 EEA1_HUMAN Q15075 EEA1 (ZFYVE2)Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=1162450 39 15 1 1 39 23.08234 2.81858 4.9733 0.0002 0.00014 1.7E-05 3E-05 845 1056 857 952
1031 RT4I1_HUMAN Q8WWV3 RTN4IP1 (NIMP)Reticulon-4-interacting protein 1 OS=Homo sapiens GN=RTN4IP1 PE=1 SV=243571.1 8 3 0 4 8 4.616468 0 19.893 0.0002 0.00011 0 0.0005 986 1214 434
1032 BRK1_HUMAN Q8WUW1 C3orf10 (HSPC300) (MDS027)Probable protein BRICK1 OS=Homo sapiens GN=C3orf10 PE=1 SV=18727.3 3 0 0 3 0 0 0 0.0003 0 0 0 654
1033 SCRN2_HUMAN Q96FV2 SCRN2 Secernin-2 OS=Homo sapiens GN=SCRN2 PE=2 SV=246545.9 7 9 0 0 7 13.8494 0 0 0.0002 0.0003 0 0 1072 677
1034 MPPA_HUMAN Q10713 PMPCA (INPP5E) (KIAA0123) (MPPA)Mitochondrial-processing peptidase subunit alpha OS=Homo sapiens GN=PMPCA PE=1 SV=258235.8 9 7 3 1 9 10.77176 8.45575 4.9733 0.0002 0.00018 0.00015 9E-05 1060 934 634 863
1035 FLNB_HUMAN O75369 FLNB (FLN1L) (FLN3) (TABP) (TAP)Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=1278171.9 67 26 1 1 67 40.00939 2.81858 4.9733 0.0002 0.00014 1E-05 2E-05 841 1052 865 968
1036 BAG3_HUMAN O95817 BAG3 (BIS) BAG family molecular chaperone regulator 3 OS=Homo sapiens GN=BAG3 PE=1 SV=361575.2 15 4 0 2 15 6.15529 0 9.9467 0.0002 1E-04 0 0.0002 837 1241 717
1037 PLST_HUMAN P13797 PLS3 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=370420.5 13 8 1 2 13 12.31058 2.81858 9.9467 0.0002 0.00017 4E-05 0.0001 981 963 829 760
1038 TYPH_HUMAN P19971 TYMP (ECGF1)Thymidine phosphorylase OS=Homo sapiens GN=TYMP PE=1 SV=249937.8 13 4 0 0 13 6.15529 0 0 0.0003 0.00012 0 0 799 1139
1039 ARD1A_HUMAN P41227 ARD1A (ARD1) (TE2)N-terminal acetyltransferase complex ARD1 subunit homolog A OS=Homo sapiens GN=ARD1A PE=1 SV=126441 5 3 0 1 5 4.616468 0 4.9733 0.0002 0.00017 0 0.0002 967 965 676
1040 SYSC_HUMAN P49591 SARS (SERS) Seryl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=358760.6 11 6 0 3 11 9.232936 0 14.92 0.0002 0.00016 0 0.0003 972 1018 599
1041 RAB2A_HUMAN P61019 RAB2A (RAB2)Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=123528.2 6 2 0 0 6 3.077645 0 0 0.0003 0.00013 0 0 811 1105
1042 PRS10_HUMAN P62333 PSMC6 (SUG2)26S protease regulatory subunit S10B OS=Homo sapiens GN=PSMC6 PE=1 SV=144156.9 3 11 1 0 3 16.92705 2.81858 0 7E-05 0.00038 6.4E-05 0 1507 559 783
1043 HAP28_HUMAN Q13442 PDAP1 (HASPP28)28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=120612.8 6 0 1 6 0 0 4.9733 0.0003 0 0 0.0002 747 621
1044 CNPY2_HUMAN Q9Y2B0 CNPY2 (MSAP) (TMEM4) (ZSIG9) (UNQ1943/PRO4426)Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=120634.5 5 1 0 1 5 1.538823 0 4.9733 0.0002 7.5E-05 0 0.0002 838 1400 623
1045 CRYL1_HUMAN Q9Y2S2 CRYL1 (CRY) Lambda-crystallin homolog OS=Homo sapiens GN=CRYL1 PE=2 SV=335401.3 12 0 0 12 0 0 0 0.0003 0 0 0 663
1046 KV122_HUMAN P04430 n.o Ig kappa chain V-I region BAN OS=Homo sapiens PE=1 SV=111822.3 0 1 3 0 0 1.538823 8.45575 0 0 0.00013 0.00072 0 1107 312
1047 KV118_HUMAN P01610 n.o Ig kappa chain V-I region WEA OS=Homo sapiens PE=1 SV=111822.4 0 4 0 0 0 6.15529 0 0 0 0.00052 0 0 441
1048 LSM3_HUMAN P62310 LSM3 (MDS017)U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens GN=LSM3 PE=1 SV=211827.5 4 0 0 4 0 0 0 0.0003 0 0 0 665
1049 LAGE3_HUMAN Q14657 LAGE3 (DXS9879E) (ESO3) (ITBA2)L antigen family member 3 OS=Homo sapiens GN=LAGE3 PE=1 SV=214785.7 3 2 0 0 3 3.077645 0 0 0.0002 0.00021 0 0 922 853
1050 SYK_HUMAN Q15046 KARS (KIAA0070)Lysyl-tRNA synthetase OS=Homo sapiens GN=KARS PE=1 SV=368032.4 15 4 4 0 15 6.15529 11.2743 0 0.0002 9E-05 0.00017 0 880 1297 605
1051 PP1R7_HUMAN Q15435 PPP1R7 (SDS22)Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=141548.3 9 5 0 0 9 7.694113 0 0 0.0002 0.00019 0 0 889 930
1052 ECHD3_HUMAN Q96DC8 ECHDC3 (PP1494) (PP8332)Enoyl-CoA hydratase domain-containing protein 3, mitochondrial OS=Homo sapiens GN=ECHDC3 PE=2 SV=132676 11 0 0 11 0 0 0 0.0003 0 0 0 670
1053 CF125_HUMAN Q9BRT2 C6orf125 Uncharacterized protein C6orf125 OS=Homo sapiens GN=C6orf125 PE=2 SV=114857.4 3 2 0 0 3 3.077645 0 0 0.0002 0.00021 0 0 923 856
1054 MYCBP_HUMAN Q99417 MYCBP (AMY1)C-Myc-binding protein OS=Homo sapiens GN=MYCBP PE=1 SV=311949.2 4 0 0 4 0 0 0 0.0003 0 0 0 672
1055 DC1L2_HUMAN O43237 DYNC1LI2 (DNCLI2) (LIC2)Cytoplasmic dynein 1 light intermediate chain 2 OS=Homo sapiens GN=DYNC1LI2 PE=1 SV=154081.8 12 3 0 3 12 4.616468 0 14.92 0.0002 8.5E-05 0 0.0003 876 1331 577
1056 SYFB_HUMAN Q9NSD9 FARSB (FARSLB) (FRSB) (HSPC173)Phenylalanyl-tRNA synthetase beta chain OS=Homo sapiens GN=FARSB PE=1 SV=266114.6 13 6 0 3 13 9.232936 0 14.92 0.0002 0.00014 0 0.0002 945 1064 639
1057 FBLN2_HUMAN P98095 FBLN2 Fibulin-2 OS=Homo sapiens GN=FBLN2 PE=1 SV=1126521.6 21 17 2 2 21 26.15998 5.63717 9.9467 0.0002 0.00021 4.5E-05 8E-05 1033 857 823 874
1058 BOLA3_HUMAN Q53S33 BOLA3 BolA-like protein 3 OS=Homo sapiens GN=BOLA3 PE=2 SV=112096.4 4 0 0 4 0 0 0 0.0003 0 0 0 677
1059 HMGLX_HUMANQ9UGV6 HMG1L10 (High mobility group protein 1-like 10) High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=324201.2 8 0 0 8 0 0 0 0.0003 0 0 0 678
1060 SYFA_HUMAN Q9Y285 FARSA (FARS) (FARSL) (FARSLA)Phenylalanyl-tRNA synthetase alpha chain OS=Homo sapiens GN=FARSA PE=1 SV=357546.5 3 9 7 0 3 13.8494 19.7301 0 5E-05 0.00024 0.00034 0 1608 778 459
1061 MMAB_HUMAN Q96EY8 MMAB Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Homo sapiens GN=MMAB PE=1 SV=127371.1 8 1 0 0 8 1.538823 0 0 0.0003 5.6E-05 0 0 742 1533
1062 SET_HUMAN Q01105 SET Protein SET OS=Homo sapiens GN=SET PE=1 SV=333471.4 8 2 1 0 8 3.077645 2.81858 0 0.0002 9.2E-05 8.4E-05 0 849 1286 737
1063 PSD10_HUMAN O75832 PSMD10 26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=124410.2 2 6 0 0 2 9.232936 0 0 8E-05 0.00038 0 0 1412 565
1064 KU86_HUMAN P13010 XRCC5 (G22P2)ATP-dependent DNA helicase 2 subunit 2 OS=Homo sapiens GN=XRCC5 PE=1 SV=382689.1 19 5 0 3 19 7.694113 0 14.92 0.0002 9.3E-05 0 0.0002 867 1279 689
1065 MYOM1_HUMANP52179 MYOM1 Myomesin-1 OS=Homo sapiens GN=MYOM1 PE=1 SV=1162435.3 18 24 6 5 18 36.93174 16.9115 24.867 0.0001 0.00023 0.0001 0.0002 1251 802 696 730
1066 LZIC_HUMAN Q8WZA0 LZIC Protein LZIC OS=Homo sapiens GN=LZIC PE=1 SV=121477.7 6 1 0 0 6 1.538823 0 0 0.0003 7.2E-05 0 0 764 1428
1067 CQ10A_HUMAN Q96MF6 COQ10A (UNQ6192/PRO20219)Protein COQ10 A, mitochondrial OS=Homo sapiens GN=COQ10A PE=2 SV=227668.2 9 0 0 9 0 0 0 0.0003 0 0 0 684
1068 LYPA1_HUMAN O75608 LYPLA1 (APT1) (LPL1)Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=124652.2 4 3 0 1 4 4.616468 0 4.9733 0.0002 0.00019 0 0.0002 1038 921 666
1069 HSPB8_HUMAN Q9UJY1 HSPB8 (CRYAC) (E2IG1) (HSP22) (PP1629)Heat shock protein beta-8 OS=Homo sapiens GN=HSPB8 PE=1 SV=121586.4 7 0 0 7 0 0 0 0.0003 0 0 0 687
1070 RL21_HUMAN P46778 RPL21 60S ribosomal protein L21 OS=Homo sapiens GN=RPL21 PE=1 SV=218547 0 5 0 1 0 7.694113 0 4.9733 0 0.00041 0 0.0003 534 580
1071 EHD3_HUMAN Q9NZN3 EHD3 (EHD2) (PAST3)EH domain-containing protein 3 OS=Homo sapiens GN=EHD3 PE=1 SV=161880.7 7 13 0 0 7 20.00469 0 0 0.0001 0.00032 0 0 1241 629
1072 M2OM_HUMAN Q02978 SLC25A11 (SLC20A4)Mitochondrial 2-oxoglutarate/malate carrier protein OS=Homo sapiens GN=SLC25A11 PE=1 SV=334045.2 7 0 4 7 0 0 19.893 0.0002 0 0 0.0006 910 385
1073 MP2K1_HUMAN Q02750 MAP2K1 (MEK1) (PRKMK1)Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=243422.2 9 2 0 3 9 3.077645 0 14.92 0.0002 7.1E-05 0 0.0003 906 1431 511
1074 HV318_HUMAN P01779 n.o Ig heavy chain V-III region TUR OS=Homo sapiens PE=1 SV=112412 0 4 0 0 0 6.15529 0 0 0 0.0005 0 0 466
1075 APOC1_HUMAN P02654 APOC1 Apolipoprotein C-I OS=Homo sapiens GN=APOC1 PE=1 SV=19314.3 0 0 3 0 0 0 14.92 0 0 0 0.0016 185
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1076 CIRBP_HUMAN Q14011 CIRBP (A18HNRNP) (CIRP)Cold-inducible RNA-binding protein OS=Homo sapiens GN=CIRBP PE=1 SV=118630.3 5 1 0 0 5 1.538823 0 0 0.0003 8.3E-05 0 0 782 1342
1077 PRELP_HUMAN P51888 PRELP (SLRR2A)Prolargin OS=Homo sapiens GN=PRELP PE=1 SV=143794.4 9 5 0 0 9 7.694113 0 0 0.0002 0.00018 0 0 912 962
1078 AAKG1_HUMAN P54619 PRKAG1 5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens GN=PRKAG1 PE=1 SV=137561.8 6 5 1 0 6 7.694113 2.81858 0 0.0002 0.0002 7.5E-05 0 1046 863 758
1079 EIF3K_HUMAN Q9UBQ5 EIF3K (EIF3S12) (ARG134) (HSPC029) (MSTP001) (PTD001)Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=125042.4 7 1 0 7 0 2.81858 0 0.0003 0 0.00011 0 763 682
1080 GABT_HUMAN P80404 ABAT (GABAT)4-aminobutyrate aminotransferase, mitochondrial OS=Homo sapiens GN=ABAT PE=1 SV=356422.8 15 3 0 0 15 4.616468 0 0 0.0003 8.2E-05 0 0 787 1347
1081 KV309_HUMAN P04433 n.o Ig kappa chain V-III region VG (Fragment) OS=Homo sapiens PE=4 SV=112557.7 3 1 0 0 3 1.538823 0 0 0.0002 0.00012 0 0 850 1146
1082 HOT_HUMAN Q8IWW8 ADHFE1 (HMFT2263)Hydroxyacid-oxoacid transhydrogenase, mitochondrial OS=Homo sapiens GN=ADHFE1 PE=1 SV=150290.8 6 10 0 0 6 15.38823 0 0 0.0001 0.00031 0 0 1206 658
1083 BCDO2_HUMAN Q9BYV7 BCO2 (BCDO2)Beta,beta-carotene 9',10'-oxygenase OS=Homo sapiens GN=BCO2 PE=1 SV=262946.7 16 3 1 0 16 4.616468 2.81858 0 0.0003 7.3E-05 4.5E-05 0 815 1413 822
1084 PRPS1_HUMAN P60891 PRPS1 Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=234816.7 5 6 0 0 5 9.232936 0 0 0.0001 0.00027 0 0 1098 721
1085 PUR2_HUMAN P22102 GART (PGFT) (PRGS)Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1107750.4 11 14 4 5 11 21.54352 11.2743 24.867 0.0001 0.0002 0.0001 0.0002 1287 880 695 635
1086 HV320_HUMAN P01781 n.o Ig heavy chain V-III region GAL OS=Homo sapiens PE=1 SV=112708.1 2 2 0 0 2 3.077645 0 0 0.0002 0.00024 0 0 1050 773
1087 SFRS2_HUMAN Q01130 SFRS2 Splicing factor, arginine/serine-rich 2 OS=Homo sapiens GN=SFRS2 PE=1 SV=425459.1 3 4 1 0 3 6.15529 2.81858 0 0.0001 0.00024 0.00011 0 1216 776 688
1088 CUTA_HUMAN O60888 CUTA (ACHAP) (C6orf82)Protein CutA OS=Homo sapiens GN=CUTA PE=1 SV=219098.1 2 4 0 2 0 11.2743 0 0.0001 0 0.00059 0 1272 355
1089 NUDC_HUMAN Q9Y266 NUDC Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=138225.7 6 4 2 0 6 6.15529 5.63717 0 0.0002 0.00016 0.00015 0 1051 1003 631
1090 VTNC_HUMAN P04004 VTN Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=154288.1 2 5 0 10 2 7.694113 0 49.733 4E-05 0.00014 0 0.0009 1722 1059 284
1091 MIA40_HUMAN Q8N4Q1 CHCHD4 (MIA40)Mitochondrial intermembrane space import and assembly protein 40 OS=Homo sapiens GN=CHCHD4 PE=1 SV=115978.3 2 1 2 0 2 1.538823 5.63717 0 0.0001 9.6E-05 0.00035 0 1177 1265 457
1092 DNLZ_HUMAN Q5SXM8 DNLZ (C9orf151)DNL-type zinc finger protein OS=Homo sapiens GN=DNLZ PE=2 SV=119185.6 2 4 0 0 2 6.15529 0 0 0.0001 0.00032 0 0 1277 634
1093 NUBP2_HUMAN Q9Y5Y2 NUBP2 Nucleotide-binding protein 2 OS=Homo sapiens GN=NUBP2 PE=1 SV=128807.3 3 6 0 0 3 9.232936 0 0 0.0001 0.00032 0 0 1279 635
1094 STRAP_HUMAN Q9Y3F4 STRAP (MAWD) (UNRIP)Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=138421.4 6 3 1 2 6 4.616468 2.81858 9.9467 0.0002 0.00012 7.3E-05 0.0003 1056 1158 764 592
1095 CSN2_HUMAN P61201 COPS2 (CSN2) (TRIP15)COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=151581.6 10 2 0 4 10 3.077645 0 19.893 0.0002 6E-05 0 0.0004 956 1509 478
1096 NPL4_HUMAN Q8TAT6 NPLOC4 (KIAA1499) (NPL4)Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=368103.1 6 12 3 0 6 18.46587 8.45575 0 9E-05 0.00027 0.00012 0 1369 714 662
1097 RMD1_HUMAN Q96DB5 FAM82B (CGI-90)Regulator of microtubule dynamics protein 1 OS=Homo sapiens GN=FAM82B PE=1 SV=135791.8 3 7 0 1 3 10.77176 0 4.9733 8E-05 0.0003 0 0.0001 1405 670 763
1098 RL6_HUMAN Q02878 RPL6 (TXREB1)60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=332711.3 6 0 4 6 0 0 19.893 0.0002 0 0 0.0006 988 376
1099 LACB2_HUMAN Q53H82 LACTB2 (CGI-83)Beta-lactamase-like protein 2 OS=Homo sapiens GN=LACTB2 PE=1 SV=232788.7 6 2 0 2 6 3.077645 0 9.9467 0.0002 9.4E-05 0 0.0003 989 1275 545
1100 EST1_HUMAN P23141 CES1 (CES2) (SES1)Liver carboxylesterase 1 OS=Homo sapiens GN=CES1 PE=1 SV=262504.4 11 8 0 0 11 12.31058 0 0 0.0002 0.0002 0 0 1006 890
1101 IF4A1_HUMAN P60842 EIF4A1 (DDX2A) (EIF4A)Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=146137.3 12 2 0 0 12 3.077645 0 0 0.0003 6.7E-05 0 0 803 1463
1102 SPRY4_HUMAN Q8WW59 SPRYD4 SPRY domain-containing protein 4 OS=Homo sapiens GN=SPRYD4 PE=2 SV=123080 1 5 0 1 1 7.694113 0 4.9733 4E-05 0.00033 0 0.0002 1674 616 649
1103 MAPK3_HUMAN Q16644 MAPKAPK3 MAP kinase-activated protein kinase 3 OS=Homo sapiens GN=MAPKAPK3 PE=1 SV=142969.4 0 12 0 1 0 18.46587 0 4.9733 0 0.00043 0 0.0001 519 803
1104 THAP4_HUMAN Q8WY91 THAP4 (CGI-36) (PP238)THAP domain-containing protein 4 OS=Homo sapiens GN=THAP4 PE=1 SV=262871.7 4 14 1 0 4 21.54352 2.81858 0 6E-05 0.00034 4.5E-05 0 1534 601 820
1105 PDPR_HUMAN Q8NCN5 PDPR (KIAA1990)Pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial OS=Homo sapiens GN=PDPR PE=2 SV=299348.7 25 3 2 0 25 4.616468 5.63717 0 0.0003 4.6E-05 5.7E-05 0 820 1590 798
1106 DNJC8_HUMAN O75937 DNAJC8 (SPF31) (HSPC315) (HSPC331)DnaJ homolog subfamily C member 8 OS=Homo sapiens GN=DNAJC8 PE=1 SV=229824.2 5 2 2 0 5 3.077645 5.63717 0 0.0002 0.0001 0.00019 0 1027 1227 582
1107 PPM1F_HUMAN P49593 PPM1F (KIAA0015) (POPX2)Protein phosphatase 1F OS=Homo sapiens GN=PPM1F PE=1 SV=349812.3 6 9 0 0 6 13.8494 0 0 0.0001 0.00028 0 0 1200 701
1108 RPIA_HUMAN P49247 RPIA (RPI) Ribose-5-phosphate isomerase OS=Homo sapiens GN=RPIA PE=1 SV=333251 4 6 0 0 4 9.232936 0 0 0.0001 0.00028 0 0 1203 703
1109 SNX6_HUMAN Q9UNH7 SNX6 Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=146632.4 7 2 4 1 7 3.077645 11.2743 4.9733 0.0002 6.6E-05 0.00024 0.0001 1073 1465 533 822
1110 PMGE_HUMAN P07738 BPGM Bisphosphoglycerate mutase OS=Homo sapiens GN=BPGM PE=1 SV=229987.9 3 6 0 0 3 9.232936 0 0 0.0001 0.00031 0 0 1299 654
1111 GMFB_HUMAN P60983 GMFB Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=216695.6 5 0 0 5 0 0 0 0.0003 0 0 0 729
1112 DBPA_HUMAN P16989 CSDA (DBPA) DNA-binding protein A OS=Homo sapiens GN=CSDA PE=1 SV=440071.4 5 1 3 3 5 1.538823 8.45575 14.92 0.0001 3.8E-05 0.00021 0.0004 1179 1662 561 488
1113 FBLN1_HUMAN P23142 FBLN1 (PP213)Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=377240.8 7 10 1 5 7 15.38823 2.81858 24.867 9E-05 0.0002 3.6E-05 0.0003 1351 882 833 527
1114 TATD1_HUMAN Q6P1N9 TATDN1 (CDA11)Putative deoxyribonuclease TATDN1 OS=Homo sapiens GN=TATDN1 PE=2 SV=233584.9 8 2 0 0 8 3.077645 0 0 0.0002 9.2E-05 0 0 852 1290
1115 PUR6_HUMAN P22234 PAICS (ADE2) (AIRC) (PAIS)Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=347062 11 2 1 0 11 3.077645 2.81858 0 0.0002 6.5E-05 6E-05 0 861 1471 789
1116 TOM1_HUMAN O60784 TOM1 Target of Myb protein 1 OS=Homo sapiens GN=TOM1 PE=1 SV=253801.1 3 11 2 0 3 16.92705 5.63717 0 6E-05 0.00031 0.0001 0 1579 644 694
1117 NDUS7_HUMAN O75251 NDUFS7 NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial OS=Homo sapiens GN=NDUFS7 PE=1 SV=323545.5 6 1 0 0 6 1.538823 0 0 0.0003 6.5E-05 0 0 812 1473
1118 RO60_HUMAN P10155 TROVE2 (RO60) (SSA2)60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=260654.1 7 8 2 1 7 12.31058 5.63717 4.9733 0.0001 0.0002 9.3E-05 8E-05 1230 872 720 868
1119 RAB5A_HUMAN P20339 RAB5A (RAB5)Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=223640.8 5 0 2 5 0 0 9.9467 0.0002 0 0 0.0004 902 455
1120 TMOD1_HUMANP28289 TMOD1 (D9S57E) (TMOD)Tropomodulin-1 OS=Homo sapiens GN=TMOD1 PE=1 SV=140552.8 6 3 0 3 6 4.616468 0 14.92 0.0001 0.00011 0 0.0004 1078 1178 494
1121 NUDT4_HUMAN Q9NZJ9 NUDT4 (DIPP2) (KIAA0487) (HDCMB47P)Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens GN=NUDT4 PE=1 SV=220287.9 2 1 0 3 2 1.538823 0 14.92 1E-04 7.6E-05 0 0.0007 1314 1390 329
1122 RFA3_HUMAN P35244 RPA3 (REPA3) (RPA14)Replication protein A 14 kDa subunit OS=Homo sapiens GN=RPA3 PE=1 SV=113551 1 3 0 0 1 4.616468 0 0 7E-05 0.00034 0 0 1464 604
1123 COQ6_HUMAN Q9Y2Z9 COQ6 (CGI-10)Ubiquinone biosynthesis monooxygenase COQ6 OS=Homo sapiens GN=COQ6 PE=2 SV=250852.1 14 0 1 14 0 0 4.9733 0.0003 0 0 1E-04 774 834
1124 CF130_HUMAN Q9Y530 C6orf130 Uncharacterized protein C6orf130 OS=Homo sapiens GN=C6orf130 PE=1 SV=217007.2 0 1 4 0 0 1.538823 11.2743 0 0 9E-05 0.00066 0 1296 330
1125 RM52_HUMAN Q86TS9 MRPL52 39S ribosomal protein L52, mitochondrial OS=Homo sapiens GN=MRPL52 PE=2 SV=213645.8 1 1 0 2 1 1.538823 0 9.9467 7E-05 0.00011 0 0.0007 1467 1182 334
1126 TBCB_HUMAN Q99426 TBCB (CG22) (CKAP1)Tubulin folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=227307.5 6 2 0 0 6 3.077645 0 0 0.0002 0.00011 0 0 882 1184
1127 SUGT1_HUMAN Q9Y2Z0 SUGT1 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=341006.8 3 6 0 3 3 9.232936 0 14.92 7E-05 0.00023 0 0.0004 1468 806 496
1128 RLA0_HUMAN P05388 RPLP0 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=134256.3 7 3 0 0 7 4.616468 0 0 0.0002 0.00013 0 0 915 1085
1129 TAU_HUMAN P10636 MAPT (MAPTL) (MTBT1) (TAU)Microtubule-associated protein tau OS=Homo sapiens GN=MAPT PE=1 SV=478859.7 22 1 0 0 22 1.538823 0 0 0.0003 2E-05 0 0 766 1849
1130 FUND2_HUMAN Q9BWH2 FUNDC2 (HCBP6) (DC44) (HCC3) (PD03104)FUN14 domain-containing protein 2 OS=Homo sapiens GN=FUNDC2 PE=1 SV=220657.8 4 1 0 1 4 1.538823 0 4.9733 0.0002 7.4E-05 0 0.0002 959 1402 625
1131 SRBS2_HUMAN O94875 SORBS2 (ARGBP2) (KIAA0777)Sorbin and SH3 domain-containing protein 2 OS=Homo sapiens GN=SORBS2 PE=1 SV=3124092.1 28 5 2 1 28 7.694113 5.63717 4.9733 0.0002 6.2E-05 4.5E-05 4E-05 872 1495 818 939
1132 BT3L4_HUMAN Q96K17 BTF3L4 Transcription factor BTF3 homolog 4 OS=Homo sapiens GN=BTF3L4 PE=2 SV=117253 2 3 0 0 2 4.616468 0 0 0.0001 0.00027 0 0 1227 718
1133 RS8_HUMAN P62241 RPS8 (OK/SW-cl.83)40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=224188.4 0 4 0 3 0 6.15529 0 14.92 0 0.00025 0 0.0006 742 373
1134 KCC2B_HUMAN Q13554 CAMK2B (CAM2) (CAMKB)Calcium/calmodulin-dependent protein kinase type II beta chain OS=Homo sapiens GN=CAMK2B PE=1 SV=272709.8 13 7 0 1 13 10.77176 0 4.9733 0.0002 0.00015 0 7E-05 998 1040 893
1135 SMD3_HUMAN P62318 SNRPD3 Small nuclear ribonucleoprotein Sm D3 OS=Homo sapiens GN=SNRPD3 PE=1 SV=113898.6 2 2 0 0 2 3.077645 0 0 0.0001 0.00022 0 0 1096 814
1136 SYTC_HUMAN P26639 TARS Threonyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=383419.8 21 3 0 0 21 4.616468 0 0 0.0003 5.5E-05 0 0 819 1537
1137 CFAH_HUMAN P08603 CFH (HF) (HF1) (HF2)Complement factor H OS=Homo sapiens GN=CFH PE=1 SV=4139078.2 1 36 1 2 1 55.39761 2.81858 9.9467 7E-06 0.0004 2E-05 7E-05 1998 546 853 885
1138 TXLNB_HUMAN Q8N3L3 TXLNB (C6orf198) (MDP77)Beta-taxilin OS=Homo sapiens GN=TXLNB PE=1 SV=376501.2 9 10 1 2 9 15.38823 2.81858 9.9467 0.0001 0.0002 3.7E-05 0.0001 1219 876 832 778
1139 OXSM_HUMAN Q9NWU1 OXSM 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial OS=Homo sapiens GN=OXSM PE=1 SV=148825.4 4 10 0 0 4 15.38823 0 0 8E-05 0.00032 0 0 1413 643
1140 CF203_HUMAN Q9P0P8 C6orf203 (HSPC230)Uncharacterized protein C6orf203 OS=Homo sapiens GN=C6orf203 PE=2 SV=127924.6 4 3 0 1 4 4.616468 0 4.9733 0.0001 0.00017 0 0.0002 1101 989 691
1141 TIPRL_HUMAN O75663 TIPRL TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=231426.8 4 5 0 0 4 7.694113 0 0 0.0001 0.00024 0 0 1169 769
1142 HNRH1_HUMAN P31943 HNRNPH1 (HNRPH) (HNRPH1)Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=449211.8 5 7 0 2 5 10.77176 0 9.9467 0.0001 0.00022 0 0.0002 1290 820 665
1143 DCTN3_HUMAN O75935 DCTN3 (DCTN22)Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=121101.8 5 1 0 0 5 1.538823 0 0 0.0002 7.3E-05 0 0 853 1416
1144 CDC42_HUMAN P60953 CDC42 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=121292.7 3 2 0 1 3 3.077645 0 4.9733 0.0001 0.00014 0 0.0002 1112 1049 630
1145 RT06_HUMAN P82932 MRPS6 (C21orf101) (RPMS6)28S ribosomal protein S6, mitochondrial OS=Homo sapiens GN=MRPS6 PE=2 SV=314209.1 2 2 0 0 2 3.077645 0 0 0.0001 0.00022 0 0 1114 827
1146 PPP5_HUMAN P53041 PPP5C (PPP5) Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=156862.2 11 5 0 0 11 7.694113 0 0 0.0002 0.00014 0 0 961 1080
1147 ACSF3_HUMAN Q4G176 ACSF3 (PSEC0197)Acyl-CoA synthetase family member 3, mitochondrial OS=Homo sapiens GN=ACSF3 PE=2 SV=264095 6 9 3 0 6 13.8494 8.45575 0 9E-05 0.00022 0.00013 0 1339 830 648
1148 NUDT6_HUMAN P53370 NUDT6 (FGF2AS)Nucleoside diphosphate-linked moiety X motif 6 OS=Homo sapiens GN=NUDT6 PE=1 SV=235661.6 9 1 0 0 9 1.538823 0 0 0.0003 4.3E-05 0 0 818 1623
1149 NDRG1_HUMAN Q92597 NDRG1 (CAP43) (DRG1) (RTP)Protein NDRG1 OS=Homo sapiens GN=NDRG1 PE=1 SV=142816.9 3 7 0 2 3 10.77176 0 9.9467 7E-05 0.00025 0 0.0002 1491 750 633
1150 TKT_HUMAN P29401 TKT Transketolase OS=Homo sapiens GN=TKT PE=1 SV=367861.4 10 6 1 2 10 9.232936 2.81858 9.9467 0.0001 0.00014 4.2E-05 0.0001 1082 1074 826 743
1151 L2HDH_HUMAN Q9H9P8 L2HGDH (C14orf160)L-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=L2HGDH PE=1 SV=250342.4 8 6 0 0 8 9.232936 0 0 0.0002 0.00018 0 0 1048 939
1152 PNCB_HUMAN Q6XQN6 NAPRT1 (FHIP)Nicotinate phosphoribosyltransferase OS=Homo sapiens GN=NAPRT1 PE=1 SV=257560.5 8 7 1 0 8 10.77176 2.81858 0 0.0001 0.00019 4.9E-05 0 1118 922 815
1153 PHYD1_HUMAN Q5SRE7 PHYHD1 Phytanoyl-CoA dioxygenase domain-containing protein 1 OS=Homo sapiens GN=PHYHD1 PE=1 SV=232392.5 5 4 0 0 5 6.15529 0 0 0.0002 0.00019 0 0 1061 909
1154 PRAF3_HUMAN O75915 ARL6IP5 (DERP11) (JWA) (PRA2) (PRAF3) (HSPC127)PRA1 family protein 3 OS=Homo sapiens GN=ARL6IP5 PE=1 SV=121597.6 4 2 0 0 4 3.077645 0 0 0.0002 0.00014 0 0 979 1054
1155 ACO11_HUMAN Q8WXI4 ACOT11 (BFIT) (KIAA0707) (THEA)Acyl-coenzyme A thioesterase 11 OS=Homo sapiens GN=ACOT11 PE=1 SV=168473.5 8 11 0 0 8 16.92705 0 0 0.0001 0.00025 0 0 1222 763
1156 SYUA_HUMAN P37840 SNCA (NACP) (PARK1)Alpha-synuclein OS=Homo sapiens GN=SNCA PE=1 SV=114441.3 1 3 0 0 1 4.616468 0 0 7E-05 0.00032 0 0 1496 637
1157 AT5F1_HUMAN P24539 ATP5F1 ATP synthase subunit b, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=228890.8 2 4 0 2 2 6.15529 0 9.9467 7E-05 0.00021 0 0.0003 1497 838 510
1158 TNNI1_HUMAN P19237 TNNI1 Troponin I, slow skeletal muscle OS=Homo sapiens GN=TNNI1 PE=1 SV=321674.9 4 1 0 1 4 1.538823 0 4.9733 0.0002 7.1E-05 0 0.0002 982 1429 637
1159 RT23_HUMAN Q9Y3D9 MRPS23 (CGI-138) (HSPC329)28S ribosomal protein S23, mitochondrial OS=Homo sapiens GN=MRPS23 PE=1 SV=221752.8 6 0 0 6 0 0 0 0.0003 0 0 0 772
1160 THTPA_HUMAN Q9BU02 THTPA Thiamine-triphosphatase OS=Homo sapiens GN=THTPA PE=1 SV=325547.9 6 1 0 0 6 1.538823 0 0 0.0002 6E-05 0 0 857 1504
1161 RFA2_HUMAN P15927 RPA2 (REPA2) (RPA32) (RPA34)Replication protein A 32 kDa subunit OS=Homo sapiens GN=RPA2 PE=1 SV=129228.7 1 7 0 0 1 10.77176 0 0 3E-05 0.00037 0 0 1746 577
1162 FUBP2_HUMAN Q92945 KHSRP (FUBP2)Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=373128.6 15 5 0 0 15 7.694113 0 0 0.0002 0.00011 0 0 913 1215
1163 STAT3_HUMAN P40763 STAT3 (APRF) Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=288051.6 16 7 1 0 16 10.77176 2.81858 0 0.0002 0.00012 3.2E-05 0 993 1148 839
1164 MEP50_HUMAN Q9BQA1 WDR77 (MEP50) (HKMT1069) (Nbla10071)Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=136705.2 0 7 3 0 0 10.77176 8.45575 0 0 0.00029 0.00023 0 683 544
1165 LXN_HUMAN Q9BS40 LXN Latexin OS=Homo sapiens GN=LXN PE=1 SV=225731.8 2 5 0 0 2 7.694113 0 0 8E-05 0.0003 0 0 1436 674
1166 CHM1B_HUMANQ7LBR1 CHMP1B (C18orf2)Charged multivesicular body protein 1b OS=Homo sapiens GN=CHMP1B PE=1 SV=122091.3 2 1 1 2 2 1.538823 2.81858 9.9467 9E-05 7E-05 0.00013 0.0005 1352 1439 655 437
1167 SNX1_HUMAN Q13596 SNX1 Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=359052.8 9 6 1 0 9 9.232936 2.81858 0 0.0002 0.00016 4.8E-05 0 1067 1021 817
1168 NIPS1_HUMAN Q9BPW8 NIPSNAP1 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=133292.9 6 2 1 6 0 5.63717 4.9733 0.0002 0 0.00017 0.0001 995 603 738
1169 MP2K2_HUMAN P36507 MAP2K2 (MEK2) (MKK2) (PRKMK2)Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=144407.2 6 6 0 0 6 9.232936 0 0 0.0001 0.00021 0 0 1135 854
1170 UBA3_HUMAN Q8TBC4 UBA3 (UBE1C)NEDD8-activating enzyme E1 catalytic subunit OS=Homo sapiens GN=UBA3 PE=1 SV=251835.4 9 5 0 0 9 7.694113 0 0 0.0002 0.00015 0 0 1015 1039
1171 OPLA_HUMAN O14841 OPLAH 5-oxoprolinase OS=Homo sapiens GN=OPLAH PE=2 SV=3137438.1 22 15 0 0 22 23.08234 0 0 0.0002 0.00017 0 0 1045 982
1172 MSRA_HUMAN Q9UJ68 MSRA Peptide methionine sulfoxide reductase OS=Homo sapiens GN=MSRA PE=2 SV=126113.8 2 5 0 0 2 7.694113 0 0 8E-05 0.00029 0 0 1445 682
1173 SAR1B_HUMAN Q9Y6B6 SAR1B (SARA2) (SARB)GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=122393 0 4 2 0 0 6.15529 5.63717 0 0 0.00027 0.00025 0 708 525
1174 MYOZ2_HUMANQ9NPC6 MYOZ2 (C4orf5)Myozenin-2 OS=Homo sapiens GN=MYOZ2 PE=1 SV=129880.9 5 3 0 0 5 4.616468 0 0 0.0002 0.00015 0 0 1030 1023
1175 CO7_HUMAN P10643 C7 Complement component C7 OS=Homo sapiens GN=C7 PE=1 SV=293498.6 15 8 2 0 15 12.31058 5.63717 0 0.0002 0.00013 6E-05 0 1043 1099 788
1176 TM109_HUMAN Q9BVC6 TMEM109 Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=126193.2 7 0 0 7 0 0 0 0.0003 0 0 0 783
1177 PAIRB_HUMAN Q8NC51 SERBP1 (PAIRBP1) (CGI-55)Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=244947.8 8 3 0 1 8 4.616468 0 4.9733 0.0002 0.0001 0 0.0001 1002 1231 810
1178 CLUS_HUMAN P10909 CLU (APOJ) (CLI) (KUB1) (AAG4)Clusterin OS=Homo sapiens GN=CLU PE=1 SV=152476.9 4 3 4 3 4 4.616468 11.2743 14.92 8E-05 8.8E-05 0.00021 0.0003 1448 1312 554 570
1179 RT22_HUMAN P82650 MRPS22 (C3orf5) (RPMS22) (GK002)28S ribosomal protein S22, mitochondrial OS=Homo sapiens GN=MRPS22 PE=1 SV=141263.5 5 6 0 0 5 9.232936 0 0 0.0001 0.00022 0 0 1192 810
1180 GAMT_HUMAN Q14353 GAMT Guanidinoacetate N-methyltransferase OS=Homo sapiens GN=GAMT PE=1 SV=126300.6 2 5 0 0 2 7.694113 0 0 8E-05 0.00029 0 0 1450 685
1181 PFD3_HUMAN P61758 VBP1 (PFDN3) Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=322640.8 3 3 0 0 3 4.616468 0 0 0.0001 0.0002 0 0 1141 870
1182 GL1AD_HUMAN Q6EEV4 GRINL1A Protein GRINL1A, isoforms 15/16 OS=Homo sapiens GN=GRINL1A PE=2 SV=115113 2 1 1 0 2 1.538823 2.81858 0 0.0001 0.0001 0.00019 0 1143 1236 585
1183 PSMD1_HUMAN Q99460 PSMD1 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2105821.2 15 12 0 1 15 18.46587 0 4.9733 0.0001 0.00017 0 5E-05 1106 966 926
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1184 NP1L1_HUMAN P55209 NAP1L1 (NRP) Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=145357 2 10 0 0 2 15.38823 0 0 4E-05 0.00034 0 0 1661 608
1185 NID1_HUMAN P14543 NID1 (NID) Nidogen-1 OS=Homo sapiens GN=NID1 PE=1 SV=2136433.8 23 13 0 0 23 20.00469 0 0 0.0002 0.00015 0 0 1025 1047
1186 PEF1_HUMAN Q9UBV8 PEF1 (ABP32) (UNQ1845/PRO3573)Peflin OS=Homo sapiens GN=PEF1 PE=1 SV=130363.3 6 1 1 0 6 1.538823 2.81858 0 0.0002 5.1E-05 9.3E-05 0 940 1572 721
1187 PPT1_HUMAN P50897 PPT1 (PPT) Palmitoyl-protein thioesterase 1 OS=Homo sapiens GN=PPT1 PE=1 SV=134176 3 2 3 1 3 3.077645 8.45575 4.9733 9E-05 9E-05 0.00025 0.0001 1372 1301 527 746
1188 HYI_HUMAN Q5T013 HYI (SB156) (HT036)Putative hydroxypyruvate isomerase OS=Homo sapiens GN=HYI PE=2 SV=230387.9 6 2 0 0 6 3.077645 0 0 0.0002 0.0001 0 0 942 1238
1189 COPD_HUMAN P48444 ARCN1 (COPD)Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=2 SV=157193.2 10 5 0 0 10 7.694113 0 0 0.0002 0.00013 0 0 1011 1086
1190 MCA1_HUMAN Q12904 AIMP1 Multisynthetase complex auxiliary component p43 OS=Homo sapiens GN=SCYE1 PE=1 SV=234335 4 5 0 0 4 7.694113 0 0 0.0001 0.00022 0 0 1225 809
1191 BDH2_HUMAN Q9BUT1 BDH2 (DHRS6) (UNQ6308/PRO20933)3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=226705.9 2 2 3 2 0 5.63717 14.92 7E-05 0 0.00021 0.0006 1457 560 395
1192 PRDX4_HUMAN Q13162 PRDX4 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=130523.1 0 4 4 0 0 6.15529 11.2743 0 0 0.0002 0.00037 0 874 450
1193 INO1_HUMAN Q9NPH2 ISYNA1 (INO1)Inositol-3-phosphate synthase OS=Homo sapiens GN=INO1 PE=1 SV=161049.9 5 11 0 0 5 16.92705 0 0 8E-05 0.00028 0 0 1414 705
1194 AMPB_HUMAN Q9H4A4 RNPEP (APB) Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=2 SV=272579.4 7 12 0 0 7 18.46587 0 0 1E-04 0.00025 0 0 1323 743
1195 SPT20_HUMAN Q8TB22 SPATA20 Spermatogenesis-associated protein 20 OS=Homo sapiens GN=SPATA20 PE=1 SV=287909.5 19 4 0 0 19 6.15529 0 0 0.0002 7E-05 0 0 890 1438
1196 RET4_HUMAN P02753 RBP4 (PRO2222)Retinol-binding protein 4 OS=Homo sapiens GN=RBP4 PE=1 SV=322992.3 2 4 0 0 2 6.15529 0 0 9E-05 0.00027 0 0 1373 717
1197 RM41_HUMAN Q8IXM3 MRPL41 (BMRP) (MRPL27) (RPML27) (PIG3)39S ribosomal protein L41, mitochondrial OS=Homo sapiens GN=MRPL41 PE=1 SV=115365.3 4 0 0 4 0 0 0 0.0003 0 0 0 798
1198 RNZ2_HUMAN Q9BQ52 ELAC2 (HPC2) Zinc phosphodiesterase ELAC protein 2 OS=Homo sapiens GN=ELAC2 PE=1 SV=292201.5 0 1 23 0 0 1.538823 64.8274 0 0 1.7E-05 0.0007 0 1862 320
1199 PDK2_HUMAN Q15119 PDK2 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 2, mitochondrial OS=Homo sapiens GN=PDK2 PE=1 SV=246137.3 6 4 0 2 6 6.15529 0 9.9467 0.0001 0.00013 0 0.0002 1154 1090 648
1200 FBLN5_HUMAN Q9UBX5 FBLN5 (DANCE) (UNQ184/PRO210)Fibulin-5 OS=Homo sapiens GN=FBLN5 PE=1 SV=150162.1 4 6 3 0 4 9.232936 8.45575 0 8E-05 0.00018 0.00017 0 1426 938 604
1201 ASSY_HUMAN P00966 ASS1 (ASS) Argininosuccinate synthase OS=Homo sapiens GN=ASS1 PE=1 SV=246513.3 9 3 0 0 9 4.616468 0 0 0.0002 9.9E-05 0 0 960 1248
1202 UB2R2_HUMAN Q712K3 UBE2R2 (CDC34B) (UBC3B)Ubiquitin-conjugating enzyme E2 R2 OS=Homo sapiens GN=UBE2R2 PE=1 SV=127148.7 7 0 0 7 0 0 0 0.0003 0 0 0 805
1203 RET7_HUMAN Q96R05 RBP7 Retinoid-binding protein 7 OS=Homo sapiens GN=RBP7 PE=1 SV=115518.2 1 1 0 2 1 1.538823 0 9.9467 6E-05 9.9E-05 0 0.0006 1529 1249 366
1204 SIAE_HUMAN Q9HAT2 SIAE (YSG2) Sialate O-acetylesterase OS=Homo sapiens GN=SIAE PE=2 SV=158297.3 8 7 0 0 8 10.77176 0 0 0.0001 0.00018 0 0 1129 935
1205 IGJ_HUMAN P01591 IGJ (IGCJ) Immunoglobulin J chain OS=Homo sapiens GN=IGJ PE=1 SV=315576.4 3 1 0 0 3 1.538823 0 0 0.0002 9.9E-05 0 0 962 1251
1206 PSD13_HUMAN Q9UNM6 PSMD13 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=142900.9 5 4 2 0 5 6.15529 5.63717 0 0.0001 0.00014 0.00013 0 1224 1053 649
1207 ADXL_HUMAN Q6P4F2 FDX1L Adrenodoxin-like protein, mitochondrial OS=Homo sapiens GN=FDX1L PE=2 SV=119502.3 3 2 0 0 3 3.077645 0 0 0.0002 0.00016 0 0 1064 1016
1208 ARMC1_HUMANQ9NVT9 ARMC1 (ARCP)Armadillo repeat-containing protein 1 OS=Homo sapiens GN=ARMC1 PE=1 SV=131263 1 7 0 0 1 10.77176 0 0 3E-05 0.00034 0 0 1762 600
1209 CL023_HUMAN Q8WUH6 C12orf23 UPF0444 transmembrane protein C12orf23 OS=Homo sapiens GN=C12orf23 PE=1 SV=111730 0 3 0 0 0 4.616468 0 0 0 0.00039 0 0 548
1210 SC23A_HUMAN Q15436 SEC23A Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=286144.6 16 6 0 0 16 9.232936 0 0 0.0002 0.00011 0 0 978 1208
1211 S10AG_HUMAN Q96FQ6 S100A16 (AAG13)Protein S100-A16 OS=Homo sapiens GN=S100A16 PE=1 SV=111783.9 2 0 1 2 0 0 4.9733 0.0002 0 0 0.0004 1022 453
1212 HCC1_HUMAN P82979 SARNP Nuclear protein Hcc-1 OS=Homo sapiens GN=HCC1 PE=1 SV=323653.2 3 2 0 1 3 3.077645 0 4.9733 0.0001 0.00013 0 0.0002 1171 1108 660
1213 CB079_HUMAN Q6GMV3 C2orf79 Uncharacterized protein C2orf79 OS=Homo sapiens GN=C2orf79 PE=1 SV=115787.3 1 2 0 1 1 3.077645 0 4.9733 6E-05 0.00019 0 0.0003 1536 894 534
1214 SIRT3_HUMAN Q9NTG7 SIRT3 (SIR2L3)NAD-dependent deacetylase sirtuin-3, mitochondrial OS=Homo sapiens GN=SIRT3 PE=1 SV=243555.4 5 4 2 0 5 6.15529 5.63717 0 0.0001 0.00014 0.00013 0 1233 1061 650
1215 KV115_HUMAN P01607 n.o Ig kappa chain V-I region Rei OS=Homo sapiens PE=1 SV=111884.6 0 3 0 0 0 8.45575 0 0 0 0.00071 0 314
1216 LV302_HUMAN P80748 n.o Ig lambda chain V-III region LOI OS=Homo sapiens PE=1 SV=111916.9 1 2 0 0 1 3.077645 0 0 8E-05 0.00026 0 0 1403 737
1217 NDUV3_HUMAN P56181 NDUFV3 NADH dehydrogenase [ubiquinone] flavoprotein 3, mitochondrial OS=Homo sapiens GN=NDUFV3 PE=2 SV=211922.8 2 0 1 2 0 0 4.9733 0.0002 0 0 0.0004 1026 461
1218 ATG3_HUMAN Q9NT62 ATG3 (APG3) (APG3L)Autophagy-related protein 3 OS=Homo sapiens GN=ATG3 PE=1 SV=135846.2 7 1 0 1 7 1.538823 0 4.9733 0.0002 4.3E-05 0 0.0001 949 1625 765
1219 CN166_HUMAN Q9Y224 C14orf166 (CGI-99)UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=128051.3 0 5 0 2 0 7.694113 0 9.9467 0 0.00027 0 0.0004 709 504
1220 MPCP_HUMAN Q00325 SLC25A3 (PHC) (OK/SW-cl.48)Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=240077.9 10 0 0 10 0 0 0 0.0002 0 0 0 823
1221 ZADH2_HUMAN Q8N4Q0 ZADH2 Zinc-binding alcohol dehydrogenase domain-containing protein 2 OS=Homo sapiens GN=ZADH2 PE=1 SV=140122.8 4 3 3 0 4 4.616468 8.45575 0 1E-04 0.00012 0.00021 0 1302 1173 562
1222 MGDP1_HUMANQ86V88 MDP1 Magnesium-dependent phosphatase 1 OS=Homo sapiens GN=MDP1 PE=2 SV=120091.3 4 0 1 4 0 0 4.9733 0.0002 0 0 0.0002 932 609
1223 RT26_HUMAN Q9BYN8 MRPS26 (C20orf193) (RPMS13)28S ribosomal protein S26, mitochondrial OS=Homo sapiens GN=MRPS26 PE=1 SV=124193.5 5 1 0 0 5 1.538823 0 0 0.0002 6.4E-05 0 0 907 1486
1224 COPZ1_HUMAN P61923 COPZ1 (COPZ) (CGI-120) (HSPC181)Coatomer subunit zeta-1 OS=Homo sapiens GN=COPZ1 PE=1 SV=120180.9 2 2 1 0 2 3.077645 2.81858 0 1E-04 0.00015 0.00014 0 1307 1028 642
1225 PDE1C_HUMAN Q14123 PDE1C Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1C OS=Homo sapiens GN=PDE1C PE=2 SV=180744.6 16 3 0 1 16 4.616468 0 4.9733 0.0002 5.7E-05 0 6E-05 936 1528 900
1226 CLIC2_HUMAN O15247 CLIC2 Chloride intracellular channel protein 2 OS=Homo sapiens GN=CLIC2 PE=1 SV=328339.8 4 3 0 0 4 4.616468 0 0 0.0001 0.00016 0 0 1111 997
1227 IGHA2_HUMAN P01877 IGHA2 Ig alpha-2 chain C region OS=Homo sapiens GN=IGHA2 PE=1 SV=236489.3 0 9 0 0 0 13.8494 0 0 0 0.00038 0 0 562
1228 ITIH1_HUMAN P19827 ITIH1 (IGHEP1)Inter-alpha-trypsin inhibitor heavy chain H1 OS=Homo sapiens GN=ITIH1 PE=1 SV=3101371.8 10 12 3 0 10 18.46587 8.45575 0 1E-04 0.00018 8.3E-05 0 1312 941 740
1229 CISD1_HUMAN Q9NZ45 CISD1 (C10orf70) (ZCD1) (MDS029)CDGSH iron sulfur domain-containing protein 1 OS=Homo sapiens GN=CISD1 PE=1 SV=112181.3 2 1 0 0 2 1.538823 0 0 0.0002 0.00013 0 0 1036 1121
1230 LIMC1_HUMAN Q9UPQ0 LIMCH1 (KIAA1102)LIM and calponin homology domains-containing protein 1 OS=Homo sapiens GN=LIMCH1 PE=1 SV=3121821.5 23 7 0 0 23 10.77176 0 0 0.0002 8.8E-05 0 0 970 1309
1231 HDDC3_HUMAN Q8N4P3 HDDC3 HD domain-containing protein 3 OS=Homo sapiens GN=HDDC3 PE=2 SV=320311 5 0 0 5 0 0 0 0.0002 0 0 0 828
1232 IF2M_HUMAN P46199 MTIF2 Translation initiation factor IF-2, mitochondrial OS=Homo sapiens GN=MTIF2 PE=2 SV=181327.1 8 7 3 2 8 10.77176 8.45575 9.9467 1E-04 0.00013 0.0001 0.0001 1315 1097 698 793
1233 CHMP5_HUMANQ9NZZ3 CHMP5 (C9orf83) (SNF7DC2) (CGI-34) (HSPC177) (PNAS-2) (PNAS-114)Charged multivesicular body protein 5 OS=Homo sapiens GN=CHMP5 PE=1 SV=124553.8 3 3 0 0 3 4.616468 0 0 0.0001 0.00019 0 0 1189 918
1234 RAYL_HUMAN Q9BW83 RABL4 (RAYL) Putative GTP-binding protein RAY-like OS=Homo sapiens GN=RABL4 PE=2 SV=120462.5 4 1 0 0 4 1.538823 0 0 0.0002 7.5E-05 0 0 948 1396
1235 2A5D_HUMAN Q14738 PPP2R5D Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=169976.4 14 1 0 2 14 1.538823 0 9.9467 0.0002 2.2E-05 0 0.0001 929 1833 755
1236 SC22B_HUMAN O75396 SEC22B (SEC22L1)Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=324723.4 0 6 0 0 0 9.232936 0 0 0 0.00037 0 0 571
1237 HOP_HUMAN Q9BPY8 HOPX (HOD) (HOP) (LAGY) (NECC1) (OB1)Homeodomain-only protein OS=Homo sapiens GN=HOPX PE=2 SV=18242.2 0 0 2 0 0 0 9.9467 0 0 0 0.0012 227
1238 IGHG3_HUMAN P01860 IGHG3 Ig gamma-3 chain C region OS=Homo sapiens GN=IGHG3 PE=1 SV=241267.9 2 8 0 0 2 12.31058 0 0 5E-05 0.0003 0 0 1631 676
1239 CUL5_HUMAN Q93034 CUL5 (VACM1)Cullin-5 OS=Homo sapiens GN=CUL5 PE=1 SV=490941.2 14 7 0 1 14 10.77176 0 4.9733 0.0002 0.00012 0 5E-05 1062 1163 911
1240 LIMS1_HUMAN P48059 LIMS1 (PINCH) (PINCH1)LIM and senescent cell antigen-like-containing domain protein 1 OS=Homo sapiens GN=LIMS1 PE=1 SV=437232.7 0 7 1 1 0 10.77176 2.81858 4.9733 0 0.00029 7.6E-05 0.0001 688 756 772
1241 MK01_HUMAN P28482 MAPK1 (ERK2) (PRKM1) (PRKM2)Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=341373.9 3 1 5 1 3 1.538823 14.0929 4.9733 7E-05 3.7E-05 0.00034 0.0001 1472 1677 462 797
1242 NPC2_HUMAN P61916 NPC2 Epididymal secretory protein E1 OS=Homo sapiens GN=NPC2 PE=1 SV=116552 0 4 0 0 0 6.15529 0 0 0 0.00037 0 0 573
1243 CA057_HUMAN Q9BSD7 C1orf57 Probable UPF0334 kinase-like protein C1orf57 OS=Homo sapiens GN=C1orf57 PE=1 SV=120694.8 5 0 0 5 0 0 0 0.0002 0 0 0 839
1244 SH3G1_HUMAN Q99961 SH3GL1 (CNSA1) (SH3D2B)Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=141473.2 1 9 0 0 1 13.8494 0 0 2E-05 0.00033 0 0 1838 615
1245 EIF3J_HUMAN O75822 EIF3J (EIF3S1) (PRO0391)Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=229045.3 4 2 0 1 4 3.077645 0 4.9733 0.0001 0.00011 0 0.0002 1126 1213 704
1246 ARC1A_HUMAN Q92747 ARPC1A (SOP2L)Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=241551.2 4 6 0 0 4 9.232936 0 0 1E-04 0.00022 0 0 1324 813
1247 MAT2B_HUMANQ9NZL9 MAT2B (TGR) (MSTP045) (Nbla02999) (UNQ2435/PRO4995)Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=137533.6 7 2 0 0 7 3.077645 0 0 0.0002 8.2E-05 0 0 974 1346
1248 CATL1_HUMAN P07711 CTSL1 (CTSL) Cathepsin L1 OS=Homo sapiens GN=CTSL1 PE=1 SV=237546.1 1 3 5 0 1 4.616468 14.0929 0 3E-05 0.00012 0.00038 0 1813 1141 440
1249 AKAP2_HUMAN Q9Y2D5 AKAP2 (KIAA0920) (PRKA2)A-kinase anchor protein 2 OS=Homo sapiens GN=AKAP2 PE=1 SV=296083.6 11 10 2 0 11 15.38823 5.63717 0 0.0001 0.00016 5.9E-05 0 1234 1005 794
1250 CB064_HUMAN Q86WW8 C2orf64 Uncharacterized protein C2orf64 OS=Homo sapiens GN=C2orf64 PE=1 SV=18357.8 0 2 0 0 0 3.077645 0 0 0 0.00037 0 0 578
1251 CHM4A_HUMANQ9BY43 CHMP4A (C14orf123) (SHAX2) (CDA04) (HSPC134)Charged multivesicular body protein 4a OS=Homo sapiens GN=CHMP4A PE=1 SV=325080.9 5 1 0 0 5 1.538823 0 0 0.0002 6.1E-05 0 0 931 1502
1252 AP4A_HUMAN P50583 NUDT2 (APAH1)Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical] OS=Homo sapiens GN=NUDT2 PE=1 SV=316811.6 0 4 0 0 0 6.15529 0 0 0 0.00037 0 0 581
1253 SPB12_HUMAN Q96P63 SERPINB12 Serpin B12 OS=Homo sapiens GN=SERPINB12 PE=1 SV=146259.7 0 11 0 0 0 31.0044 0 0 0 0.00067 0 326
1254 TIF1B_HUMAN Q13263 TRIM28 (KAP1) (RNF96) (TIF1B)Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=588531 9 12 0 0 9 18.46587 0 0 0.0001 0.00021 0 0 1289 849
1255 MIME_HUMAN P20774 OGN (OIF) (SLRR3A)Mimecan OS=Homo sapiens GN=OGN PE=1 SV=133907 3 4 0 1 3 6.15529 0 4.9733 9E-05 0.00018 0 0.0001 1367 943 742
1256 SNX5_HUMAN Q9Y5X3 SNX5 Sorting nexin-5 OS=Homo sapiens GN=SNX5 PE=1 SV=146799.8 4 5 0 2 4 7.694113 0 9.9467 9E-05 0.00016 0 0.0002 1387 994 655
1257 LA_HUMAN P05455 SSB Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=246821 5 5 0 1 5 7.694113 0 4.9733 0.0001 0.00016 0 0.0001 1263 995 825
1258 ITIH2_HUMAN P19823 ITIH2 (IGHEP2)Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=1106420.5 20 5 0 0 20 7.694113 0 0 0.0002 7.2E-05 0 0 971 1422
1259 HSBP1_HUMAN O75506 HSBP1 (HSF1BP)Heat shock factor-binding protein 1 OS=Homo sapiens GN=HSBP1 PE=1 SV=18525.7 0 1 0 1 0 1.538823 0 4.9733 0 0.00018 0 0.0006 948 388
1260 STML2_HUMAN Q9UJZ1 STOML2 (SLP2) (HSPC108)Stomatin-like protein 2 OS=Homo sapiens GN=STOML2 PE=1 SV=138516.5 5 4 0 0 5 6.15529 0 0 0.0001 0.00016 0 0 1155 1007
1261 NDKA_HUMAN P15531 NME1 (NDPKA) (NM23)Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=117130.7 2 1 1 2 0 2.81858 4.9733 0.0001 0 0.00016 0.0003 1223 608 562
1262 PSMD8_HUMAN P48556 PSMD8 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=129988.6 3 1 2 1 3 1.538823 5.63717 4.9733 0.0001 5.1E-05 0.00019 0.0002 1300 1563 583 714
1263 ITPA_HUMAN Q9BY32 ITPA (C20orf37) (My049) (OK/SW-cl.9)Inosine triphosphate pyrophosphatase OS=Homo sapiens GN=ITPA PE=1 SV=221427.9 0 4 0 1 0 6.15529 0 4.9733 0 0.00029 0 0.0002 689 634
1264 CL005_HUMAN Q9NQ88 TIGAR Uncharacterized protein C12orf5 OS=Homo sapiens GN=C12orf5 PE=1 SV=130045.1 2 4 1 2 0 11.2743 4.9733 7E-05 0 0.00038 0.0002 1517 441 715
1265 COPE_HUMAN O14579 COPE Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=2 SV=334464.9 7 1 0 0 7 1.538823 0 0 0.0002 4.5E-05 0 0 921 1609
1266 RL26_HUMAN P61254 RPL26 60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=117240.4 2 2 0 0 2 3.077645 0 0 0.0001 0.00018 0 0 1226 951
1267 MK03_HUMAN P27361 MAPK3 (ERK1) (PRKM3)Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=443119.4 4 5 0 1 4 7.694113 0 4.9733 9E-05 0.00018 0 0.0001 1342 952 805
1268 RA1L3_HUMAN P0C7M2 HNRPA1L3 Putative heterogeneous nuclear ribonucleoprotein A1-like protein 3 OS=Homo sapiens GN=HNRPA1L3 PE=5 SV=138828.1 2 4 3 0 2 6.15529 8.45575 0 5E-05 0.00016 0.00022 0 1611 1011 550
1269 NDUS3_HUMAN O75489 NDUFS3 NADH dehydrogenase [ubiquinone] iron-sulfur protein 3, mitochondrial OS=Homo sapiens GN=NDUFS3 PE=1 SV=130223.7 7 0 0 7 0 0 0 0.0002 0 0 0 862
1270 PSDE_HUMAN O00487 PSMD14 (POH1)26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=134558.6 3 5 0 0 3 7.694113 0 0 9E-05 0.00022 0 0 1374 812
1271 CHM1A_HUMANQ9HD42 CHMP1A (CHMP1) (KIAA0047) (PCOLN3) (PRSM1)Charged multivesicular body protein 1a OS=Homo sapiens GN=CHMP1A PE=1 SV=121684.5 5 0 0 5 0 0 0 0.0002 0 0 0 865
1272 DC1L1_HUMAN Q9Y6G9 DYNC1LI1 (DNCLI1)Cytoplasmic dynein 1 light intermediate chain 1 OS=Homo sapiens GN=DYNC1LI1 PE=1 SV=356562.2 4 7 0 2 4 10.77176 0 9.9467 7E-05 0.00019 0 0.0002 1486 908 699
1273 INP4B_HUMAN O15327 INPP4B Type II inositol-3,4-bisphosphate 4-phosphatase OS=Homo sapiens GN=INPP4B PE=2 SV=3104707 6 12 5 1 6 18.46587 14.0929 4.9733 6E-05 0.00018 0.00013 5E-05 1573 961 645 923
1274 PLSL_HUMAN P13796 LCP1 (PLS2) Plastin-2 OS=Homo sapiens GN=LCP1 PE=1 SV=570274.1 6 4 6 0 6 6.15529 16.9115 0 9E-05 8.8E-05 0.00024 0 1391 1316 535
1275 GCST_HUMAN P48728 AMT (GCST) Aminomethyltransferase, mitochondrial OS=Homo sapiens GN=AMT PE=1 SV=143927.6 4 2 3 1 4 3.077645 8.45575 4.9733 9E-05 7E-05 0.00019 0.0001 1350 1436 580 808
1276 AMPM2_HUMANP50579 METAP2 (MNPEP) (P67EIF2)Methionine aminopeptidase 2 OS=Homo sapiens GN=METAP2 PE=1 SV=152874.3 5 6 0 1 5 9.232936 0 4.9733 9E-05 0.00017 0 9E-05 1332 964 842
1277 SCRN3_HUMAN Q0VDG4 SCRN3 Secernin-3 OS=Homo sapiens GN=SCRN3 PE=2 SV=148527.1 7 1 0 3 7 1.538823 0 14.92 0.0001 3.2E-05 0 0.0003 1092 1729 542
1278 BAT3_HUMAN P46379 BAT3 (G3) Large proline-rich protein BAT3 OS=Homo sapiens GN=BAT3 PE=1 SV=2119389.3 18 9 0 0 18 13.8494 0 0 0.0002 0.00012 0 0 1070 1169
1279 SND1_HUMAN Q7KZF4 SND1 (TDRD11)Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1101980.5 15 8 0 0 15 12.31058 0 0 0.0001 0.00012 0 0 1083 1155
1280 QORX_HUMAN Q53FA7 TP53I3 (PIG3) Putative quinone oxidoreductase OS=Homo sapiens GN=TP53I3 PE=1 SV=235519.3 5 3 0 0 5 4.616468 0 0 0.0001 0.00013 0 0 1113 1109
1281 COASY_HUMAN Q13057 COASY (PSEC0106)Bifunctional coenzyme A synthase OS=Homo sapiens GN=COASY PE=1 SV=462311.5 8 4 2 0 8 6.15529 5.63717 0 0.0001 9.9E-05 9E-05 0 1162 1252 723
1282 HYOU1_HUMAN Q9Y4L1 HYOU1 (ORP150)Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1111318.8 16 7 0 2 16 10.77176 0 9.9467 0.0001 9.7E-05 0 9E-05 1097 1263 854
1283 SIAS_HUMAN Q9NR45 NANS (SAS) Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=240289.9 3 4 2 0 3 6.15529 5.63717 0 7E-05 0.00015 0.00014 0 1462 1026 641
1284 UBE2K_HUMAN P61086 UBE2K (HIP2) (LIG)Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=322389.1 4 1 0 0 4 1.538823 0 0 0.0002 6.9E-05 0 0 1000 1449
1285 IGHM_HUMAN P01871 IGHM Ig mu chain C region OS=Homo sapiens GN=IGHM PE=1 SV=349287.7 6 1 0 4 6 1.538823 0 19.893 0.0001 3.1E-05 0 0.0004 1190 1733 468
1286 PALMD_HUMANQ9NP74 PALMD (C1orf11) (PALML)Palmdelphin OS=Homo sapiens GN=PALMD PE=1 SV=162741.2 10 4 0 0 10 6.15529 0 0 0.0002 9.8E-05 0 0 1047 1255
1287 SNX2_HUMAN O60749 SNX2 (TRG9) Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=258454.2 4 8 0 1 4 12.31058 0 4.9733 7E-05 0.00021 0 9E-05 1503 844 865
1288 AP2M1_HUMAN Q96CW1 AP2M1 (CLAPM1) (KIAA0109)AP-2 complex subunit mu-1 OS=Homo sapiens GN=AP2M1 PE=1 SV=249637.7 5 4 0 2 5 6.15529 0 9.9467 0.0001 0.00012 0 0.0002 1295 1133 667
1289 PLPP_HUMAN Q96GD0 PDXP (PLP) (PLPP)Pyridoxal phosphate phosphatase OS=Homo sapiens GN=PDXP PE=1 SV=231680.8 7 0 0 7 0 0 0 0.0002 0 0 0 878
1290 TENS1_HUMAN Q9HBL0 TNS1 (TNS) Tensin-1 OS=Homo sapiens GN=TNS1 PE=1 SV=1185659.6 29 12 0 0 29 18.46587 0 0 0.0002 9.9E-05 0 0 1055 1245
1291 VATG2_HUMAN O95670 ATP6V1G2 (V-type proton ATPase subunit G 2) Vacuolar proton pump subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=313585.8 0 3 0 0 0 4.616468 0 0 0 0.00034 0 0 606
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1292 DHAK_HUMAN Q3LXA3 DAK Dihydroxyacetone kinase OS=Homo sapiens GN=DAK PE=2 SV=158960.1 8 5 0 0 8 7.694113 0 0 0.0001 0.00013 0 0 1134 1106
1293 UFM1_HUMAN P61960 UFM1 (C13orf20) (BM-002)Ubiquitin-fold modifier 1 OS=Homo sapiens GN=UFM1 PE=1 SV=19099.9 1 1 0 0 1 1.538823 0 0 0.0001 0.00017 0 0 1255 977
1294 PSMD6_HUMAN Q15008 PSMD6 (KIAA0107) (PFAAP4)26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=145515.4 9 0 1 9 0 0 4.9733 0.0002 0 0 0.0001 938 813
1295 PPM1K_HUMAN Q8N3J5 PPM1K (PP2CM)Protein phosphatase 1K, mitochondrial OS=Homo sapiens GN=PPM1K PE=1 SV=140980.3 4 3 0 2 4 4.616468 0 9.9467 1E-04 0.00011 0 0.0002 1319 1186 618
1296 EIF3I_HUMAN Q13347 EIF3I (EIF3S2) (TRIP1)Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=136484 5 3 0 0 5 4.616468 0 0 0.0001 0.00013 0 0 1130 1120
1297 PTN11_HUMAN Q06124 PTPN11 (PTP2C) (SHPTP2)Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=268418.2 4 10 0 1 4 15.38823 0 4.9733 6E-05 0.00022 0 7E-05 1565 807 883
1298 HSC20_HUMAN Q8IWL3 HSCB (DNAJC20) (HSC20)Co-chaperone protein HscB, mitochondrial OS=Homo sapiens GN=HSCB PE=1 SV=327405.2 2 3 0 1 2 4.616468 0 4.9733 7E-05 0.00017 0 0.0002 1470 981 688
1299 RS5_HUMAN P46782 RPS5 40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=422859 4 1 0 0 4 1.538823 0 0 0.0002 6.7E-05 0 0 1009 1459
1300 N6MT1_HUMANQ9Y5N5 N6AMT1 (C21orf127) (HEMK2) (PRED28)N(6)-adenine-specific DNA methyltransferase 1 OS=Homo sapiens GN=N6AMT1 PE=2 SV=222883.6 5 0 0 5 0 0 0 0.0002 0 0 0 887
1301 DPP3_HUMAN Q9NY33 DPP3 Dipeptidyl-peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=282573.6 16 2 0 0 16 3.077645 0 0 0.0002 3.7E-05 0 0 957 1676
1302 AMRP_HUMAN P30533 LRPAP1 (A2MRAP)Alpha-2-macroglobulin receptor-associated protein OS=Homo sapiens GN=LRPAP1 PE=1 SV=141449.6 5 2 0 2 5 3.077645 0 9.9467 0.0001 7.4E-05 0 0.0002 1199 1405 626
1303 H2B1B_HUMAN P33778 HIST1H2BB (H2BFF)Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=213902.6 0 3 0 0 0 8.45575 0 0 0 0.00061 0 348
1304 COR1A_HUMAN P31146 CORO1A (CORO1)Coronin-1A OS=Homo sapiens GN=CORO1A PE=1 SV=451008 9 1 0 1 9 1.538823 0 4.9733 0.0002 3E-05 0 1E-04 1005 1747 836
1305 PPTC7_HUMAN Q8NI37 PPTC7 (TAPP2C)Protein phosphatase PTC7 homolog OS=Homo sapiens GN=PPTC7 PE=2 SV=132628 4 3 0 0 4 4.616468 0 0 0.0001 0.00014 0 0 1186 1060
1306 RG9D1_HUMAN Q7L0Y3 RG9MTD1 RNA (guanine-9-)-methyltransferase domain-containing protein 1, mitochondrial OS=Homo sapiens GN=RG9MTD1 PE=1 SV=146668.9 3 5 0 2 3 7.694113 0 9.9467 6E-05 0.00016 0 0.0002 1530 993 652
1307 DTD1_HUMAN Q8TEA8 DTD1 (C20orf88) (HARS2)D-tyrosyl-tRNA(Tyr) deacylase 1 OS=Homo sapiens GN=DTD1 PE=1 SV=223405.6 2 2 0 1 2 3.077645 0 4.9733 9E-05 0.00013 0 0.0002 1388 1101 656
1308 PSMD3_HUMAN O43242 PSMD3 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=260961.6 9 4 0 0 9 6.15529 0 0 0.0001 0.0001 0 0 1080 1239
1309 RAB7A_HUMAN P51149 RAB7A (RAB7)Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=123472 1 2 0 2 1 3.077645 0 9.9467 4E-05 0.00013 0 0.0004 1680 1104 452
1310 UCHL5_HUMAN Q9Y5K5 UCHL5 (UCH37) (AD-019) (CGI-70)Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=337589.4 3 5 0 0 3 7.694113 0 0 8E-05 0.0002 0 0 1425 866
1311 NH2L1_HUMAN P55769 NHP2L1 NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=314155.8 2 1 0 0 2 1.538823 0 0 0.0001 0.00011 0 0 1110 1202
1312 NASP_HUMAN P49321 NASP Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=285217.5 6 12 0 0 6 18.46587 0 0 7E-05 0.00022 0 0 1490 826
1313 SRC8_HUMAN Q14247 CTTN (EMS1) Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=161617.4 1 10 0 2 1 15.38823 0 9.9467 2E-05 0.00025 0 0.0002 1916 756 718
1314 VP26A_HUMAN O75436 VPS26A (VPS26)Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=238153.1 7 0 1 7 0 0 4.9733 0.0002 0 0 0.0001 987 776
1315 CH082_HUMAN Q6P1X6 C8orf82 UPF0598 protein C8orf82 OS=Homo sapiens GN=C8orf82 PE=2 SV=223872.1 1 4 0 0 1 6.15529 0 0 4E-05 0.00026 0 0 1689 738
1316 RS6_HUMAN P62753 RPS6 (OK/SW-cl.2)40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=128663.7 5 1 0 0 5 1.538823 0 0 0.0002 5.4E-05 0 0 1013 1551
1317 SEP10_HUMAN Q9P0V9 SEP10 Septin-10 OS=Homo sapiens GN=SEPT10 PE=1 SV=252575.5 0 11 0 0 0 16.92705 0 0 0 0.00032 0 0 632
1318 ODBB_HUMAN P21953 BCKDHB 2-oxoisovalerate dehydrogenase subunit beta, mitochondrial OS=Homo sapiens GN=BCKDHB PE=1 SV=243104.9 0 9 0 0 0 13.8494 0 0 0 0.00032 0 0 633
1319 HMGB2_HUMANP26583 HMGB2 (HMG2)High mobility group protein B2 OS=Homo sapiens GN=HMGB2 PE=1 SV=224016.6 2 1 0 2 2 1.538823 0 9.9467 8E-05 6.4E-05 0 0.0004 1406 1482 463
1320 SNF8_HUMAN Q96H20 SNF8 (EAP30) Vacuolar-sorting protein SNF8 OS=Homo sapiens GN=SNF8 PE=1 SV=128846.9 5 0 1 5 0 0 4.9733 0.0002 0 0 0.0002 1017 703
1321 COMD6_HUMANQ7Z4G1 COMMD6 (MSTP076)COMM domain-containing protein 6 OS=Homo sapiens GN=COMMD6 PE=1 SV=19619.9 0 2 0 0 0 3.077645 0 0 0 0.00032 0 0 636
1322 DBNL_HUMAN Q9UJU6 DBNL (CMAP) (SH3P7) (PP5423)Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=148188.3 4 6 0 0 4 9.232936 0 0 8E-05 0.00019 0 0 1407 906
1323 CO4B_HUMAN P0C0L5 C4B (CO4) (CPAMD3)Complement C4-B OS=Homo sapiens GN=C4B PE=1 SV=1192776.8 0 40 0 0 0 61.5529 0 0 0 0.00032 0 0 639
1324 PCBP2_HUMAN Q15366 PCBP2 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=138562.9 6 2 0 0 6 3.077645 0 0 0.0002 8E-05 0 0 1057 1362
1325 DCPS_HUMAN Q96C86 DCPS (DCS1) (HINT5) (HSPC015)Scavenger mRNA-decapping enzyme DcpS OS=Homo sapiens GN=DCPS PE=1 SV=238591.8 3 3 0 2 3 4.616468 0 9.9467 8E-05 0.00012 0 0.0003 1435 1160 595
1326 TFG_HUMAN Q92734 TFG Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=143416.2 3 2 4 0 3 3.077645 11.2743 0 7E-05 7.1E-05 0.00026 0 1499 1430 517
1327 RT17_HUMAN Q9Y2R5 MRPS17 (RPMS17) (HSPC011)28S ribosomal protein S17, mitochondrial OS=Homo sapiens GN=MRPS17 PE=1 SV=114484 2 1 0 0 2 1.538823 0 0 0.0001 0.00011 0 0 1124 1212
1328 SYNC_HUMAN O43776 NARS (ASNS) Asparaginyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=162926.2 7 4 0 2 7 6.15529 0 9.9467 0.0001 9.8E-05 0 0.0002 1249 1257 724
1329 SRP14_HUMAN P37108 SRP14 Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=214552.6 0 2 1 0 0 3.077645 2.81858 0 0 0.00021 0.00019 0 841 577
1330 STAT1_HUMAN P42224 STAT1 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=287318.9 9 9 0 0 9 13.8494 0 0 0.0001 0.00016 0 0 1281 1010
1331 VATA_HUMAN P38606 ATP6V1A (ATP6A1) (ATP6V1A1) (VPP2)Vacuolar ATP synthase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=268287.4 8 4 1 1 8 6.15529 2.81858 4.9733 0.0001 9E-05 4.1E-05 7E-05 1221 1300 828 881
1332 NUDT9_HUMAN Q9BW91 NUDT9 (NUDT10) (PSEC0099) (UNQ3012/PRO9771)ADP-ribose pyrophosphatase, mitochondrial OS=Homo sapiens GN=NUDT9 PE=1 SV=139107.5 5 2 0 1 5 3.077645 0 4.9733 0.0001 7.9E-05 0 0.0001 1166 1375 783
1333 EMI5_HUMAN Q9NX18 C11orf79 Protein EMI5 homolog, mitochondrial OS=Homo sapiens GN=C11orf79 PE=2 SV=119582.7 4 0 0 4 0 0 0 0.0002 0 0 0 917
1334 RT18B_HUMAN Q9Y676 MRPS18B (HSPC183) (PTD017)28S ribosomal protein S18b, mitochondrial OS=Homo sapiens GN=MRPS18B PE=1 SV=129377.4 4 0 2 4 0 0 9.9467 0.0001 0 0 0.0003 1132 515
1335 SYDM_HUMAN Q6PI48 DARS2 Aspartyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=DARS2 PE=1 SV=173547 10 5 0 0 10 7.694113 0 0 0.0001 0.0001 0 0 1133 1218
1336 KT3K_HUMAN Q9HA64 FN3KRP Ketosamine-3-kinase OS=Homo sapiens GN=FN3KRP PE=1 SV=234394.7 7 0 0 7 0 0 0 0.0002 0 0 0 918
1337 RM01_HUMAN Q9BYD6 MRPL1 (BM-022)39S ribosomal protein L1, mitochondrial OS=Homo sapiens GN=MRPL1 PE=2 SV=134436.1 7 0 0 7 0 0 0 0.0002 0 0 0 920
1338 STK24_HUMAN Q9Y6E0 STK24 (MST3) (STK3)Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=149292.6 4 6 0 0 4 9.232936 0 0 8E-05 0.00019 0 0 1418 920
1339 PDC10_HUMAN Q9BUL8 PDCD10 (CCM3) (TFAR15)Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=124684.5 2 3 0 0 2 4.616468 0 0 8E-05 0.00019 0 0 1419 923
1340 SDSL_HUMAN Q96GA7 SDSL Serine dehydratase-like OS=Homo sapiens GN=SDSL PE=2 SV=134655.2 3 2 1 1 3 3.077645 2.81858 4.9733 9E-05 8.9E-05 8.1E-05 0.0001 1377 1307 745 751
1341 TBB4_HUMAN P04350 TUBB4 (TUBB5)Tubulin beta-4 chain OS=Homo sapiens GN=TUBB4 PE=1 SV=249567.4 5 5 0 0 5 7.694113 0 0 0.0001 0.00016 0 0 1293 1022
1342 MIMIT_HUMAN Q8N183 NDUFAF2 (NDUFA12L)Mimitin, mitochondrial OS=Homo sapiens GN=NDUFAF2 PE=1 SV=119838.8 4 0 0 4 0 0 0 0.0002 0 0 0 924
1343 CN124_HUMAN Q9NRG7 SDR39U1 UPF0105 protein C14orf124 OS=Homo sapiens GN=C14orf124 PE=2 SV=134730.2 7 0 0 7 0 0 0 0.0002 0 0 0 926
1344 RL10A_HUMAN P62906 RPL10A (NEDD6)60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=224814 0 2 0 3 0 3.077645 0 14.92 0 0.00012 0 0.0006 1132 379
1345 MYP2_HUMAN P02689 PMP2 Myelin P2 protein OS=Homo sapiens GN=PMP2 PE=1 SV=314891.9 0 0 3 0 0 0 14.92 0 0 0 0.001 268
1346 PHB_HUMAN P35232 PHB Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=129786.6 6 0 0 6 0 0 0 0.0002 0 0 0 927
1347 K0174_HUMAN P53990 KIAA0174 Uncharacterized protein KIAA0174 OS=Homo sapiens GN=KIAA0174 PE=1 SV=139734.2 2 5 0 1 2 7.694113 0 4.9733 5E-05 0.00019 0 0.0001 1621 898 788
1348 EIF3H_HUMAN O15372 EIF3H (EIF3S3)Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=139912.6 2 5 0 1 2 7.694113 0 4.9733 5E-05 0.00019 0 0.0001 1622 903 790
1349 THRB_HUMAN P00734 F2 Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=270018.8 5 9 0 0 5 13.8494 0 0 7E-05 0.0002 0 0 1481 887
1350 DSC1_HUMAN Q08554 DSC1 (CDHF1)Desmocollin-1 OS=Homo sapiens GN=DSC1 PE=1 SV=1100028.2 5 2 12 1 5 3.077645 33.823 4.9733 5E-05 3.1E-05 0.00034 5E-05 1625 1741 463 919
1351 TRI54_HUMAN Q9BYV2 TRIM54 (MURF) (MURF3) (RNF30)Tripartite motif-containing protein 54 OS=Homo sapiens GN=TRIM54 PE=1 SV=240309.3 1 6 1 0 1 9.232936 2.81858 0 2E-05 0.00023 7E-05 0 1829 800 770
1352 MIPEP_HUMAN Q99797 MIPEP (MIP) Mitochondrial intermediate peptidase OS=Homo sapiens GN=MIPEP PE=2 SV=280625.3 12 4 0 0 12 6.15529 0 0 0.0001 7.6E-05 0 0 1077 1385
1353 RT14_HUMAN O60783 MRPS14 28S ribosomal protein S14, mitochondrial OS=Homo sapiens GN=MRPS14 PE=1 SV=115121.1 3 0 0 3 0 0 0 0.0002 0 0 0 935
1354 AAKB2_HUMAN O43741 PRKAB2 5'-AMP-activated protein kinase subunit beta-2 OS=Homo sapiens GN=PRKAB2 PE=1 SV=130284.6 5 1 0 0 5 1.538823 0 0 0.0002 5.1E-05 0 0 1034 1569
1355 UBQL2_HUMAN Q9UHD9 UBQLN2 (N4BP4) (PLIC2) (HRIHFB2157)Ubiquilin-2 OS=Homo sapiens GN=UBQLN2 PE=1 SV=265679.1 4 1 8 0 4 1.538823 22.5487 0 6E-05 2.3E-05 0.00034 0 1545 1815 458
1356 IMDH2_HUMAN P12268 IMPDH2 (IMPD2)Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=255788.4 4 7 0 0 4 10.77176 0 0 7E-05 0.00019 0 0 1477 899
1357 DNJA2_HUMAN O60884 DNAJA2 (CPR3) (HIRIP4)DnaJ homolog subfamily A member 2 OS=Homo sapiens GN=DNAJA2 PE=1 SV=145727.7 6 2 0 1 6 3.077645 0 4.9733 0.0001 6.7E-05 0 0.0001 1147 1460 815
1358 EIF3G_HUMAN O75821 EIF3G (EIF3S4)Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=235593.9 3 4 0 0 3 6.15529 0 0 8E-05 0.00017 0 0 1399 967
1359 COPB_HUMAN P53618 COPB1 (COPB) (MSTP026)Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3107128 16 5 0 0 16 7.694113 0 0 0.0001 7.2E-05 0 0 1076 1425
1360 IF2GL_HUMAN Q2VIR3 n.o Eukaryotic translation initiation factor 2 subunit 3-like protein OS=Homo sapiens PE=2 SV=251092.2 0 10 0 0 0 15.38823 0 0 0 0.0003 0 0 668
1361 COX2_HUMAN P00403 MT-CO2 (COII) (COXII) (MTCO2)Cytochrome c oxidase subunit 2 OS=Homo sapiens GN=MT-CO2 PE=1 SV=125548.4 4 1 0 0 4 1.538823 0 0 0.0002 6E-05 0 0 1053 1505
1362 DEF1_HUMAN P59665 DEFA1 (DEF1) (DEFA2) (MRS)Neutrophil defensin 1 OS=Homo sapiens GN=DEFA1 PE=1 SV=110227.1 0 2 0 0 0 3.077645 0 0 0 0.0003 0 0 671
1363 ARC1B_HUMAN O15143 ARPC1B (ARC41)Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=340931.8 6 1 0 1 6 1.538823 0 4.9733 0.0001 3.8E-05 0 0.0001 1086 1673 796
1364 FKBP5_HUMAN Q13451 FKBP5 (AIG6) (FKBP51)FK506-binding protein 5 OS=Homo sapiens GN=FKBP5 PE=1 SV=251195.6 4 3 2 1 4 4.616468 5.63717 4.9733 8E-05 9E-05 0.00011 1E-04 1433 1299 690 837
1365 SRA1_HUMAN Q9HD15 SRA1 (PP7684)Steroid receptor RNA activator 1 OS=Homo sapiens GN=SRA1 PE=1 SV=125654.6 5 0 0 5 0 0 0 0.0002 0 0 0 951
1366 RM18_HUMAN Q9H0U6 MRPL18 (HSPC071)39S ribosomal protein L18, mitochondrial OS=Homo sapiens GN=MRPL18 PE=2 SV=120557.9 4 0 0 4 0 0 0 0.0002 0 0 0 954
1367 NQO1_HUMAN P15559 NQO1 (DIA4) (NMOR1)NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=130851 2 3 0 1 2 4.616468 0 4.9733 6E-05 0.00015 0 0.0002 1522 1035 719
1368 KAP3_HUMAN P31323 PRKAR2B cAMP-dependent protein kinase type II-beta regulatory subunit OS=Homo sapiens GN=PRKAR2B PE=1 SV=346284.7 2 5 2 0 2 7.694113 5.63717 0 4E-05 0.00017 0.00012 0 1676 986 668
1369 BCKD_HUMAN O14874 BCKDK [3-methyl-2-oxobutanoate dehydrogenase [lipoamide]] kinase, mitochondrial OS=Homo sapiens GN=BCKDK PE=1 SV=246344.4 2 6 0 1 2 9.232936 0 4.9733 4E-05 0.0002 0 0.0001 1677 881 820
1370 GNPI2_HUMAN Q8TDQ7 GNPDA2 Glucosamine-6-phosphate isomerase 2 OS=Homo sapiens GN=GNPDA2 PE=1 SV=131067.7 4 2 0 0 4 3.077645 0 0 0.0001 9.9E-05 0 0 1160 1250
1371 UAP1L_HUMAN Q3KQV9 UAP1L1 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=2 SV=257012.4 6 5 0 0 6 7.694113 0 0 0.0001 0.00013 0 0 1269 1083
1372 H10_HUMAN P07305 H1F0 (H1FV) Histone H1.0 OS=Homo sapiens GN=H1F0 PE=1 SV=320846.1 0 1 0 3 0 1.538823 0 14.92 0 7.4E-05 0 0.0007 1409 340
1373 AP2B1_HUMAN P63010 AP2B1 (ADTB2) (CLAPB1)AP-2 complex subunit beta-1 OS=Homo sapiens GN=AP2B1 PE=1 SV=1104537.2 9 10 0 1 9 15.38823 0 4.9733 9E-05 0.00015 0 5E-05 1380 1045 922
1374 DNPEP_HUMAN Q9ULA0 DNPEP (ASPEP) (DAP)Aspartyl aminopeptidase OS=Homo sapiens GN=DNPEP PE=1 SV=152410.6 9 1 0 0 9 1.538823 0 0 0.0002 2.9E-05 0 0 1020 1760
1375 RL28_HUMAN P46779 RPL28 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=315729.9 0 2 0 1 0 3.077645 0 4.9733 0 0.0002 0 0.0003 892 533
1376 PDIP2_HUMAN Q9Y2S7 POLDIP2 (PDIP38) (POLD4) (HSPC017)Polymerase delta-interacting protein 2 OS=Homo sapiens GN=POLDIP2 PE=1 SV=142015 6 2 0 0 6 3.077645 0 0 0.0001 7.3E-05 0 0 1102 1414
1377 BLMH_HUMAN Q13867 BLMH Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=152544.5 1 9 0 1 0 25.3673 0 2E-05 0 0.00048 0 1887 391
1378 IMA4_HUMAN O00629 KPNA4 Importin subunit alpha-4 OS=Homo sapiens GN=KPNA4 PE=1 SV=157868.9 7 3 0 1 7 4.616468 0 4.9733 0.0001 8E-05 0 9E-05 1193 1363 862
1379 IMA3_HUMAN O00505 KPNA3 Importin subunit alpha-3 OS=Homo sapiens GN=KPNA3 PE=1 SV=257868.9 7 1 2 1 7 1.538823 5.63717 4.9733 0.0001 2.7E-05 9.7E-05 9E-05 1194 1793 706 861
1380 LYAG_HUMAN P10253 GAA Lysosomal alpha-glucosidase OS=Homo sapiens GN=GAA PE=1 SV=2105320.5 10 6 4 0 10 9.232936 11.2743 0 9E-05 8.8E-05 0.00011 0 1331 1314 692
1381 ETFD_HUMAN Q16134 ETFDH Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Homo sapiens GN=ETFDH PE=2 SV=168490.7 1 9 3 0 1 13.8494 8.45575 0 1E-05 0.0002 0.00012 0 1935 873 665
1382 BASI_HUMAN P35613 BSG (UNQ6505/PRO21383)Basigin OS=Homo sapiens GN=BSG PE=1 SV=242181.7 5 1 2 0 5 1.538823 5.63717 0 0.0001 3.6E-05 0.00013 0 1210 1684 646
1383 RL32_HUMAN P62910 RPL32 (PP9932)60S ribosomal protein L32 OS=Homo sapiens GN=RPL32 PE=1 SV=215842.4 0 2 0 1 0 3.077645 0 4.9733 0 0.00019 0 0.0003 896 536
1384 CHSP1_HUMAN Q9Y2V2 CARHSP1 Calcium-regulated heat stable protein 1 OS=Homo sapiens GN=CARHSP1 PE=1 SV=215873.6 3 0 0 3 0 0 0 0.0002 0 0 0 968
1385 LYRM5_HUMAN Q6IPR1 LYRM5 LYR motif-containing protein 5 OS=Homo sapiens GN=LYRM5 PE=2 SV=110587.5 1 1 0 0 1 1.538823 0 0 9E-05 0.00015 0 0 1334 1048
1386 APOD_HUMAN P05090 APOD Apolipoprotein D OS=Homo sapiens GN=APOD PE=1 SV=121258 2 2 0 2 0 5.63717 0 9E-05 0 0.00027 0 1336 513
1387 LAMB1_HUMAN P07942 LAMB1 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=1198045.3 19 12 3 3 19 18.46587 8.45575 14.92 1E-04 9.3E-05 4.3E-05 8E-05 1327 1278 825 879
1388 CHRD1_HUMAN Q9UHD1 CHORDC1 (CHP1)Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=237471.7 2 5 0 0 2 7.694113 0 0 5E-05 0.00021 0 0 1595 860
1389 MTND_HUMAN Q9BV57 ADI1 (MTCBP1) (HMFT1638)1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase OS=Homo sapiens GN=ADI1 PE=1 SV=121481.2 4 0 0 4 0 0 0 0.0002 0 0 0 976
1390 PGTA_HUMAN Q92696 RABGGTA Geranylgeranyl transferase type-2 subunit alpha OS=Homo sapiens GN=RABGGTA PE=1 SV=265054.7 5 7 0 0 5 10.77176 0 0 8E-05 0.00017 0 0 1442 988
1391 HTRA2_HUMAN O43464 HTRA2 (OMI) (PRSS25)Serine protease HTRA2, mitochondrial OS=Homo sapiens GN=HTRA2 PE=1 SV=248822.9 5 4 0 0 5 6.15529 0 0 0.0001 0.00013 0 0 1283 1124
1392 KGUA_HUMAN Q16774 GUK1 (GMK) Guanylate kinase OS=Homo sapiens GN=GUK1 PE=2 SV=221707.7 2 2 0 0 2 3.077645 0 0 9E-05 0.00014 0 0 1344 1058
1393 SFPQ_HUMAN P23246 SFPQ (PSF) Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=276131.5 1 13 0 0 1 20.00469 0 0 1E-05 0.00026 0 0 1951 725
1394 PICAL_HUMAN Q13492 PICALM (CALM)Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=270738.1 2 1 10 0 2 1.538823 28.1858 0 3E-05 2.2E-05 0.0004 0 1791 1836 427
1395 VAPB_HUMAN O95292 VAPB (UNQ484/PRO983)Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=327210.6 4 1 0 0 4 1.538823 0 0 0.0001 5.7E-05 0 0 1084 1531
1396 PABP4_HUMAN Q13310 PABPC4 (APP1) (PABP4)Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=170765.8 6 4 2 1 6 6.15529 5.63717 4.9733 8E-05 8.7E-05 8E-05 7E-05 1397 1320 750 889
1397 UB2V1_HUMAN Q13404 UBE2V1 (CROC1) (UBE2V) (UEV1) (P/OKcl.19)Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=116344.9 0 3 0 0 0 4.616468 0 0 0 0.00028 0 0 694
1398 K2C6B_HUMAN P04259 KRT6B Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6A PE=1 SV=360008.7 0 9 2 0 0 13.8494 5.63717 0 0 0.00023 9.4E-05 0 797 716
1399 CUL4A_HUMAN Q13619 CUL4A Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=387665.7 12 2 0 2 12 3.077645 0 9.9467 0.0001 3.5E-05 0 0.0001 1131 1692 807
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1400 IF2BL_HUMAN A6NK07 n.o Eukaryotic translation initiation factor 2 subunit 2-like protein OS=Homo sapiens PE=2 SV=138371.7 5 0 2 5 0 0 9.9467 0.0001 0 0 0.0003 1153 590
1401 TS101_HUMAN Q99816 TSG101 Tumor susceptibility gene 101 protein OS=Homo sapiens GN=TSG101 PE=1 SV=243928 8 0 0 8 0 0 0 0.0002 0 0 0 992
1402 OFUT1_HUMAN Q9H488 POFUT1 (FUT12) (KIAA0180)GDP-fucose protein O-fucosyltransferase 1 OS=Homo sapiens GN=POFUT1 PE=1 SV=143938.2 5 3 0 0 5 4.616468 0 0 0.0001 0.00011 0 0 1237 1217
1403 DSCR3_HUMAN O14972 DSCR3 (DCRA) (DSCRA)Down syndrome critical region protein 3 OS=Homo sapiens GN=DSCR3 PE=2 SV=132992.3 5 1 0 0 5 1.538823 0 0 0.0002 4.7E-05 0 0 1069 1588
1404 AAK1_HUMAN Q2M2I8 AAK1 (KIAA1048)AP2-associated protein kinase 1 OS=Homo sapiens GN=AAK1 PE=1 SV=293559.6 12 3 0 2 12 4.616468 0 9.9467 0.0001 4.9E-05 0 0.0001 1164 1578 824
1405 TSNAX_HUMAN Q99598 TSNAX (TRAX) Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=133095.1 4 2 0 4 0 5.63717 0 0.0001 0 0.00017 0 1195 599
1406 UBXD1_HUMAN Q9BZV1 UBXN6 UBX domain-containing protein 1 OS=Homo sapiens GN=UBXD1 PE=1 SV=149737 1 6 0 2 1 9.232936 0 9.9467 2E-05 0.00019 0 0.0002 1878 928 668
1407 KNG1_HUMAN P01042 KNG1 (BDK) (KNG)Kininogen-1 OS=Homo sapiens GN=KNG1 PE=1 SV=271939.6 0 10 2 1 0 15.38823 5.63717 4.9733 0 0.00021 7.8E-05 7E-05 835 752 892
1408 PURB_HUMAN Q96QR8 PURB Transcriptional activator protein Pur-beta OS=Homo sapiens GN=PURB PE=1 SV=333223.9 1 4 0 1 1 6.15529 0 4.9733 3E-05 0.00019 0 0.0001 1776 929 737
1409 MGLL_HUMAN Q99685 MGLL Monoglyceride lipase OS=Homo sapiens GN=MGLL PE=2 SV=233243.7 4 2 0 0 4 3.077645 0 0 0.0001 9.3E-05 0 0 1202 1280
1410 HEM6_HUMAN P36551 CPOX (CPO) (CPX)Coproporphyrinogen III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=350133.9 7 2 0 0 7 3.077645 0 0 0.0001 6.1E-05 0 0 1117 1501
1411 EI2BL_HUMAN Q9BV20 MRI1 Translation initiation factor eIF-2B subunit alpha/beta/delta-like protein OS=Homo sapiens GN=UNQ6390/PRO21135 PE=1 SV=139131.8 4 3 0 0 4 4.616468 0 0 0.0001 0.00012 0 0 1286 1166
1412 BAP31_HUMAN P51572 BCAP31 (BAP31) (DXS1357E)B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=327974.6 5 0 0 5 0 0 0 0.0002 0 0 0 999
1413 EMAL1_HUMAN O00423 EML1 (EMAP1) (EMAPL) (EMAPL1)Echinoderm microtubule-associated protein-like 1 OS=Homo sapiens GN=EML1 PE=2 SV=289800.9 13 3 0 0 13 4.616468 0 0 0.0001 5.1E-05 0 0 1091 1561
1414 EI2BA_HUMAN Q14232 EIF2B1 (EIF2BA)Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=133695.2 6 0 0 6 0 0 0 0.0002 0 0 0 1001
1415 CRKL_HUMAN P46109 CRKL Crk-like protein OS=Homo sapiens GN=CRKL PE=1 SV=133759.3 3 3 0 0 3 4.616468 0 0 9E-05 0.00014 0 0 1363 1073
1416 SCO1_HUMAN O75880 SCO1 (SCOD1)SCO1 protein homolog, mitochondrial OS=Homo sapiens GN=SCO1 PE=1 SV=133797.2 2 4 0 0 2 6.15529 0 0 6E-05 0.00018 0 0 1558 942
1417 VATB2_HUMAN P21281 ATP6V1B2 (ATP6B2) (VPP3)Vacuolar ATP synthase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=356484.1 8 2 0 0 8 3.077645 0 0 0.0001 5.4E-05 0 0 1107 1542
1418 SYLM_HUMAN Q15031 LARS2 (KIAA0028)Probable leucyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=LARS2 PE=1 SV=2101959.4 14 3 1 0 14 4.616468 2.81858 0 0.0001 4.5E-05 2.8E-05 0 1128 1603 841
1419 KBTBA_HUMAN O60662 KBTBD10 (KRP1)Kelch repeat and BTB domain-containing protein 10 OS=Homo sapiens GN=KBTBD10 PE=1 SV=268021.8 6 6 0 0 6 9.232936 0 0 9E-05 0.00014 0 0 1368 1075
1420 BASP_HUMAN P80723 BASP1 (NAP22)Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=222675.3 3 0 1 3 0 0 4.9733 0.0001 0 0 0.0002 1145 645
1421 H4_HUMAN P62805 HIST1H4A (H4/A) (H4FA); HIST1H4B (H4/I) (H4FI); HIST1H4C (H4/G) (H4FG); HIST1H4D (H4/B) (H4FB); HIST1H4E (H4/J) (H4FJ); HIST1H4F (H4/C) (H4FC); HIST1H4H (H4/H) (H4FH); HIST1H4I (H4/M) (H4FM); HIST1H4J (H4/E) (H4FE); HIST1H4K (H4/D) (H4FD); HIST1H4L (H4/K)Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=211349.7 0 1 0 1 0 1.538823 0 4.9733 0 0.00014 0 0.0004 1077 443
1422 LV301_HUMAN P01714 n.o Ig lambda chain V-III region SH OS=Homo sapiens PE=1 SV=111374.6 0 2 0 0 0 3.077645 0 0 0 0.00027 0 0 715
1423 GMPPB_HUMANQ9Y5P6 GMPPB Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=2 SV=239815.9 4 3 0 0 4 4.616468 0 0 0.0001 0.00012 0 0 1297 1170
1424 COPB2_HUMAN P35606 COPB2 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2102471.1 15 0 3 15 0 0 14.92 0.0001 0 0 0.0001 1087 744
1425 CAB39_HUMAN Q9Y376 CAB39 (MO25) (CGI-66)Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=139853.2 7 0 0 7 0 0 0 0.0002 0 0 0 1008
1426 RBM3_HUMAN P98179 RBM3 (RNPL) Putative RNA-binding protein 3 OS=Homo sapiens GN=RBM3 PE=1 SV=117152.6 3 0 0 3 0 0 0 0.0002 0 0 0 1010
1427 RS13_HUMAN P62277 RPS13 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=217205.3 0 1 0 2 0 1.538823 0 9.9467 0 8.9E-05 0 0.0006 1305 392
1428 RAB18_HUMAN Q9NP72 RAB18 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=122959.5 1 3 0 0 1 4.616468 0 0 4E-05 0.0002 0 0 1671 878
1429 COPG_HUMAN Q9Y678 COPG (COPG1)Coatomer subunit gamma OS=Homo sapiens GN=COPG PE=1 SV=197701.4 11 5 0 1 11 7.694113 0 4.9733 0.0001 7.9E-05 0 5E-05 1244 1373 917
1430 PCNA_HUMAN P12004 PCNA Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=128751.3 1 4 0 0 1 6.15529 0 0 3E-05 0.00021 0 0 1742 834
1431 CJ032_HUMAN Q96B45 C10orf32 Uncharacterized protein C10orf32 OS=Homo sapiens GN=C10orf32 PE=2 SV=111546.2 1 1 0 0 1 1.538823 0 0 9E-05 0.00013 0 0 1376 1092
1432 PDE6D_HUMAN O43924 PDE6D (PDED)Retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase subunit delta OS=Homo sapiens GN=PDE6D PE=1 SV=117402.3 0 2 0 1 0 3.077645 0 4.9733 0 0.00018 0 0.0003 958 568
1433 PAK2_HUMAN Q13177 PAK2 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=358026.1 7 3 0 0 7 4.616468 0 0 0.0001 8E-05 0 0 1198 1365
1434 LHPP_HUMAN Q9H008 LHPP Phospholysine phosphohistidine inorganic pyrophosphate phosphatase OS=Homo sapiens GN=LHPP PE=1 SV=229147.4 2 3 0 0 2 4.616468 0 0 7E-05 0.00016 0 0 1501 1013
1435 SYVC_HUMAN P26640 VARS (G7A) (VARS2)Valyl-tRNA synthetase OS=Homo sapiens GN=VARS PE=1 SV=4140459.5 16 6 0 2 16 9.232936 0 9.9467 0.0001 6.6E-05 0 7E-05 1236 1469 886
1436 LV102_HUMAN,LV106_HUMANP01700 n.o Ig lambda chain V-I region HA OS=Homo sapiens PE=1 SV=111707.2 0 1 0 1 0 1.538823 0 4.9733 0 0.00013 0 0.0004 1102 450
1437 B2L13_HUMAN Q9BXK5 BCL2L13 (MIL1) (CD003)Bcl-2-like 13 protein OS=Homo sapiens GN=BCL2L13 PE=1 SV=152705.2 2 1 2 4 2 1.538823 5.63717 19.893 4E-05 2.9E-05 0.00011 0.0004 1709 1764 693 484
1438 RAB5C_HUMAN P51148 RAB5C (RABL) Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=223464.7 3 0 1 3 0 0 4.9733 0.0001 0 0 0.0002 1167 657
1439 CD36_HUMAN P16671 CD36 (GP3B) (GP4)Platelet glycoprotein 4 OS=Homo sapiens GN=CD36 PE=1 SV=253036.3 1 7 1 1 0 19.7301 4.9733 2E-05 0 0.00037 9E-05 1888 445 843
1440 K1H1_HUMAN Q15323 KRT31 (HHA1) (HKA1) (KRTHA1)Keratin, type I cuticular Ha1 OS=Homo sapiens GN=KRT31 PE=1 SV=247213.6 8 0 0 8 0 0 0 0.0002 0 0 0 1023
1441 UBL4A_HUMAN P11441 UBL4A (DXS254E) (GDX) (UBL4)Ubiquitin-like protein 4A OS=Homo sapiens GN=UBL4A PE=1 SV=117758.9 3 0 0 3 0 0 0 0.0002 0 0 0 1024
1442 CSN1_HUMAN Q13098 GPS1 (COPS1) (CSN1)COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=353355.7 5 3 0 1 5 4.616468 0 4.9733 9E-05 8.7E-05 0 9E-05 1338 1326 844
1443 PARP1_HUMAN P09874 PARP1 (ADPRT) (PPOL)Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4113069.8 13 5 0 1 13 7.694113 0 4.9733 0.0001 6.8E-05 0 4E-05 1232 1454 931
1444 TXND5_HUMAN Q8NBS9 TXNDC5 (TLP46) (UNQ364/PRO700)Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=247611.1 1 7 0 0 1 10.77176 0 0 2E-05 0.00023 0 0 1866 805
1445 RL4_HUMAN P36578 RPL4 (RPL1) 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=547681.1 4 4 0 0 4 6.15529 0 0 8E-05 0.00013 0 0 1404 1112
1446 RAB14_HUMAN P61106 RAB14 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=423879.6 4 0 0 4 0 0 0 0.0002 0 0 0 1028
1447 CHM2B_HUMANQ9UQN3 CHMP2B (CGI-84)Charged multivesicular body protein 2b OS=Homo sapiens GN=CHMP2B PE=1 SV=123889.2 4 0 0 4 0 0 0 0.0002 0 0 0 1029
1448 FCL_HUMAN Q13630 TSTA3 GDP-L-fucose synthetase OS=Homo sapiens GN=TSTA3 PE=1 SV=135874.6 4 2 0 0 4 3.077645 0 0 0.0001 8.6E-05 0 0 1248 1328
1449 UBC9_HUMAN P63279 UBE2I (UBC9) (UBCE9)SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=117989.5 3 0 0 3 0 0 0 0.0002 0 0 0 1031
1450 GLNA_HUMAN P15104 GLUL (GLNS) Glutamine synthetase OS=Homo sapiens GN=GLUL PE=1 SV=442046.9 2 1 1 3 2 1.538823 2.81858 14.92 5E-05 3.7E-05 6.7E-05 0.0004 1637 1682 778 503
1451 COR1B_HUMAN Q9BR76 CORO1B Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=154216.9 2 6 0 1 2 9.232936 0 4.9733 4E-05 0.00017 0 9E-05 1720 974 846
1452 SYP2L_HUMAN Q9H987 SYNPO2L Synaptopodin 2-like protein OS=Homo sapiens GN=SYNPO2L PE=2 SV=2102452.2 13 4 0 0 13 6.15529 0 0 0.0001 6E-05 0 0 1170 1507
1453 CLPP_HUMAN Q16740 CLPP Putative ATP-dependent Clp protease proteolytic subunit, mitochondrial OS=Homo sapiens GN=CLPP PE=1 SV=130162.5 3 1 1 0 3 1.538823 2.81858 0 1E-04 5.1E-05 9.3E-05 0 1305 1565 717
1454 CA128_HUMAN Q9GZP4 C1orf128 (AD039) (HT014) (PP603)UPF0424 protein C1orf128 OS=Homo sapiens GN=C1orf128 PE=1 SV=124160.3 3 1 0 0 3 1.538823 0 0 0.0001 6.4E-05 0 0 1181 1485
1455 PEPD_HUMAN P12955 PEPD (PRD) Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=354529.7 5 4 0 0 5 6.15529 0 0 9E-05 0.00011 0 0 1347 1181
1456 LACTB_HUMAN P83111 LACTB (MRPL56) (UNQ843/PRO1781)Serine beta-lactamase-like protein LACTB, mitochondrial OS=Homo sapiens GN=LACTB PE=1 SV=260676.8 6 1 0 3 6 1.538823 0 14.92 1E-04 2.5E-05 0 0.0002 1308 1802 612
1457 CS062_HUMAN Q9NWV8 MERIT40 Uncharacterized protein C19orf62 OS=Homo sapiens GN=C19orf62 PE=1 SV=136541.7 1 5 0 0 1 7.694113 0 0 3E-05 0.00021 0 0 1802 845
1458 MAON_HUMAN Q16798 ME3 NADP-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME3 PE=2 SV=167038 6 3 0 2 6 4.616468 0 9.9467 9E-05 6.9E-05 0 0.0001 1359 1447 740
1459 DAG1_HUMAN Q14118 DAG1 Dystroglycan OS=Homo sapiens GN=DAG1 PE=1 SV=197563.3 3 13 0 0 3 20.00469 0 0 3E-05 0.00021 0 0 1771 861
1460 VPS4A_HUMAN Q9UN37 VPS4A (VPS4) Vacuolar protein sorting-associating protein 4A OS=Homo sapiens GN=VPS4A PE=1 SV=148881.3 3 4 0 1 3 6.15529 0 4.9733 6E-05 0.00013 0 0.0001 1542 1125 828
1461 ERF1_HUMAN P62495 ETF1 (ERF1) (RF1) (SUP45L1)Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=349014.6 6 2 0 0 6 3.077645 0 0 0.0001 6.3E-05 0 0 1188 1490
1462 VDAC3_HUMAN Q9Y277 VDAC3 Voltage-dependent anion-selective channel protein 3 OS=Homo sapiens GN=VDAC3 PE=1 SV=130641.9 4 1 0 0 4 1.538823 0 0 0.0001 5E-05 0 0 1152 1573
1463 AK1C1_HUMAN Q04828 AKR1C1 (DDH) (DDH1)Aldo-keto reductase family 1 member C1 OS=Homo sapiens GN=AKR1C1 PE=1 SV=136771.1 1 5 0 0 1 7.694113 0 0 3E-05 0.00021 0 0 1806 848
1464 MYPT2_HUMAN O60237 PPP1R12B (MYPT2)Protein phosphatase 1 regulatory subunit 12B OS=Homo sapiens GN=PPP1R12B PE=1 SV=2110387.7 11 7 0 0 11 10.77176 0 0 1E-04 9.8E-05 0 0 1303 1259
1465 PGTB2_HUMAN P53611 RABGGTB (GGTB)Geranylgeranyl transferase type-2 subunit beta OS=Homo sapiens GN=RABGGTB PE=1 SV=236907.2 2 1 3 0 2 1.538823 8.45575 0 5E-05 4.2E-05 0.00023 0 1590 1638 545
1466 APRV1_HUMAN Q53RT3 ASPRV1 (SASP)Retroviral-like aspartic protease 1 OS=Homo sapiens GN=ASPRV1 PE=1 SV=136973.4 0 6 0 0 0 16.9115 0 0 0 0.00046 0 404
1467 LYPA2_HUMAN O95372 LYPLA2 Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=2 SV=124719.2 3 1 0 0 3 1.538823 0 0 0.0001 6.2E-05 0 0 1191 1493
1468 NUD15_HUMAN Q9NV35 NUDT15 Probable 7,8-dihydro-8-oxoguanine triphosphatase NUDT15 OS=Homo sapiens GN=NUDT15 PE=2 SV=118590.3 0 3 0 0 0 4.616468 0 0 0 0.00025 0 0 760
1469 MVP_HUMAN Q14764 MVP (LRP) Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=499308 13 3 0 0 13 4.616468 0 0 0.0001 4.6E-05 0 0 1148 1589
1470 CB032_HUMAN Q96F85 CNRIP1 Uncharacterized protein C2orf32 OS=Homo sapiens GN=C2orf32 PE=1 SV=118630.4 1 2 0 0 1 3.077645 0 0 5E-05 0.00017 0 0 1594 990
1471 CTNA1_HUMAN P35221 CTNNA1 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1100054.9 10 4 0 2 10 6.15529 0 9.9467 1E-04 6.2E-05 0 1E-04 1301 1500 832
1472 D2HDH_HUMANQ8N465 D2HGDH (D2HGD)D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=D2HGDH PE=1 SV=356398.4 5 4 0 0 5 6.15529 0 0 9E-05 0.00011 0 0 1365 1200
1473 4EBP1_HUMAN Q13541 EIF4EBP1 Eukaryotic translation initiation factor 4E-binding protein 1 OS=Homo sapiens GN=EIF4EBP1 PE=1 SV=312562.2 1 1 0 0 1 1.538823 0 0 8E-05 0.00012 0 0 1430 1147
1474 GRB2_HUMAN P62993 GRB2 (ASH) Growth factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 SV=125188.8 3 1 0 3 0 2.81858 0 0.0001 0 0.00011 0 1207 686
1475 DNJB4_HUMAN Q9UDY4 DNAJB4 (DNAJW) (HLJ1)DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=137791 4 0 2 4 0 0 9.9467 0.0001 0 0 0.0003 1267 587
1476 TBB3_HUMAN Q13509 TUBB3 (TUBB4)Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=250414.7 5 3 0 0 5 4.616468 0 0 1E-04 9.2E-05 0 0 1306 1291
1477 FNTA_HUMAN P49354 FNTA Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens GN=FNTA PE=1 SV=144391 5 2 0 0 5 3.077645 0 0 0.0001 6.9E-05 0 0 1243 1441
1478 IF2G_HUMAN P41091 EIF2S3 (EIF2G)Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=351092.2 8 0 0 8 0 0 0 0.0002 0 0 0 1052
1479 CF211_HUMAN Q9H993 C6orf211 UPF0364 protein C6orf211 OS=Homo sapiens GN=C6orf211 PE=1 SV=151156.2 4 1 3 0 4 1.538823 8.45575 0 8E-05 3E-05 0.00017 0 1432 1748 607
1480 EPN1_HUMAN Q9Y6I3 EPN1 Epsin-1 OS=Homo sapiens GN=EPN1 PE=1 SV=157558.1 3 6 0 0 3 9.232936 0 0 5E-05 0.00016 0 0 1609 1004
1481 PPIH_HUMAN O43447 PPIH (CYP20) (CYPH)Peptidyl-prolyl cis-trans isomerase H OS=Homo sapiens GN=PPIH PE=1 SV=119190 3 0 0 3 0 0 0 0.0002 0 0 0 1054
1482 PGAM5_HUMANQ96HS1 PGAM5 Phosphoglycerate mutase family member 5 OS=Homo sapiens GN=PGAM5 PE=1 SV=231987.2 4 1 0 0 4 1.538823 0 0 0.0001 4.8E-05 0 0 1178 1580
1483 DGUOK_HUMANQ16854 DGUOK (DGK)Deoxyguanosine kinase, mitochondrial OS=Homo sapiens GN=DGUOK PE=1 SV=232038.6 1 4 0 0 1 6.15529 0 0 3E-05 0.00019 0 0 1766 905
1484 PIR_HUMAN O00625 PIR Pirin OS=Homo sapiens GN=PIR PE=1 SV=132095.7 2 3 0 0 2 4.616468 0 0 6E-05 0.00014 0 0 1538 1051
1485 CANB1_HUMAN P63098 PPP3R1 (CNA2) (CNB)Calcineurin subunit B type 1 OS=Homo sapiens GN=PPP3R1 PE=1 SV=219282.4 0 3 0 0 0 4.616468 0 0 0 0.00024 0 0 780
1486 CDSN_HUMAN Q15517 CDSN Corneodesmosin OS=Homo sapiens GN=CDSN PE=1 SV=251476.9 0 8 0 0 0 22.5487 0 0 0 0.00044 0 414
1487 HYPK_HUMAN Q9NX55 HYPK (HSPC136)Huntingtin-interacting protein K OS=Homo sapiens GN=HYPK PE=1 SV=119314 0 3 0 0 0 4.616468 0 0 0 0.00024 0 0 782
1488 4EBP2_HUMAN Q13542 EIF4EBP2 Eukaryotic translation initiation factor 4E-binding protein 2 OS=Homo sapiens GN=EIF4EBP2 PE=1 SV=112921.5 1 0 1 1 0 0 4.9733 8E-05 0 0 0.0004 1437 479
1489 CNBP_HUMAN P62633 CNBP (RNF163) (ZNF9)Cellular nucleic acid-binding protein OS=Homo sapiens GN=CNBP PE=1 SV=119444.1 0 2 1 0 0 3.077645 2.81858 0 0 0.00016 0.00014 0 1014 636
1490 ARCH_HUMAN Q8IWT0 ZBTB8OS (ARCH)Protein archease OS=Homo sapiens GN=ZBTB8OS PE=2 SV=219472.8 2 1 0 0 2 1.538823 0 0 0.0001 7.9E-05 0 0 1282 1371
1491 SYEM_HUMAN Q5JPH6 EARS2 (KIAA1970)Probable glutamyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=EARS2 PE=2 SV=258671.5 7 2 0 0 7 3.077645 0 0 0.0001 5.2E-05 0 0 1205 1555
1492 CHCH3_HUMAN Q9NX63 CHCHD3 Coiled-coil-helix-coiled-coil-helix domain-containing protein 3, mitochondrial OS=Homo sapiens GN=CHCHD3 PE=1 SV=126134.5 4 0 0 4 0 0 0 0.0002 0 0 0 1065
1493 MYH10_HUMANP35580 MYH10 Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=2228927.2 23 11 0 1 23 16.92705 0 4.9733 0.0001 7.4E-05 0 2E-05 1296 1407 960
1494 CPNE1_HUMAN Q99829 CPNE1 (CPN1)Copine-1 OS=Homo sapiens GN=CPNE1 PE=2 SV=159040.6 3 4 2 0 3 6.15529 5.63717 0 5E-05 0.0001 9.5E-05 0 1617 1221 712
1495 GFPT1_HUMAN Q06210 GFPT1 (GFAT) (GFPT)Glucosamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=378789.7 1 11 0 1 0 31.0044 0 1E-05 0 0.00039 0 1958 435
1496 NDUS2_HUMAN O75306 NDUFS2 NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial OS=Homo sapiens GN=NDUFS2 PE=1 SV=252528.5 6 1 0 1 6 1.538823 0 4.9733 0.0001 2.9E-05 0 9E-05 1235 1762 841
1497 PDE3A_HUMAN Q14432 PDE3A cGMP-inhibited 3',5'-cyclic phosphodiesterase A OS=Homo sapiens GN=PDE3A PE=1 SV=3124964.1 8 11 0 0 8 16.92705 0 0 6E-05 0.00014 0 0 1532 1079
1498 CAZA1_HUMAN P52907 CAPZA1 F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=332905.1 3 0 2 3 0 0 9.9467 9E-05 0 0 0.0003 1348 546
1499 RRBP1_HUMAN Q9P2E9 RRBP1 (KIAA1398)Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4152452.5 17 6 0 0 17 9.232936 0 0 0.0001 6.1E-05 0 0 1247 1503
1500 IF6_HUMAN P56537 EIF6 (EIF3A) (ITGB4BP) (OK/SW-cl.27)Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=126580.2 1 1 2 0 1 1.538823 5.63717 0 4E-05 5.8E-05 0.00021 0 1712 1521 559
1501 HNMT_HUMAN P50135 HNMT Histamine N-methyltransferase OS=Homo sapiens GN=HNMT PE=1 SV=133278.6 3 2 0 0 3 3.077645 0 0 9E-05 9.2E-05 0 0 1354 1283
1502 EFHD2_HUMAN Q96C19 EFHD2 (SWS1)EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=126680.4 4 0 0 4 0 0 0 0.0001 0 0 0 1075
1503 LBP_HUMAN P18428 LBP Lipopolysaccharide-binding protein OS=Homo sapiens GN=LBP PE=1 SV=353368 6 2 0 0 6 3.077645 0 0 0.0001 5.8E-05 0 0 1245 1523
1504 RS20_HUMAN P60866 RPS20 40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=113355 1 0 1 1 0 0 4.9733 7E-05 0 0 0.0004 1458 487
1505 DDB1_HUMAN Q16531 DDB1 (XAP1) DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1126952.2 12 7 0 0 12 10.77176 0 0 9E-05 8.5E-05 0 0 1333 1335
1506 RT25_HUMAN P82663 MRPS25 (RPMS25)28S ribosomal protein S25, mitochondrial OS=Homo sapiens GN=MRPS25 PE=2 SV=120098.6 0 2 0 1 0 3.077645 0 4.9733 0 0.00015 0 0.0002 1025 610
1507 TTC1_HUMAN Q99614 TTC1 (TPR1) Tetratricopeptide repeat protein 1 OS=Homo sapiens GN=TTC1 PE=1 SV=133509 2 3 0 0 2 4.616468 0 0 6E-05 0.00014 0 0 1552 1071
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1508 CNN2_HUMAN Q99439 CNN2 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=433679.6 0 5 0 0 0 7.694113 0 0 0 0.00023 0 0 801
1509 HEXA_HUMAN P06865 HEXA Beta-hexosaminidase subunit alpha OS=Homo sapiens GN=HEXA PE=1 SV=160671.8 7 2 0 0 7 3.077645 0 0 0.0001 5.1E-05 0 0 1231 1571
1510 ARMET_HUMANP55145 ARMET (ARP) Protein ARMET OS=Homo sapiens GN=ARMET PE=1 SV=220239.7 2 1 0 0 2 1.538823 0 0 1E-04 7.6E-05 0 0 1310 1388
1511 TNPO1_HUMAN Q92973 TNPO1 (KPNB2) (MIP1) (TRN)Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=1101295.6 13 2 0 0 13 3.077645 0 0 0.0001 3E-05 0 0 1163 1744
1512 PTPA_HUMAN Q15257 PPP2R4 (PTPA)Serine/threonine-protein phosphatase 2A regulatory subunit B' OS=Homo sapiens GN=PPP2R4 PE=1 SV=340649.7 5 0 1 5 0 0 4.9733 0.0001 0 0 0.0001 1185 792
1513 CC060_HUMAN Q9BU61 C3orf60 Uncharacterized protein C3orf60 OS=Homo sapiens GN=C3orf60 PE=2 SV=120332.3 1 2 0 0 1 3.077645 0 0 5E-05 0.00015 0 0 1626 1031
1514 PLCL1_HUMAN Q15111 PLCL1 Inactive phospholipase C-like protein 1 OS=Homo sapiens GN=PLCL1 PE=1 SV=2122658.7 3 15 0 0 3 23.08234 0 0 2E-05 0.00019 0 0 1833 917
1515 NB5R1_HUMAN Q9UHQ9 CYB5R1 (NQO3A2) (UNQ3049/PRO9865)NADH-cytochrome b5 reductase 1 OS=Homo sapiens GN=CYB5R1 PE=1 SV=134078.1 5 0 0 5 0 0 0 0.0001 0 0 0 1085
1516 RBSK_HUMAN Q9H477 RBKS (RBSK) Ribokinase OS=Homo sapiens GN=RBKS PE=1 SV=134125 4 1 0 0 4 1.538823 0 0 0.0001 4.5E-05 0 0 1220 1606
1517 FBLN3_HUMAN Q12805 EFEMP1 (FBLN3) (FBNL)EGF-containing fibulin-like extracellular matrix protein 1 OS=Homo sapiens GN=EFEMP1 PE=1 SV=254621.1 1 6 1 0 1 9.232936 2.81858 0 2E-05 0.00017 5.2E-05 0 1896 978 812
1518 RBBP7_HUMAN Q16576 RBBP7 (RBAP46)Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=147802 5 2 0 5 0 5.63717 0 0.0001 0 0.00012 0 1273 672
1519 MCTS1_HUMAN Q9ULC4 MCTS1 (MCT1)Malignant T cell amplified sequence 1 OS=Homo sapiens GN=MCTS1 PE=1 SV=120537.9 1 2 0 0 1 3.077645 0 0 5E-05 0.00015 0 0 1629 1034
1520 DHTK1_HUMAN Q96HY7 DHTKD1 (KIAA1630)Probable 2-oxoglutarate dehydrogenase E1 component DHKTD1, mitochondrial OS=Homo sapiens GN=DHTKD1 PE=2 SV=1103026.3 7 7 1 0 7 10.77176 2.81858 0 7E-05 0.0001 2.7E-05 0 1506 1219 842
1521 UBE2H_HUMAN P62256 UBE2H Ubiquitin-conjugating enzyme E2 H OS=Homo sapiens GN=UBE2H PE=1 SV=120637.8 1 0 2 1 0 0 9.9467 5E-05 0 0 0.0005 1632 422
1522 ERF3B_HUMAN Q8IYD1 GSPT2 (ERF3B)Eukaryotic peptide chain release factor GTP-binding subunit ERF3B OS=Homo sapiens GN=GSPT2 PE=1 SV=268865.7 0 9 0 1 0 13.8494 0 4.9733 0 0.0002 0 7E-05 877 884
1523 XPO2_HUMAN P55060 CSE1L (CAS) (XPO2)Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3110403.9 13 1 0 2 13 1.538823 0 9.9467 0.0001 1.4E-05 0 9E-05 1218 1891 852
1524 DCTN6_HUMAN O00399 DCTN6 (WS3) Dynactin subunit 6 OS=Homo sapiens GN=DCTN6 PE=2 SV=120729.1 1 2 0 0 1 3.077645 0 0 5E-05 0.00015 0 0 1634 1038
1525 HS105_HUMAN Q92598 HSPH1 (HSP105) (HSP110) (KIAA0201)Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=196847.8 11 3 0 0 11 4.616468 0 0 0.0001 4.8E-05 0 0 1238 1584
1526 1433S_HUMAN P31947 SFN (HME1) 14-3-3 protein sigma OS=Homo sapiens GN=SFN PE=1 SV=127756.8 4 0 0 4 0 0 0 0.0001 0 0 0 1093
1527 H2B1C_HUMAN P62807 HIST1H2BC (  Histone H2B type 1-C/E/F/G/I) Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=213890.6 2 1 0 0 2 1.538823 0 0 0.0001 0.00011 0 0 1095 1193
1528 SEPT8_HUMAN Q92599 SEPT8 (KIAA0202)Septin-8 OS=Homo sapiens GN=SEPT8 PE=1 SV=455738.4 1 5 2 0 1 7.694113 5.63717 0 2E-05 0.00014 0.0001 0 1901 1069 701
1529 TGM3_HUMAN Q08188 TGM3 Protein-glutamine gamma-glutamyltransferase E OS=Homo sapiens GN=TGM3 PE=1 SV=376741.3 0 11 0 0 0 31.0044 0 0 0 0.0004 0 424
1530 PEPL1_HUMAN Q8NDH3 NPEPL1 (KIAA1974)Probable aminopeptidase NPEPL1 OS=Homo sapiens GN=NPEPL1 PE=1 SV=355842.9 3 5 0 0 3 7.694113 0 0 5E-05 0.00014 0 0 1593 1070
1531 HUWE1_HUMANQ7Z6Z7 HUWE1 (KIAA0312) (KIAA1578) (UREB1) (HSPC272)E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3481874.1 60 9 0 0 60 13.8494 0 0 0.0001 2.9E-05 0 0 1180 1768
1532 GLYM_HUMAN P34897 SHMT2 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=355976.7 6 2 0 0 6 3.077645 0 0 0.0001 5.5E-05 0 0 1260 1539
1533 CLIP1_HUMAN P30622 CLIP1 (CYLN1) (RSN)CAP-Gly domain-containing linker protein 1 OS=Homo sapiens GN=CLIP1 PE=1 SV=1160975.4 15 7 0 1 15 10.77176 0 4.9733 9E-05 6.7E-05 0 3E-05 1341 1461 951
1534 HEXB_HUMAN P07686 HEXB (HCC7) Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=363095.3 6 3 0 0 6 4.616468 0 0 1E-04 7.3E-05 0 0 1330 1415
1535 IBP2_HUMAN P18065 IGFBP2 (BP2) (IBP2)Insulin-like growth factor-binding protein 2 OS=Homo sapiens GN=IGFBP2 PE=1 SV=135119.1 0 5 0 0 0 7.694113 0 0 0 0.00022 0 0 818
1536 IPO7_HUMAN O95373 IPO7 (RANBP7)Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1119501.5 15 1 0 1 15 1.538823 0 4.9733 0.0001 1.3E-05 0 4E-05 1175 1905 936
1537 HNRH2_HUMAN P55795 HNRNPH2 (FTP3) (HNRPH2)Heterogeneous nuclear ribonucleoprotein H2 OS=Homo sapiens GN=HNRNPH2 PE=1 SV=149246.1 0 7 0 0 0 10.77176 0 0 0 0.00022 0 0 822
1538 RT07_HUMAN Q9Y2R9 MRPS7 28S ribosomal protein S7, mitochondrial OS=Homo sapiens GN=MRPS7 PE=1 SV=128144.7 3 1 0 0 3 1.538823 0 0 0.0001 5.5E-05 0 0 1265 1540
1539 DEOC_HUMAN Q9Y315 DERA (CGI-26)Putative deoxyribose-phosphate aldolase OS=Homo sapiens GN=DERA PE=1 SV=235213.8 5 0 0 5 0 0 0 0.0001 0 0 0 1104
1540 COMD1_HUMANQ8N668 COMMD1 (C2orf5) (MURR1)COMM domain-containing protein 1 OS=Homo sapiens GN=COMMD1 PE=1 SV=121160.9 3 0 0 3 0 0 0 0.0001 0 0 0 1105
1541 TMLH_HUMAN Q9NVH6 TMLHE (TMLH)Trimethyllysine dioxygenase, mitochondrial OS=Homo sapiens GN=TMLHE PE=2 SV=149500.2 5 2 0 0 5 3.077645 0 0 0.0001 6.2E-05 0 0 1292 1494
1542 RWDD4_HUMANQ6NW29 RWDD4A (FAM28A)RWD domain-containing protein 4A OS=Homo sapiens GN=RWDD4A PE=2 SV=321233.6 3 0 0 3 0 0 0 0.0001 0 0 0 1109
1543 NDUA9_HUMANQ16795 NDUFA9 (NDUFS2L)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial OS=Homo sapiens GN=NDUFA9 PE=1 SV=242492.1 4 2 0 0 4 3.077645 0 0 9E-05 7.2E-05 0 0 1335 1420
1544 AL1A2_HUMAN O94788 ALDH1A2 (RALDH2)Retinal dehydrogenase 2 OS=Homo sapiens GN=ALDH1A2 PE=2 SV=356707 3 2 3 0 3 3.077645 8.45575 0 5E-05 5.4E-05 0.00015 0 1599 1547 629
1545 EIF3D_HUMAN O15371 EIF3D (EIF3S7)Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=163955.8 0 8 0 1 0 12.31058 0 4.9733 0 0.00019 0 8E-05 904 875
1546 SYHM_HUMAN P49590 HARS2 (HARSL) (HARSR) (HO3)Probable histidyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=HARS2 PE=1 SV=156871.6 7 1 0 0 7 1.538823 0 0 0.0001 2.7E-05 0 0 1184 1788
1547 RAC1_HUMAN P63000 RAC1 (MIG5) Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=121432.6 1 2 0 1 0 5.63717 0 5E-05 0 0.00026 0 1643 515
1548 ADPPT_HUMAN Q9NRN7 AASDHPPT (CGI-80) (HAH-P) (HSPC223) (x0005)L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Homo sapiens GN=AASDHPPT PE=1 SV=235759.1 4 0 1 4 0 0 4.9733 0.0001 0 0 0.0001 1246 762
1549 SSA27_HUMAN O60232 SSSCA1 Sjoegren syndrome/scleroderma autoantigen 1 OS=Homo sapiens GN=SSSCA1 PE=1 SV=121456.5 0 3 0 0 0 4.616468 0 0 0 0.00022 0 0 832
1550 GRSF1_HUMAN Q12849 GRSF1 G-rich sequence factor 1 OS=Homo sapiens GN=GRSF1 PE=1 SV=250152.8 2 4 1 0 2 6.15529 2.81858 0 4E-05 0.00012 5.6E-05 0 1699 1143 800
1551 AMPM1_HUMANP53582 METAP1 (KIAA0094)Methionine aminopeptidase 1 OS=Homo sapiens GN=METAP1 PE=1 SV=243196.8 0 4 0 2 0 6.15529 0 9.9467 0 0.00014 0 0.0002 1055 636
1552 CK073_HUMAN Q53FT3 C11orf73 (HSPC138) (HSPC179) (HSPC248)Uncharacterized protein C11orf73 OS=Homo sapiens GN=C11orf73 PE=2 SV=221609.5 3 0 0 3 0 0 0 0.0001 0 0 0 1119
1553 RRAGA_HUMAN Q7L523 RRAGA Ras-related GTP-binding protein A OS=Homo sapiens GN=RRAGA PE=1 SV=143233.8 6 1 0 0 6 1.538823 0 0 0.0001 3.6E-05 0 0 1120 1687
1554 RL18_HUMAN Q07020 RPL18 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=221617.2 0 3 0 0 0 4.616468 0 0 0 0.00021 0 0 837
1555 CI142_HUMAN Q9BUH6 C9orf142 Uncharacterized protein C9orf142 OS=Homo sapiens GN=C9orf142 PE=1 SV=221622.2 3 0 0 3 0 0 0 0.0001 0 0 0 1121
1556 EIF2A_HUMAN Q9BY44 EIF2A (CDA02) (MSTP004) (MSTP089)Eukaryotic translation initiation factor 2A OS=Homo sapiens GN=EIF2A PE=1 SV=264959.2 5 2 2 0 5 3.077645 5.63717 0 8E-05 4.7E-05 8.7E-05 0 1439 1585 729
1557 GALT_HUMAN P07902 GALT Galactose-1-phosphate uridylyltransferase OS=Homo sapiens GN=GALT PE=1 SV=343344.9 1 5 0 0 1 7.694113 0 0 2E-05 0.00018 0 0 1845 955
1558 CO6A1_HUMAN P12109 COL6A1 Collagen alpha-1(VI) chain OS=Homo sapiens GN=COL6A1 PE=1 SV=3108512.9 8 7 0 0 8 10.77176 0 0 7E-05 9.9E-05 0 0 1465 1247
1559 CCS_HUMAN O14618 CCS Copper chaperone for superoxide dismutase OS=Homo sapiens GN=CCS PE=1 SV=129022.1 1 3 0 0 1 4.616468 0 0 3E-05 0.00016 0 0 1744 1008
1560 GSH1_HUMAN P48506 GCLC (GLCL) (GLCLC)Glutamate--cysteine ligase catalytic subunit OS=Homo sapiens GN=GCLC PE=1 SV=272749.8 6 4 0 0 6 6.15529 0 0 8E-05 8.5E-05 0 0 1409 1336
1561 OSGEP_HUMAN Q9NPF4 OSGEP (GCPL1)Probable O-sialoglycoprotein endopeptidase OS=Homo sapiens GN=OSGEP PE=1 SV=136408.4 4 1 0 0 4 1.538823 0 0 0.0001 4.2E-05 0 0 1256 1631
1562 RL9_HUMAN P32969 RPL9 (OK/SW-cl.103); RPL9P7; RPL9P8; RPL9P960S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=121845.7 3 0 0 3 0 0 0 0.0001 0 0 0 1127
1563 CUTC_HUMAN Q9NTM9 CUTC (CGI-32)Copper homeostasis protein cutC homolog OS=Homo sapiens GN=CUTC PE=1 SV=129323.5 0 4 0 0 0 6.15529 0 0 0 0.00021 0 0 847
1564 COMD3_HUMANQ9UBI1 COMMD3 (BUP) (C10orf8)COMM domain-containing protein 3 OS=Homo sapiens GN=COMMD3 PE=1 SV=122133.9 0 3 0 0 0 4.616468 0 0 0 0.00021 0 0 850
1565 RL22_HUMAN P35268 RPL22 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=214769.3 0 2 0 0 0 3.077645 0 0 0 0.00021 0 0 852
1566 SYYC_HUMAN P54577 YARS Tyrosyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=459127.1 4 4 0 0 4 6.15529 0 0 7E-05 0.0001 0 0 1509 1223
1567 CSDE1_HUMAN O75534 CSDE1 (D1S155E) (KIAA0885) (NRU) (UNR)Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=288867 3 6 0 3 3 9.232936 0 14.92 3E-05 0.0001 0 0.0002 1750 1225 709
1568 APOL2_HUMAN Q9BQE5 APOL2 Apolipoprotein-L2 OS=Homo sapiens GN=APOL2 PE=2 SV=137074.8 4 1 0 0 4 1.538823 0 0 0.0001 4.2E-05 0 0 1258 1641
1569 EPM2A_HUMAN O95278 EPM2A Laforin OS=Homo sapiens GN=EPM2A PE=1 SV=237139 1 4 0 0 1 6.15529 0 0 3E-05 0.00017 0 0 1809 987
1570 PLAK_HUMAN P14923 JUP (CTNNG) (DP3)Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=381727.9 5 5 1 0 5 7.694113 2.81858 0 6E-05 9.4E-05 3.4E-05 0 1543 1274 838
1571 ABHEB_HUMAN Q96IU4 ABHD14B (CIB)Abhydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=122328 1 1 1 0 1 1.538823 2.81858 0 4E-05 6.9E-05 0.00013 0 1654 1446 659
1572 EIF3E_HUMAN P60228 EIF3E (EIF3S6) (INT6)Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=152204.6 4 2 0 1 4 3.077645 0 4.9733 8E-05 5.9E-05 0 1E-04 1444 1513 840
1573 DNJA4_HUMAN Q8WW22 DNAJA4 DnaJ homolog subfamily A member 4 OS=Homo sapiens GN=DNAJA4 PE=1 SV=144780.3 3 3 0 0 3 4.616468 0 0 7E-05 0.0001 0 0 1514 1228
1574 ACSS3_HUMAN Q9H6R3 ACSS3 Acyl-CoA synthetase short-chain family member 3, mitochondrial OS=Homo sapiens GN=ACSS3 PE=2 SV=174760.7 5 4 0 1 5 6.15529 0 4.9733 7E-05 8.2E-05 0 7E-05 1515 1345 896
1575 PKP2_HUMAN Q99959 PKP2 Plakophilin-2 OS=Homo sapiens GN=PKP2 PE=1 SV=197382.4 7 6 0 0 7 9.232936 0 0 7E-05 9.5E-05 0 0 1475 1271
1576 TCAL3_HUMAN Q969E4 TCEAL3 (MSTP072)Transcription elongation factor A protein-like 3 OS=Homo sapiens GN=TCEAL3 PE=1 SV=122484 1 0 2 1 0 0 9.9467 4E-05 0 0 0.0004 1657 440
1577 FUBP1_HUMAN Q96AE4 FUBP1 Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=367542.6 8 1 0 0 8 1.538823 0 0 0.0001 2.3E-05 0 0 1212 1824
1578 RAB10_HUMAN P61026 RAB10 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=122524.1 1 1 0 1 1 1.538823 0 4.9733 4E-05 6.8E-05 0 0.0002 1658 1450 643
1579 CSK21_HUMAN P68400 CSNK2A1 (CK2A1)Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=145126.5 2 3 0 1 2 4.616468 0 4.9733 4E-05 0.0001 0 0.0001 1659 1234 812
1580 RS9_HUMAN P46781 RPS9 40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=322574.5 0 1 0 2 0 1.538823 0 9.9467 0 6.8E-05 0 0.0004 1451 442
1581 AIP_HUMAN O00170 AIP (XAP2) AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=137646.6 3 2 0 0 3 3.077645 0 0 8E-05 8.2E-05 0 0 1427 1349
1582 QKI_HUMAN Q96PU8 QKI (HKQ) Protein quaking OS=Homo sapiens GN=QKI PE=1 SV=137653.7 3 2 0 0 3 3.077645 0 0 8E-05 8.2E-05 0 0 1428 1350
1583 HDGR3_HUMAN Q9Y3E1 HDGFRP3 (HDGF2) (CGI-142)Hepatoma-derived growth factor-related protein 3 OS=Homo sapiens GN=HDGFRP3 PE=1 SV=122602.5 2 1 0 0 2 1.538823 0 0 9E-05 6.8E-05 0 0 1366 1453
1584 KBL_HUMAN O75600 GCAT (KBL) 2-amino-3-ketobutyrate coenzyme A ligase, mitochondrial OS=Homo sapiens GN=GCAT PE=2 SV=145268.2 5 1 0 0 5 1.538823 0 0 0.0001 3.4E-05 0 0 1253 1700
1585 GALM_HUMAN Q96C23 GALM (BLOCK25)Aldose 1-epimerase OS=Homo sapiens GN=GALM PE=1 SV=137747.2 3 1 0 1 3 1.538823 0 4.9733 8E-05 4.1E-05 0 0.0001 1431 1647 775
1586 RT31_HUMAN Q92665 MRPS31 (IMOGN38)28S ribosomal protein S31, mitochondrial OS=Homo sapiens GN=MRPS31 PE=1 SV=345302.1 3 3 0 0 3 4.616468 0 0 7E-05 0.0001 0 0 1519 1235
1587 IQGA1_HUMAN P46940 IQGAP1 (KIAA0051)Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1189240.6 12 10 0 3 12 15.38823 0 14.92 6E-05 8.1E-05 0 8E-05 1535 1352 873
1588 GMPR2_HUMANQ9P2T1 GMPR2 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=137856.5 0 4 1 0 0 6.15529 2.81858 0 0 0.00016 7.4E-05 0 999 759
1589 TATD3_HUMAN Q17R31 TATDN3 Putative deoxyribonuclease TATDN3 OS=Homo sapiens GN=TATDN3 PE=2 SV=130315.2 1 3 0 0 1 4.616468 0 0 3E-05 0.00015 0 0 1755 1029
1590 PGM2_HUMAN Q96G03 PGM2 (MSTP006)Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=468267.7 4 5 0 0 4 7.694113 0 0 6E-05 0.00011 0 0 1562 1183
1591 5NT3_HUMAN Q9H0P0 NT5C3 (P5N1) (UMPH1) (HSPC233)Cytosolic 5'-nucleotidase 3 OS=Homo sapiens GN=NT5C3 PE=1 SV=337930.9 2 2 1 0 2 3.077645 2.81858 0 5E-05 8.1E-05 7.4E-05 0 1603 1353 760
1592 ANGT_HUMAN P01019 AGT (SERPINA8)Angiotensinogen OS=Homo sapiens GN=AGT PE=1 SV=153136.8 7 0 0 7 0 0 0 0.0001 0 0 0 1146
1593 CIP4_HUMAN Q15642 TRIP10 (CIP4) (STOT) (STP)Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=368335.1 4 3 0 2 4 4.616468 0 9.9467 6E-05 6.8E-05 0 0.0001 1564 1457 745
1594 COR1C_HUMAN Q9ULV4 CORO1C (CRNN4)Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=153232.3 6 1 0 0 6 1.538823 0 0 0.0001 2.9E-05 0 0 1242 1766
1595 HNRPF_HUMAN P52597 HNRNPF (HNRPF)Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=345653.8 2 4 0 0 2 6.15529 0 0 4E-05 0.00013 0 0 1665 1084
1596 RT09_HUMAN P82933 MRPS9 (RPMS9)28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=145806 2 1 2 1 2 1.538823 5.63717 4.9733 4E-05 3.4E-05 0.00012 0.0001 1667 1706 666 816
1597 ATX10_HUMAN Q9UBB4 ATXN10 (SCA10)Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=153472.7 4 3 0 4 0 8.45575 0 7E-05 0 0.00016 0 1459 615
1598 CAND2_HUMAN O75155 CAND2 (KIAA0667)Cullin-associated NEDD8-dissociated protein 2 OS=Homo sapiens GN=CAND2 PE=2 SV=2122667.6 8 6 1 1 8 9.232936 2.81858 4.9733 7E-05 7.5E-05 2.3E-05 4E-05 1521 1395 846 938
1599 AN32E_HUMAN Q9BTT0 ANP32E Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=130675.3 3 1 0 0 3 1.538823 0 0 1E-04 5E-05 0 0 1317 1574
1600 LCMT1_HUMAN Q9UIC8 LCMT1 (LCMT) (CGI-68)Leucine carboxyl methyltransferase 1 OS=Homo sapiens GN=LCMT1 PE=1 SV=238362.1 2 3 0 0 2 4.616468 0 0 5E-05 0.00012 0 0 1607 1157
1601 DD19B_HUMAN Q9UMR2 DDX19B (DBP5) (DDX19)ATP-dependent RNA helicase DDX19B OS=Homo sapiens GN=DDX19B PE=1 SV=153909.7 1 6 0 0 1 9.232936 0 0 2E-05 0.00017 0 0 1892 971
1602 RS24_HUMAN P62847 RPS24 40S ribosomal protein S24 OS=Homo sapiens GN=RPS24 PE=1 SV=115405.8 0 1 0 1 0 1.538823 0 4.9733 0 1E-04 0 0.0003 1242 526
1603 CBR3_HUMAN O75828 CBR3 Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=330832.3 3 1 0 0 3 1.538823 0 0 1E-04 5E-05 0 0 1320 1576
1604 ST38L_HUMAN Q9Y2H1 STK38L (KIAA0965) (NDR2)Serine/threonine-protein kinase 38-like OS=Homo sapiens GN=STK38L PE=1 SV=353987 3 3 0 1 3 4.616468 0 4.9733 6E-05 8.6E-05 0 9E-05 1582 1330 845
1605 HNRPQ_HUMANO60506 SYNCRIP (HNRPQ) (NSAP1)Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=269585.5 1 8 0 0 1 12.31058 0 0 1E-05 0.00018 0 0 1942 957
1606 PSB9_HUMAN P28065 PSMB9 (LMP2) (RING12)Proteasome subunit beta type-9 OS=Homo sapiens GN=PSMB9 PE=1 SV=223246.4 1 2 0 0 1 3.077645 0 0 4E-05 0.00013 0 0 1678 1098
1607 WASF2_HUMAN Q9Y6W5 WASF2 (WAVE2)Wiskott-Aldrich syndrome protein family member 2 OS=Homo sapiens GN=WASF2 PE=1 SV=354267.3 7 0 0 7 0 0 0 0.0001 0 0 0 1157
1608 SYMC_HUMAN P56192 MARS Methionyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2101099.5 12 1 0 0 12 1.538823 0 0 0.0001 1.5E-05 0 0 1208 1876
1609 LIMS2_HUMAN Q7Z4I7 LIMS2 (PINCH2)LIM and senescent cell antigen-like-containing domain protein 2 OS=Homo sapiens GN=LIMS2 PE=1 SV=138897.4 0 5 0 0 0 7.694113 0 0 0 0.0002 0 0 886
1610 RM43_HUMAN Q8N983 MRPL43 39S ribosomal protein L43, mitochondrial OS=Homo sapiens GN=MRPL43 PE=1 SV=123412.5 3 0 0 3 0 0 0 0.0001 0 0 0 1165
1611 CB39L_HUMAN Q9H9S4 CAB39L Calcium-binding protein 39-like OS=Homo sapiens GN=CAB39L PE=1 SV=339072.1 4 1 0 0 4 1.538823 0 0 0.0001 3.9E-05 0 0 1285 1657
1612 TRFL_HUMAN P02788 LTF (LF) Lactotransferrin OS=Homo sapiens GN=LTF PE=1 SV=678164.3 0 4 6 0 0 6.15529 16.9115 0 0 7.9E-05 0.00022 0 1374 552
1613 RRAS_HUMAN P10301 RRAS Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=123462.5 0 2 1 0 0 3.077645 2.81858 0 0 0.00013 0.00012 0 1103 670
1614 STXB6_HUMAN Q8NFX7 STXBP6 (HSPC156)Syntaxin-binding protein 6 OS=Homo sapiens GN=STXBP6 PE=1 SV=223536.2 1 1 0 1 1 1.538823 0 4.9733 4E-05 6.5E-05 0 0.0002 1681 1472 659
1615 EP15R_HUMAN Q9UBC2 EPS15L1 (EPS15R)Epidermal growth factor receptor substrate 15-like 1 OS=Homo sapiens GN=EPS15L1 PE=1 SV=194240.3 8 2 2 0 8 3.077645 5.63717 0 8E-05 3.3E-05 6E-05 0 1395 1719 790

Supplementary Material (ESI) for Molecular BioSystems. This journal is (c) The Royal Society of Chemistry, 2010



1616 PTCD3_HUMAN Q96EY7 PTCD3 (TRG15)Pentatricopeptide repeat-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=378534.6 5 5 0 0 5 7.694113 0 0 6E-05 9.8E-05 0 0 1533 1256
1617 MP2K3_HUMAN P46734 MAP2K3 (MEK3) (MKK3) (PRKMK3)Dual specificity mitogen-activated protein kinase kinase 3 OS=Homo sapiens GN=MAP2K3 PE=1 SV=239301.3 3 1 0 1 3 1.538823 0 4.9733 8E-05 3.9E-05 0 0.0001 1447 1659 786
1618 MYO1C_HUMANO00159 MYO1C Myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=2117934.8 10 5 0 0 10 7.694113 0 0 8E-05 6.5E-05 0 0 1396 1474
1619 KPRA_HUMAN Q14558 PRPSAP1 Phosphoribosyl pyrophosphate synthetase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=239376.5 2 3 0 0 2 4.616468 0 0 5E-05 0.00012 0 0 1618 1167
1620 NDUS8_HUMAN O00217 NDUFS8 NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial OS=Homo sapiens GN=NDUFS8 PE=1 SV=123687.9 1 2 0 0 1 3.077645 0 0 4E-05 0.00013 0 0 1685 1110
1621 ROCK1_HUMAN Q13464 ROCK1 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1158161 17 3 0 0 17 4.616468 0 0 0.0001 2.9E-05 0 0 1259 1765
1622 CTBP1_HUMAN Q13363 CTBP1 (CTBP) C-terminal-binding protein 1 OS=Homo sapiens GN=CTBP1 PE=1 SV=247517.4 5 1 0 0 5 1.538823 0 0 0.0001 3.2E-05 0 0 1270 1722
1623 OSTF1_HUMAN Q92882 OSTF1 Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=223769.7 2 1 0 0 2 1.538823 0 0 8E-05 6.5E-05 0 0 1400 1479
1624 CLH1_HUMAN Q00610 CLTC (CLH17) (CLTCL2) (KIAA0034)Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5191600.9 12 10 1 1 12 15.38823 2.81858 4.9733 6E-05 8E-05 1.5E-05 3E-05 1537 1359 860 956
1625 AP2A2_HUMAN O94973 AP2A2 (ADTAB) (CLAPA2) (HYPJ) (KIAA0899)AP-2 complex subunit alpha-2 OS=Homo sapiens GN=AP2A2 PE=1 SV=2103944.8 11 2 0 0 11 3.077645 0 0 0.0001 3E-05 0 0 1268 1756
1626 TES_HUMAN Q9UGI8 TES Testin OS=Homo sapiens GN=TES PE=1 SV=147977.6 5 1 0 0 5 1.538823 0 0 0.0001 3.2E-05 0 0 1278 1726
1627 CREG1_HUMAN O75629 CREG1 (CREG) (UNQ727/PRO1409)Protein CREG1 OS=Homo sapiens GN=CREG1 PE=1 SV=124057 0 2 1 0 0 5.63717 4.9733 0 0 0.00023 0.0002 541 661
1628 SCLY_HUMAN Q96I15 SCLY (SCL) Selenocysteine lyase OS=Homo sapiens GN=SCLY PE=1 SV=248130.1 1 5 0 0 1 7.694113 0 0 2E-05 0.00016 0 0 1870 1006
1629 KHDR1_HUMAN Q07666 KHDRBS1 (SAM68)KH domain-containing, RNA-binding, signal transduction-associated protein 1 OS=Homo sapiens GN=KHDRBS1 PE=1 SV=148210.2 3 3 0 0 3 4.616468 0 0 6E-05 9.6E-05 0 0 1539 1269
1630 E41L2_HUMAN O43491 EPB41L2 Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1112569.8 8 3 0 3 8 4.616468 0 14.92 7E-05 4.1E-05 0 0.0001 1483 1646 774
1631 MAVS_HUMAN Q7Z434 MAVS (IPS1) (KIAA1271) (VISA)Mitochondrial antiviral-signaling protein OS=Homo sapiens GN=MAVS PE=1 SV=256509.9 1 6 0 0 1 9.232936 0 0 2E-05 0.00016 0 0 1904 996
1632 GNAI2_HUMAN P04899 GNAI2 (GNAI2B)Guanine nucleotide-binding protein G(i), alpha-2 subunit OS=Homo sapiens GN=GNAI2 PE=1 SV=340434 0 4 0 1 0 6.15529 0 4.9733 0 0.00015 0 0.0001 1030 791
1633 NUDT5_HUMAN Q9UKK9 NUDT5 (HSPC115)ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=124309.8 2 1 0 0 2 1.538823 0 0 8E-05 6.3E-05 0 0 1411 1488
1634 BPHL_HUMAN Q86WA6 BPHL (MCNAA)Valacyclovir hydrolase OS=Homo sapiens GN=BPHL PE=1 SV=132525.4 3 1 0 0 3 1.538823 0 0 9E-05 4.7E-05 0 0 1343 1586
1635 CD34_HUMAN P28906 CD34 Hematopoietic progenitor cell antigen CD34 OS=Homo sapiens GN=CD34 PE=1 SV=240698.5 4 1 0 0 4 1.538823 0 0 1E-04 3.8E-05 0 0 1316 1667
1636 RM40_HUMAN Q9NQ50 MRPL40 (NLVCF) (URIM)39S ribosomal protein L40, mitochondrial OS=Homo sapiens GN=MRPL40 PE=1 SV=124473.7 2 1 0 0 2 1.538823 0 0 8E-05 6.3E-05 0 0 1415 1489
1637 NUDC3_HUMAN Q8IVD9 NUDCD3 (KIAA1068)NudC domain-containing protein 3 OS=Homo sapiens GN=NUDCD3 PE=1 SV=340803.6 1 3 0 1 1 4.616468 0 4.9733 2E-05 0.00011 0 0.0001 1832 1179 795
1638 ALKB7_HUMAN Q9BT30 ALKBH7 (SPATA11) (UNQ6002/PRO34564)Alkylated DNA repair protein alkB homolog 7 OS=Homo sapiens GN=ALKBH7 PE=2 SV=124498.5 3 0 0 3 0 0 0 0.0001 0 0 0 1187
1639 PEX19_HUMAN P40855 PEX19 (HK33) (PXF) (OK/SW-cl.22)Peroxisomal biogenesis factor 19 OS=Homo sapiens GN=PEX19 PE=1 SV=132789.2 2 2 0 0 2 3.077645 0 0 6E-05 9.4E-05 0 0 1544 1276
1640 IPO5_HUMAN O00410 IPO5 (KPNB3) (RANBP5)Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4123614.2 10 5 0 10 0 14.0929 0 8E-05 0 0.00011 0 1420 681
1641 THIC_HUMAN Q9BWD1 ACAT2 (ACTL) Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=241332.4 0 5 0 0 0 7.694113 0 0 0 0.00019 0 0 926
1642 DUS23_HUMAN Q9BVJ7 DUSP23 (LDP3) (VHZ)Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=116570.4 2 0 0 2 0 0 0 0.0001 0 0 0 1197
1643 RT02_HUMAN Q9Y399 MRPS2 (CGI-91)28S ribosomal protein S2, mitochondrial OS=Homo sapiens GN=MRPS2 PE=2 SV=133232.6 4 0 0 4 0 0 0 0.0001 0 0 0 1201
1644 CRP_HUMAN P02741 CRP (PTX1) C-reactive protein OS=Homo sapiens GN=CRP PE=1 SV=125021 1 2 0 0 1 3.077645 0 0 4E-05 0.00012 0 0 1698 1140
1645 AIF1_HUMAN P55008 AIF1 (G1) (IBA1)Allograft inflammatory factor 1 OS=Homo sapiens GN=AIF1 PE=1 SV=116686.8 1 0 1 1 0 0 4.9733 6E-05 0 0 0.0003 1551 551
1646 AS3MT_HUMAN Q9HBK9 AS3MT (CYT19)Arsenite methyltransferase OS=Homo sapiens GN=AS3MT PE=1 SV=241728.9 0 2 3 0 0 3.077645 8.45575 0 0 7.4E-05 0.0002 0 1410 570
1647 MOL1B_HUMANQ9H8S9 MOBKL1B (C2orf6) (MOB4B) (MOBK1B)Mps one binder kinase activator-like 1B OS=Homo sapiens GN=MOBKL1B PE=1 SV=425062.6 3 0 0 3 0 0 0 0.0001 0 0 0 1204
1648 NUCB2_HUMAN P80303 NUCB2 (NEFA)Nucleobindin-2 OS=Homo sapiens GN=NUCB2 PE=1 SV=150206.3 2 0 4 2 0 0 19.893 4E-05 0 0 0.0004 1700 475
1649 EI2BG_HUMAN Q9NR50 EIF2B3 Translation initiation factor eIF-2B subunit gamma OS=Homo sapiens GN=EIF2B3 PE=1 SV=150223.3 2 4 0 0 2 6.15529 0 0 4E-05 0.00012 0 0 1701 1145
1650 CO4A2_HUMAN P08572 COL4A2 Collagen alpha-2(IV) chain OS=Homo sapiens GN=COL4A2 PE=1 SV=4167539.6 19 1 0 0 19 1.538823 0 0 0.0001 9.2E-06 0 0 1239 1926
1651 CSDC2_HUMAN Q9Y534 CSDC2 (PIPPIN)Cold shock domain-containing protein C2 OS=Homo sapiens GN=CSDC2 PE=2 SV=116767.1 1 1 0 0 1 1.538823 0 0 6E-05 9.2E-05 0 0 1553 1287
1652 NIF3L_HUMAN Q9GZT8 NIF3L1 (ALS2CR1) (MDS015) (My018)NIF3-like protein 1 OS=Homo sapiens GN=NIF3L1 PE=1 SV=241950.6 3 2 0 0 3 3.077645 0 0 7E-05 7.3E-05 0 0 1479 1412
1653 WDR61_HUMANQ9GZS3 WDR61 WD repeat-containing protein 61 OS=Homo sapiens GN=WDR61 PE=1 SV=133562.8 3 1 0 0 3 1.538823 0 0 9E-05 4.6E-05 0 0 1361 1594
1654 CPIN1_HUMAN Q6FI81 CIAPIN1 (CUA001) (PRO0915)Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=233565 2 2 0 0 2 3.077645 0 0 6E-05 9.2E-05 0 0 1554 1288
1655 HNRPC_HUMAN P07910 HNRNPC (HNRPC)Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=433652.5 2 2 0 0 2 3.077645 0 0 6E-05 9.1E-05 0 0 1556 1292
1656 LU_HUMAN P50895 BCAM (LU) (MSK19)Lutheran blood group glycoprotein OS=Homo sapiens GN=BCAM PE=1 SV=267385.9 3 5 0 0 3 7.694113 0 0 4E-05 0.00011 0 0 1656 1175
1657 IDE_HUMAN P14735 IDE Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=3118009 8 4 2 8 0 11.2743 9.9467 7E-05 0 9.6E-05 8E-05 1508 711 866
1658 MA7D1_HUMANQ3KQU3 MAP7D1 (KIAA1187) (PARCC1) (RPRC1) (PP2464)MAP7 domain-containing protein 1 OS=Homo sapiens GN=MAP7D1 PE=1 SV=192802.2 11 0 0 11 0 0 0 0.0001 0 0 0 1211
1659 NUD19_HUMAN A8MXV4 NUDT19 Nucleoside diphosphate-linked moiety X motif 19, mitochondrial OS=Homo sapiens GN=NUDT19 PE=2 SV=142216.4 2 3 0 0 2 4.616468 0 0 5E-05 0.00011 0 0 1638 1198
1660 CALX_HUMAN P27824 CANX Calnexin OS=Homo sapiens GN=CANX PE=1 SV=267552.2 4 2 2 0 4 3.077645 5.63717 0 6E-05 4.6E-05 8.3E-05 0 1557 1597 739
1661 CSK_HUMAN P41240 CSK Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=150686.9 5 1 0 0 5 1.538823 0 0 1E-04 3E-05 0 0 1313 1745
1662 G45IP_HUMAN Q8TAE8 GADD45GIP1 (PLINP1) (PRG6)Growth arrest and DNA-damage-inducible proteins-interacting protein 1 OS=Homo sapiens GN=GADD45GIP1 PE=1 SV=125366.1 3 0 0 3 0 0 0 0.0001 0 0 0 1213
1663 VTA1_HUMAN Q9NP79 VTA1 (C6orf55) (HSPC228) (My012)Vacuolar protein sorting-associated protein VTA1 homolog OS=Homo sapiens GN=VTA1 PE=2 SV=133861.9 2 1 1 0 2 1.538823 2.81858 0 6E-05 4.5E-05 8.3E-05 0 1560 1602 741
1664 CA144_HUMAN Q7Z422 C1orf144 UPF0485 protein C1orf144 OS=Homo sapiens GN=C1orf144 PE=1 SV=116979.5 2 0 0 2 0 0 0 0.0001 0 0 0 1217
1665 LRC40_HUMAN Q9H9A6 LRRC40 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=168236.3 6 1 0 1 6 1.538823 0 4.9733 9E-05 2.3E-05 0 7E-05 1371 1827 880
1666 DMD_HUMAN P11532 DMD Dystrophin OS=Homo sapiens GN=DMD PE=1 SV=2426672.6 23 23 2 2 23 35.39292 5.63717 9.9467 5E-05 8.3E-05 1.3E-05 2E-05 1591 1340 861 958
1667 SPS1_HUMAN P49903 SEPHS1 (SELD) (SPS) (SPS1)Selenide, water dikinase 1 OS=Homo sapiens GN=SEPHS1 PE=1 SV=242892.5 2 3 0 0 2 4.616468 0 0 5E-05 0.00011 0 0 1644 1206
1668 ACTN1_HUMAN P12814 ACTN1 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2103043 6 6 0 0 6 9.232936 0 0 6E-05 9E-05 0 0 1566 1303
1669 NUBP1_HUMAN P53384 NUBP1 (NBP) (NBP1)Nucleotide-binding protein 1 OS=Homo sapiens GN=NUBP1 PE=2 SV=134570.9 0 4 0 0 0 6.15529 0 0 0 0.00018 0 0 954
1670 NDUBB_HUMANQ9NX14 NDUFB11 (UNQ111/PRO1064)NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 11, mitochondrial OS=Homo sapiens GN=NDUFB11 PE=2 SV=117299 1 0 1 1 0 0 4.9733 6E-05 0 0 0.0003 1569 566
1671 RHG17_HUMAN Q68EM7 ARHGAP17 (RICH1) (MSTP066) (MSTP110)Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=195419 4 7 0 0 4 10.77176 0 0 4E-05 0.00011 0 0 1688 1180
1672 ARGI1_HUMAN P05089 ARG1 Arginase-1 OS=Homo sapiens GN=ARG1 PE=1 SV=234718 2 2 0 2 0 5.63717 0 6E-05 0 0.00016 0 1572 612
1673 CX026_HUMAN Q9BVG4 CXorf26 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=126039.5 2 1 0 0 2 1.538823 0 0 8E-05 5.9E-05 0 0 1443 1512
1674 KTN1_HUMAN Q86UP2 KTN1 (CG1) (KIAA0004)Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1156258.2 16 2 0 0 16 3.077645 0 0 0.0001 2E-05 0 0 1284 1848
1675 SNAG_HUMAN Q99747 NAPG (SNAPG)Gamma-soluble NSF attachment protein OS=Homo sapiens GN=NAPG PE=1 SV=134728.9 1 3 0 0 1 4.616468 0 0 3E-05 0.00013 0 0 1788 1094
1676 MESD2_HUMAN Q14696 MESDC2 (KIAA0081) (UNQ1911/PRO4369)Mesoderm development candidate 2 OS=Homo sapiens GN=MESDC2 PE=1 SV=226059.9 1 2 0 0 1 3.077645 0 0 4E-05 0.00012 0 0 1704 1165
1677 FSTL1_HUMAN Q12841 FSTL1 (FRP) Follistatin-related protein 1 OS=Homo sapiens GN=FSTL1 PE=1 SV=134967.3 3 0 1 3 0 0 4.9733 9E-05 0 0 0.0001 1385 754
1678 THOP1_HUMAN P52888 THOP1 Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=278822.6 2 6 1 0 2 9.232936 2.81858 0 3E-05 0.00012 3.6E-05 0 1824 1168 836
1679 SHLB2_HUMAN Q9NR46 SH3GLB2 (KIAA1848) (PP578)Endophilin-B2 OS=Homo sapiens GN=SH3GLB2 PE=1 SV=143957.2 1 4 0 0 1 6.15529 0 0 2E-05 0.00014 0 0 1849 1063
1680 MSI2H_HUMAN Q96DH6 MSI2 RNA-binding protein Musashi homolog 2 OS=Homo sapiens GN=MSI2 PE=2 SV=135178.8 3 0 1 3 0 0 4.9733 9E-05 0 0 0.0001 1392 759
1681 FA96B_HUMAN Q9Y3D0 FAM96B (CGI-128) (HSPC118)UPF0195 protein FAM96B OS=Homo sapiens GN=FAM96B PE=1 SV=117644.7 2 0 0 2 0 0 0 0.0001 0 0 0 1240
1682 MCA2_HUMAN Q13155 AIMP2 Multisynthetase complex auxiliary component p38 OS=Homo sapiens GN=JTV1 PE=1 SV=235331.3 3 1 0 0 3 1.538823 0 0 8E-05 4.4E-05 0 0 1394 1620
1683 ZO2_HUMAN Q9UDY2 TJP2 (X104) (ZO2)Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=1133957.2 14 1 0 0 14 1.538823 0 0 0.0001 1.1E-05 0 0 1274 1914
1684 DPP9_HUMAN Q86TI2 DPP9 (DPRP2) Dipeptidyl peptidase 9 OS=Homo sapiens GN=DPP9 PE=1 SV=398246.2 10 0 1 10 0 0 4.9733 0.0001 0 0 5E-05 1288 918
1685 NUCB1_HUMAN Q02818 NUCB1 (NUC) Nucleobindin-1 OS=Homo sapiens GN=NUCB1 PE=1 SV=453861.6 3 3 0 3 0 8.45575 0 6E-05 0 0.00016 0 1581 617
1686 JMJD7_HUMAN P0C870 JMJD7 JmjC domain-containing protein 7 OS=Homo sapiens GN=JMJD7 PE=2 SV=135914.2 1 3 0 0 1 4.616468 0 0 3E-05 0.00013 0 0 1796 1116
1687 SNTA1_HUMAN Q13424 SNTA1 (SNT1) Alpha-1-syntrophin OS=Homo sapiens GN=SNTA1 PE=1 SV=153878.4 2 4 0 2 0 11.2743 0 4E-05 0 0.00021 0 1717 564
1688 FTHFD_HUMAN O75891 ALDH1L1 (FTHFD)10-formyltetrahydrofolate dehydrogenase OS=Homo sapiens GN=ALDH1L1 PE=1 SV=298812.2 10 1 0 0 10 1.538823 0 0 0.0001 1.6E-05 0 0 1291 1873
1689 DD19A_HUMAN Q9NUU7 DDX19A (DDX19L)ATP-dependent RNA helicase DDX19A OS=Homo sapiens GN=DDX19A PE=1 SV=153957.9 6 0 0 6 0 0 0 0.0001 0 0 0 1250
1690 ADDA_HUMAN P35611 ADD1 (ADDA) Alpha-adducin OS=Homo sapiens GN=ADD1 PE=1 SV=280937.9 6 2 0 1 6 3.077645 0 4.9733 7E-05 3.8E-05 0 6E-05 1463 1664 901
1691 SCOC_HUMAN Q9UIL1 SCOC (SCOCO) (HRIHFB2072)Short coiled-coil protein OS=Homo sapiens GN=SCOC PE=1 SV=218027.6 0 2 0 0 0 3.077645 0 0 0 0.00017 0 0 972
1692 CSN6_HUMAN Q7L5N1 COPS6 (CSN6) (HVIP)COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=136145.4 4 0 0 4 0 0 0 0.0001 0 0 0 1252
1693 PUR4_HUMAN O15067 PFAS (KIAA0361)Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=2144645.6 12 4 0 0 12 6.15529 0 0 8E-05 4.3E-05 0 0 1408 1626
1694 ROAA_HUMAN Q99729 HNRNPAB (ABBP1) (HNRPAB)Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=236207.2 2 1 0 1 2 1.538823 0 4.9733 6E-05 4.3E-05 0 0.0001 1584 1628 767
1695 ERO1A_HUMAN Q96HE7 ERO1L (UNQ434/PRO865)ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=254376.7 5 1 0 0 5 1.538823 0 0 9E-05 2.8E-05 0 0 1346 1773
1696 AASD1_HUMAN Q9BTE6 AARSD1 Alanyl-tRNA synthetase domain-containing protein 1 OS=Homo sapiens GN=AARSD1 PE=2 SV=245461.5 4 1 0 0 4 1.538823 0 0 9E-05 3.4E-05 0 0 1370 1703
1697 DUS28_HUMAN Q4G0W2 DUSP28 Dual specificity phosphatase 28 OS=Homo sapiens GN=DUSP28 PE=2 SV=118305.7 1 1 0 0 1 1.538823 0 0 5E-05 8.4E-05 0 0 1587 1337
1698 CT077_HUMAN Q9NQG5 RPRD1B UPF0400 protein C20orf77 OS=Homo sapiens GN=C20orf77 PE=1 SV=136882.8 3 1 0 0 3 1.538823 0 0 8E-05 4.2E-05 0 0 1416 1637
1699 THNS1_HUMAN Q8IYQ7 THNSL1 Threonine synthase-like 1 OS=Homo sapiens GN=THNSL1 PE=1 SV=283054 2 6 0 1 2 9.232936 0 4.9733 2E-05 0.00011 0 6E-05 1840 1191 903
1700 SFRS1_HUMAN Q07955 SFRS1 (ASF) (SF2) (SF2P33) (OK/SW-cl.3)Splicing factor, arginine/serine-rich 1 OS=Homo sapiens GN=SFRS1 PE=1 SV=227727.1 1 2 0 0 1 3.077645 0 0 4E-05 0.00011 0 0 1728 1192
1701 CO2_HUMAN P06681 C2 Complement C2 OS=Homo sapiens GN=C2 PE=1 SV=283250.8 8 1 0 0 8 1.538823 0 0 1E-04 1.8E-05 0 0 1325 1854
1702 EIF3A_HUMAN Q14152 EIF3A (EIF3S10) (KIAA0139)Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1166556.9 11 5 0 2 11 7.694113 0 9.9467 7E-05 4.6E-05 0 6E-05 1520 1592 905
1703 FAAA_HUMAN P16930 FAH Fumarylacetoacetase OS=Homo sapiens GN=FAH PE=1 SV=246357.6 4 1 0 0 4 1.538823 0 0 9E-05 3.3E-05 0 0 1378 1709
1704 AT1A3_HUMAN P13637 ATP1A3 Sodium/potassium-transporting ATPase subunit alpha-3 OS=Homo sapiens GN=ATP1A3 PE=1 SV=3111733.5 10 2 0 0 10 3.077645 0 0 9E-05 2.8E-05 0 0 1360 1782
1705 SELB_HUMAN P57772 EEFSEC (SELB)Selenocysteine-specific elongation factor OS=Homo sapiens GN=EEFSEC PE=2 SV=365322.1 0 7 0 0 0 10.77176 0 0 0 0.00016 0 0 992
1706 GSK3B_HUMAN P49841 GSK3B Glycogen synthase kinase-3 beta OS=Homo sapiens GN=GSK3B PE=1 SV=246727.3 3 1 0 1 3 1.538823 0 4.9733 6E-05 3.3E-05 0 0.0001 1531 1714 823
1707 NHRF2_HUMAN Q15599 SLC9A3R2 (NHERF2)Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens GN=SLC9A3R2 PE=1 SV=237395.2 3 1 0 0 3 1.538823 0 0 8E-05 4.1E-05 0 0 1422 1643
1708 PSMD5_HUMAN Q16401 PSMD5 (KIAA0072)26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=356179 5 0 1 5 0 0 4.9733 9E-05 0 0 9E-05 1362 856
1709 TPMT_HUMAN P51580 TPMT Thiopurine S-methyltransferase OS=Homo sapiens GN=TPMT PE=1 SV=128163.1 2 0 1 2 0 0 4.9733 7E-05 0 0 0.0002 1484 695
1710 NMNA3_HUMANQ96T66 NMNAT3 (FKSG76)Nicotinamide mononucleotide adenylyltransferase 3 OS=Homo sapiens GN=NMNAT3 PE=1 SV=228303.7 0 1 2 0 0 1.538823 5.63717 0 0 5.4E-05 0.0002 0 1544 574
1711 K6PL_HUMAN P17858 PFKL 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=685001.2 5 3 0 1 5 4.616468 0 4.9733 6E-05 5.4E-05 0 6E-05 1561 1545 907
1712 SYEP_HUMAN P07814 EPRS (GLNS) (PARS) (QARS) (QPRS) (PIG32)Bifunctional aminoacyl-tRNA synthetase OS=Homo sapiens GN=EPRS PE=1 SV=3170632.2 0 18 0 0 0 27.69881 0 0 0 0.00016 0 0 1000
1713 XPP3_HUMAN Q9NQH7 XPNPEP3 Probable Xaa-Pro aminopeptidase 3 OS=Homo sapiens GN=XPNPEP3 PE=2 SV=157016.8 3 3 0 0 3 4.616468 0 0 5E-05 8.1E-05 0 0 1604 1355
1714 RT27_HUMAN Q92552 MRPS27 (KIAA0264)28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=2 SV=247652.8 4 1 0 4 0 2.81858 0 8E-05 0 5.9E-05 0 1402 792
1715 PTBP1_HUMAN P26599 PTBP1 (PTB) Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=157204.5 4 2 0 4 0 5.63717 0 7E-05 0 9.9E-05 0 1492 703
1716 HEM4_HUMAN P10746 UROS Uroporphyrinogen-III synthase OS=Homo sapiens GN=UROS PE=1 SV=128610.7 0 3 0 0 0 4.616468 0 0 0 0.00016 0 0 1001
1717 PRCM_HUMAN Q96EM0 C14orf149 Probable proline racemase OS=Homo sapiens GN=C14orf149 PE=2 SV=138149.6 1 2 1 0 1 3.077645 2.81858 0 3E-05 8.1E-05 7.4E-05 0 1814 1357 762
1718 KGP1A_HUMAN Q13976 PRKG1 (PRKGR1A)cGMP-dependent protein kinase 1, alpha isozyme OS=Homo sapiens GN=PRKG1 PE=1 SV=376349.9 8 0 0 8 0 0 0 0.0001 0 0 0 1271
1719 AHSA1_HUMAN O95433 AHSA1 (C14orf3) (HSPC322)Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=138256.4 2 2 0 0 2 3.077645 0 0 5E-05 8E-05 0 0 1606 1358
1720 EIF3C_HUMAN Q99613 EIF3C (EIF3S8); EIF3CLEukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1105329.2 9 2 0 0 9 3.077645 0 0 9E-05 2.9E-05 0 0 1389 1763
1721 RM49_HUMAN Q13405 MRPL49 (C11orf4) (NOF1) (OK/SW-cl.67)39S ribosomal protein L49, mitochondrial OS=Homo sapiens GN=MRPL49 PE=2 SV=119180.3 2 0 0 2 0 0 0 0.0001 0 0 0 1275
1722 AN32B_HUMAN Q92688 ANP32B (APRIL) (PHAPI2)Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=128770.6 3 0 0 3 0 0 0 0.0001 0 0 0 1276
1723 SAE1_HUMAN Q9UBE0 SAE1 (AOS1) (SUA1) (UBLE1A)SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=138432.1 3 1 0 0 3 1.538823 0 0 8E-05 4E-05 0 0 1434 1652
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1724 MAP1B_HUMANP46821 MAP1B Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=1270602.2 23 4 0 1 23 6.15529 0 4.9733 8E-05 2.3E-05 0 2E-05 1393 1825 966
1725 CT007_HUMAN Q5TEU4 C20orf7 Probable methyltransferase C20orf7 OS=Homo sapiens GN=C20orf7 PE=2 SV=138901.4 2 2 0 0 2 3.077645 0 0 5E-05 7.9E-05 0 0 1612 1370
1726 CAND1_HUMAN Q86VP6 CAND1 (KIAA0829) (TIP120) (TIP120A)Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2136363.1 4 8 2 0 4 12.31058 5.63717 0 3E-05 9E-05 4.1E-05 0 1781 1298 827
1727 THUM1_HUMANQ9NXG2 THUMPD1 THUMP domain-containing protein 1 OS=Homo sapiens GN=THUMPD1 PE=1 SV=239297.5 2 1 0 1 2 1.538823 0 4.9733 5E-05 3.9E-05 0 0.0001 1614 1658 785
1728 HEM3_HUMAN P08397 HMBS (PBGD) (UPS)Porphobilinogen deaminase OS=Homo sapiens GN=HMBS PE=1 SV=239312.5 0 4 0 0 0 6.15529 0 0 0 0.00016 0 0 1020
1729 RB6I2_HUMAN Q8IUD2 ERC1 (ELKS) (KIAA1081) (RAB6IP2)ELKS/RAB6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1128072.6 11 2 0 0 11 3.077645 0 0 9E-05 2.4E-05 0 0 1384 1812
1730 HPBP1_HUMAN Q9NZL4 HSPBP1 (HSPBP) (PP1845)Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=139455.9 2 2 0 0 2 3.077645 0 0 5E-05 7.8E-05 0 0 1619 1377
1731 G6PD_HUMAN P11413 G6PD Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=459240.1 2 4 0 0 2 6.15529 0 0 3E-05 0.0001 0 0 1749 1224
1732 STX7_HUMAN O15400 STX7 Syntaxin-7 OS=Homo sapiens GN=STX7 PE=1 SV=429797.6 2 1 0 0 2 1.538823 0 0 7E-05 5.2E-05 0 0 1512 1559
1733 ARSB_HUMAN P15848 ARSB Arylsulfatase B OS=Homo sapiens GN=ARSB PE=1 SV=159671.1 4 2 0 0 4 3.077645 0 0 7E-05 5.2E-05 0 0 1513 1560
1734 TBA1C_HUMAN Q9BQE3 TUBA1C (TUBA6)Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=149877.4 1 4 0 0 1 6.15529 0 0 2E-05 0.00012 0 0 1879 1137
1735 RTN4_HUMAN Q9NQC3 RTN4 (KIAA0886) (NOGO) (My043) (SP1507)Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2129916.5 4 9 0 0 4 13.8494 0 0 3E-05 0.00011 0 0 1770 1210
1736 COMT_HUMAN P21964 COMT Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=230019.6 1 2 0 0 1 3.077645 0 0 3E-05 0.0001 0 0 1752 1233
1737 HNRPU_HUMAN Q00839 HNRNPU (HNRPU) (SAFA) (U21.1)Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=590496.1 6 3 0 0 6 4.616468 0 0 7E-05 5.1E-05 0 0 1518 1566
1738 TLN2_HUMAN Q9Y4G6 TLN2 (KIAA0320)Talin-2 OS=Homo sapiens GN=TLN2 PE=1 SV=3271535 13 12 1 1 13 18.46587 2.81858 4.9733 5E-05 6.8E-05 1E-05 2E-05 1635 1455 864 967
1739 AKA12_HUMAN Q02952 AKAP12 (AKAP250)A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=3191456.7 6 11 0 2 6 16.92705 0 9.9467 3E-05 8.8E-05 0 5E-05 1765 1310 915
1740 ATBD4_HUMAN Q7L8W6 ATPBD4 ATP-binding domain-containing protein 4 OS=Homo sapiens GN=ATPBD4 PE=2 SV=230348.5 3 0 0 3 0 0 0 1E-04 0 0 0 1309
1741 NARG1_HUMAN Q9BXJ9 NARG1 (GA19) (NATH) (TBDN100)NMDA receptor-regulated protein 1 OS=Homo sapiens GN=NARG1 PE=1 SV=1101259.9 7 2 1 7 0 5.63717 4.9733 7E-05 0 5.6E-05 5E-05 1498 802 920
1742 FPPS_HUMAN P14324 FDPS (FPS) (KIAA1293)Farnesyl pyrophosphate synthetase OS=Homo sapiens GN=FDPS PE=1 SV=340515.6 4 0 0 4 0 0 0 1E-04 0 0 0 1311
1743 DRG2_HUMAN P55039 DRG2 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=2 SV=140729.8 2 2 0 0 2 3.077645 0 0 5E-05 7.6E-05 0 0 1627 1391
1744 PACN1_HUMAN Q9BY11 PACSIN1 (KIAA1379)Protein kinase C and casein kinase substrate in neurons protein 1 OS=Homo sapiens GN=PACSIN1 PE=1 SV=150947.9 0 5 0 0 0 7.694113 0 0 0 0.00015 0 0 1032
1745 SLK_HUMAN Q9H2G2 SLK (KIAA0204) (STK2)STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1142679.8 13 1 0 0 13 1.538823 0 0 9E-05 1.1E-05 0 0 1349 1920
1746 HP1B3_HUMAN Q5SSJ5 HP1BP3 Heterochromatin protein 1-binding protein 3 OS=Homo sapiens GN=HP1BP3 PE=1 SV=161190.7 2 3 0 1 2 4.616468 0 4.9733 3E-05 7.5E-05 0 8E-05 1758 1393 870
1747 CAV1_HUMAN Q03135 CAV1 (CAV) Caveolin-1 OS=Homo sapiens GN=CAV1 PE=1 SV=420454.2 1 0 1 1 0 0 4.9733 5E-05 0 0 0.0002 1628 614
1748 RHEB_HUMAN Q15382 RHEB (RHEB2)GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=120479.9 2 0 0 2 0 0 0 1E-04 0 0 0 1318
1749 CA170_HUMAN Q5SV97 C1orf170 Uncharacterized protein C1orf170 OS=Homo sapiens GN=C1orf170 PE=2 SV=371950.5 2 5 0 0 2 7.694113 0 0 3E-05 0.00011 0 0 1797 1209
1750 RT11_HUMAN P82912 MRPS11 (RPMS11) (HCC2)28S ribosomal protein S11, mitochondrial OS=Homo sapiens GN=MRPS11 PE=2 SV=220597.8 0 2 0 0 0 3.077645 0 0 0 0.00015 0 0 1037
1751 SAMH1_HUMANQ9Y3Z3 SAMHD1 (MOP5)SAM domain and HD domain-containing protein 1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=272184.7 3 4 0 0 3 6.15529 0 0 4E-05 8.5E-05 0 0 1690 1332
1752 RM11_HUMAN Q9Y3B7 MRPL11 (CGI-113)39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=2 SV=120665.9 1 1 0 0 1 1.538823 0 0 5E-05 7.4E-05 0 0 1633 1403
1753 ANM5_HUMAN O14744 PRMT5 (HRMT1L5) (IBP72) (JBP1) (SKB1)Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=472667.1 5 2 0 0 5 3.077645 0 0 7E-05 4.2E-05 0 0 1500 1630
1754 SNRPA_HUMAN P09012 SNRPA U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=331262.4 3 0 0 3 0 0 0 1E-04 0 0 0 1326
1755 PARVB_HUMAN Q9HBI1 PARVB (CGI-56)Beta-parvin OS=Homo sapiens GN=PARVB PE=1 SV=141696.9 4 0 0 4 0 0 0 1E-04 0 0 0 1328
1756 ARFP1_HUMAN P53367 ARFIP1 Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=241721.5 0 3 0 1 0 4.616468 0 4.9733 0 0.00011 0 0.0001 1194 801
1757 TSR2_HUMAN Q969E8 TSR2 Pre-rRNA-processing protein TSR2 homolog OS=Homo sapiens GN=TSR2 PE=2 SV=120875.6 0 2 0 0 0 3.077645 0 0 0 0.00015 0 0 1043
1758 LRSM1_HUMAN Q6UWE0 LRSAM1 (TAL) (UNQ6496/PRO21356)E3 ubiquitin-protein ligase LRSAM1 OS=Homo sapiens GN=LRSAM1 PE=1 SV=183577.8 3 5 0 0 3 7.694113 0 0 4E-05 9.2E-05 0 0 1732 1284
1759 PIPNB_HUMAN P48739 PITPNB Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=231522.3 3 0 0 3 0 0 0 1E-04 0 0 0 1329
1760 RM46_HUMAN Q9H2W6 MRPL46 (C15orf4) (LIECG2)39S ribosomal protein L46, mitochondrial OS=Homo sapiens GN=MRPL46 PE=2 SV=131688.3 1 2 0 0 1 3.077645 0 0 3E-05 9.7E-05 0 0 1763 1261
1761 METLA_HUMAN Q5JPI9 METTL10 Methyltransferase-like protein 10 OS=Homo sapiens GN=METTL10 PE=2 SV=231812.9 1 0 2 1 0 0 9.9467 3E-05 0 0 0.0003 1764 538
1762 TTL12_HUMAN Q14166 TTLL12 (KIAA0153)Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens GN=TTLL12 PE=1 SV=274385.7 5 2 0 0 5 3.077645 0 0 7E-05 4.1E-05 0 0 1510 1642
1763 NUD16_HUMAN Q96DE0 NUDT16 U8 snoRNA-decapping enzyme OS=Homo sapiens GN=NUDT16 PE=1 SV=221256.2 1 1 0 0 1 1.538823 0 0 5E-05 7.2E-05 0 0 1641 1421
1764 TPP2_HUMAN P29144 TPP2 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4138334.9 4 8 1 0 4 12.31058 2.81858 0 3E-05 8.9E-05 2E-05 0 1784 1306 852
1765 RHOG_HUMAN P84095 RHOG (ARHG)Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=121290.1 1 1 0 0 1 1.538823 0 0 5E-05 7.2E-05 0 0 1642 1423
1766 SRP72_HUMAN O76094 SRP72 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=374590.3 3 4 0 0 3 6.15529 0 0 4E-05 8.3E-05 0 0 1696 1343
1767 CRNN_HUMAN Q9UBG3 CRNN (C1orf10) (DRC1) (PDRC1) (SEP53)Cornulin OS=Homo sapiens GN=CRNN PE=1 SV=153512 5 0 0 5 0 0 0 9E-05 0 0 0 1340
1768 SIRT2_HUMAN Q8IXJ6 SIRT2 (SIR2L) (SIR2L2)NAD-dependent deacetylase sirtuin-2 OS=Homo sapiens GN=SIRT2 PE=1 SV=243165.7 3 1 0 0 3 1.538823 0 0 7E-05 3.6E-05 0 0 1495 1686
1769 HCLS1_HUMAN P14317 HCLS1 (HS1) Hematopoietic lineage cell-specific protein OS=Homo sapiens GN=HCLS1 PE=1 SV=153979.3 1 4 0 0 1 6.15529 0 0 2E-05 0.00011 0 0 1894 1176
1770 3HAO_HUMAN P46952 HAAO 3-hydroxyanthranilate 3,4-dioxygenase OS=Homo sapiens GN=HAAO PE=1 SV=132524.1 0 3 0 0 0 4.616468 0 0 0 0.00014 0 0 1057
1771 AP3S1_HUMAN Q92572 AP3S1 (CLAPS3)AP-3 complex subunit sigma-1 OS=Homo sapiens GN=AP3S1 PE=2 SV=121714.7 2 0 0 2 0 0 0 9E-05 0 0 0 1345
1772 ATX3_HUMAN P54252 ATXN3 (ATX3) (MJD) (MJD1) (SCA3)Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=243432.3 1 3 0 0 1 4.616468 0 0 2E-05 0.00011 0 0 1846 1211
1773 NUCG_HUMAN Q14249 ENDOG Endonuclease G, mitochondrial OS=Homo sapiens GN=ENDOG PE=2 SV=332628.9 1 2 0 0 1 3.077645 0 0 3E-05 9.4E-05 0 0 1773 1273
1774 VIGLN_HUMAN Q00341 HDLBP (HBP) (VGL)Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=1141424.1 3 10 0 0 3 15.38823 0 0 2E-05 0.00011 0 0 1863 1201
1775 DDX6_HUMAN P26196 DDX6 (HLR2) (RCK)Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=254400.6 4 1 0 0 4 1.538823 0 0 7E-05 2.8E-05 0 0 1466 1774
1776 PDCD6_HUMAN O75340 PDCD6 (ALG2)Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=121851.1 1 1 0 1 0 2.81858 0 5E-05 0 0.00013 0 1646 652
1777 VPS36_HUMAN Q86VN1 VPS36 (C13orf9) (EAP45) (CGI-145)Vacuolar protein-sorting-associated protein 36 OS=Homo sapiens GN=VPS36 PE=1 SV=143800.1 3 1 0 0 3 1.538823 0 0 7E-05 3.5E-05 0 0 1502 1691
1778 IF4G1_HUMAN Q04637 EIF4G1 (EIF4F) (EIF4G) (EIF4GI)Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=3175520.1 12 2 0 2 12 3.077645 0 9.9467 7E-05 1.8E-05 0 6E-05 1504 1859 908
1779 UGDH_HUMAN O60701 UGDH UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=155007.3 4 1 0 0 4 1.538823 0 0 7E-05 2.8E-05 0 0 1471 1778
1780 RS7_HUMAN P62081 RPS7 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=122109.5 0 2 0 0 0 3.077645 0 0 0 0.00014 0 0 1065
1781 MP2K4_HUMAN P45985 MAP2K4 (JNKK1) (MKK4) (PRKMK4) (SERK1)Dual specificity mitogen-activated protein kinase kinase 4 OS=Homo sapiens GN=MAP2K4 PE=1 SV=144271 1 2 1 0 1 3.077645 2.81858 0 2E-05 7E-05 6.4E-05 0 1851 1440 784
1782 HNRPM_HUMANP52272 HNRNPM (HNRPM) (NAGR1)Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=377499.3 1 6 0 0 1 9.232936 0 0 1E-05 0.00012 0 0 1956 1162
1783 CPZIP_HUMAN Q6JBY9 RCSD1 (CAPZIP)Capz-interacting protein OS=Homo sapiens GN=RCSD1 PE=1 SV=144485.1 2 2 0 2 0 5.63717 0 4E-05 0 0.00013 0 1650 658
1784 CO8G_HUMAN P07360 C8G Complement component C8 gamma chain OS=Homo sapiens GN=C8G PE=1 SV=322259.3 0 1 0 1 0 1.538823 0 4.9733 0 6.9E-05 0 0.0002 1442 641
1785 IASPP_HUMAN Q8WUF5 PPP1R13L (IASPP) (NKIP1) (PPP1R13BL) (RAI)RelA-associated inhibitor OS=Homo sapiens GN=PPP1R13L PE=1 SV=489075.1 8 0 0 8 0 0 0 9E-05 0 0 0 1356
1786 RM15_HUMAN Q9P015 MRPL15 (HSPC145)39S ribosomal protein L15, mitochondrial OS=Homo sapiens GN=MRPL15 PE=1 SV=133403.6 3 0 0 3 0 0 0 9E-05 0 0 0 1357
1787 SRP54_HUMAN P61011 SRP54 Signal recognition particle 54 kDa protein OS=Homo sapiens GN=SRP54 PE=1 SV=155688.3 3 2 0 0 3 3.077645 0 0 5E-05 5.5E-05 0 0 1592 1538
1788 HPCA_HUMAN P84074 HPCA (BDR2) Neuron-specific calcium-binding protein hippocalcin OS=Homo sapiens GN=HPCA PE=1 SV=222296.2 1 1 0 0 1 1.538823 0 0 4E-05 6.9E-05 0 0 1651 1444
1789 IL18_HUMAN Q14116 IL18 (IGIF) (IL1F4)Interleukin-18 OS=Homo sapiens GN=IL18 PE=1 SV=122309.4 1 1 0 0 1 1.538823 0 0 4E-05 6.9E-05 0 0 1652 1445
1790 RM19_HUMAN P49406 MRPL19 (KIAA0104) (MRPL15)39S ribosomal protein L19, mitochondrial OS=Homo sapiens GN=MRPL19 PE=2 SV=233517.6 3 0 0 3 0 0 0 9E-05 0 0 0 1358
1791 VATH_HUMAN Q9UI12 ATP6V1H (CGI-11)Vacuolar proton pump subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=155865.4 4 1 0 0 4 1.538823 0 0 7E-05 2.8E-05 0 0 1478 1781
1792 UBE3A_HUMAN Q05086 UBE3A (E6AP) (EPVE6AP) (HPVE6A)Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=3100632 7 2 0 0 7 3.077645 0 0 7E-05 3.1E-05 0 0 1494 1743
1793 IFIT3_HUMAN O14879 IFIT3 (IFI60) (IFIT4)Interferon-induced protein with tetratricopeptide repeats 3 OS=Homo sapiens GN=IFIT3 PE=1 SV=155968 1 1 3 0 1 1.538823 8.45575 0 2E-05 2.7E-05 0.00015 0 1902 1783 628
1794 ABCE1_HUMAN P61221 ABCE1 (RLI) (RNASEL1) (RNASELI) (RNS4I) (OK/SW-cl.40)ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=167298.4 4 2 0 0 4 3.077645 0 0 6E-05 4.6E-05 0 0 1555 1595
1795 2A5A_HUMAN Q15172 PPP2R5A Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform OS=Homo sapiens GN=PPP2R5A PE=1 SV=156178.2 4 1 0 0 4 1.538823 0 0 7E-05 2.7E-05 0 0 1482 1784
1796 RCC1_HUMAN P18754 RCC1 (CHC1) Regulator of chromosome condensation OS=Homo sapiens GN=RCC1 PE=1 SV=144949.8 1 3 0 0 1 4.616468 0 0 2E-05 0.0001 0 0 1854 1232
1797 CLPB_HUMAN Q9H078 CLPB (HSP78) (SKD3)Caseinolytic peptidase B protein homolog OS=Homo sapiens GN=CLPB PE=2 SV=178713.2 4 3 0 0 4 4.616468 0 0 5E-05 5.9E-05 0 0 1616 1516
1798 SPEE_HUMAN P19623 SRM (SPS1) (SRML1)Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=133806.5 2 1 0 0 2 1.538823 0 0 6E-05 4.6E-05 0 0 1559 1600
1799 DNJC7_HUMAN Q99615 DNAJC7 (TPR2) (TTC2)DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=256424.9 1 3 0 1 1 4.616468 0 4.9733 2E-05 8.2E-05 0 9E-05 1903 1348 857
1800 TB182_HUMAN Q9C0C2 TNKS1BP1 (KIAA1741) (TAB182)182 kDa tankyrase 1-binding protein OS=Homo sapiens GN=TNKS1BP1 PE=1 SV=3181763 10 6 0 0 10 9.232936 0 0 6E-05 5.1E-05 0 0 1585 1570
1801 SPON1_HUMAN Q9HCB6 SPON1 (KIAA0762) (VSGP)Spondin-1 OS=Homo sapiens GN=SPON1 PE=1 SV=290955.6 4 4 0 0 4 6.15529 0 0 4E-05 6.8E-05 0 0 1663 1456
1802 GEPH_HUMAN Q9NQX3 GPHN (GPH) (KIAA1385)Gephyrin OS=Homo sapiens GN=GPHN PE=1 SV=179731.6 2 5 0 0 2 7.694113 0 0 3E-05 9.7E-05 0 0 1826 1264
1803 PSB2_HUMAN P49721 PSMB2 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=122819.5 0 1 1 0 0 1.538823 2.81858 0 0 6.7E-05 0.00012 0 1458 664
1804 KLC4_HUMAN Q9NSK0 KLC4 (KNSL8) Kinesin light chain 4 OS=Homo sapiens GN=KLC4 PE=1 SV=368622.1 1 5 0 0 1 7.694113 0 0 1E-05 0.00011 0 0 1937 1189
1805 UFD1_HUMAN Q92890 UFD1L Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=334483.2 2 1 0 0 2 1.538823 0 0 6E-05 4.5E-05 0 0 1568 1610
1806 SWP70_HUMAN Q9UH65 SWAP70 (KIAA0640) (HSPC321)Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=168981.3 2 2 0 2 2 3.077645 0 9.9467 3E-05 4.5E-05 0 0.0001 1783 1611 750
1807 EGLN1_HUMAN Q9GZT9 EGLN1 (C1orf12) (PNAS-118) (PNAS-137)Egl nine homolog 1 OS=Homo sapiens GN=EGLN1 PE=1 SV=146003.5 2 2 0 0 2 3.077645 0 0 4E-05 6.7E-05 0 0 1672 1462
1808 IF4B_HUMAN P23588 EIF4B Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=269135.9 6 0 0 6 0 0 0 9E-05 0 0 0 1375
1809 EIF3B_HUMAN P55884 EIF3B (EIF3S9)Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=292474.8 7 1 0 0 7 1.538823 0 0 8E-05 1.7E-05 0 0 1454 1863
1810 RBG1L_HUMAN Q5R372 RABGAP1L (HHL) (KIAA0471)RAB GTPase-activating protein 1-like OS=Homo sapiens GN=RABGAP1L PE=2 SV=192496.6 7 1 0 0 7 1.538823 0 0 8E-05 1.7E-05 0 0 1455 1864
1811 SCRN1_HUMAN Q12765 SCRN1 (KIAA0193)Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=246364.1 3 1 0 0 3 1.538823 0 0 6E-05 3.3E-05 0 0 1525 1710
1812 SERPH_HUMAN P50454 SERPINH1 (CBP1) (CBP2) (HSP47) (SERPINH2) (PIG14)Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=246424 3 1 0 0 3 1.538823 0 0 6E-05 3.3E-05 0 0 1526 1711
1813 BROX_HUMAN Q5VW32 BROX (BROFTI) (C1orf58)BRO1 domain-containing protein BROX OS=Homo sapiens GN=BROX PE=1 SV=146459.9 4 0 0 4 0 0 0 9E-05 0 0 0 1379
1814 GGPPS_HUMAN O95749 GGPS1 Geranylgeranyl pyrophosphate synthetase OS=Homo sapiens GN=GGPS1 PE=1 SV=134854.3 3 0 0 3 0 0 0 9E-05 0 0 0 1381
1815 LC7L2_HUMAN Q9Y383 LUC7L2 (CGI-59) (CGI-74)Putative RNA-binding protein Luc7-like 2 OS=Homo sapiens GN=LUC7L2 PE=1 SV=246496.5 0 3 0 1 0 4.616468 0 4.9733 0 9.9E-05 0 0.0001 1246 821
1816 HSP72_HUMAN P54652 HSPA2 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=170005 3 3 0 0 3 4.616468 0 0 4E-05 6.6E-05 0 0 1679 1467
1817 CAH4_HUMAN P22748 CA4 Carbonic anhydrase 4 OS=Homo sapiens GN=CA4 PE=1 SV=235014.8 3 0 0 3 0 0 0 9E-05 0 0 0 1386
1818 AT1B1_HUMAN P05026 ATP1B1 (ATP1B)Sodium/potassium-transporting ATPase subunit beta-1 OS=Homo sapiens GN=ATP1B1 PE=1 SV=135044.8 2 0 1 2 0 0 4.9733 6E-05 0 0 0.0001 1574 756
1819 CAN1_HUMAN P07384 CAPN1 (CANPL1) (PIG30)Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=181874.6 0 4 2 1 0 6.15529 5.63717 4.9733 0 7.5E-05 6.9E-05 6E-05 1397 774 902
1820 PPP6_HUMAN O00743 PPP6C (PPP6) Serine/threonine-protein phosphatase 6 OS=Homo sapiens GN=PPP6C PE=1 SV=135126.8 3 0 0 3 0 0 0 9E-05 0 0 0 1390
1821 ITA7_HUMAN Q13683 ITGA7 (UNQ406/PRO768)Integrin alpha-7 OS=Homo sapiens GN=ITGA7 PE=1 SV=2128912 0 10 1 0 0 15.38823 2.81858 0 0 0.00012 2.2E-05 0 1161 848
1822 RM45_HUMAN Q9BRJ2 MRPL45 39S ribosomal protein L45, mitochondrial OS=Homo sapiens GN=MRPL45 PE=2 SV=235333.3 1 2 0 0 1 3.077645 0 0 3E-05 8.7E-05 0 0 1790 1318
1823 CCD22_HUMAN O60826 CCDC22 (CXorf37) (JM1)Coiled-coil domain-containing protein 22 OS=Homo sapiens GN=CCDC22 PE=1 SV=170738.6 1 4 0 1 1 6.15529 0 4.9733 1E-05 8.7E-05 0 7E-05 1946 1319 888
1824 SPA12_HUMAN Q8IW75 SERPINA12 Serpin A12 OS=Homo sapiens GN=SERPINA12 PE=2 SV=147159.8 0 4 0 0 0 11.2743 0 0 0 0.00024 0 537
1825 ATE1_HUMAN O95260 ATE1 Arginyl-tRNA--protein transferase 1 OS=Homo sapiens GN=ATE1 PE=1 SV=259073.2 1 2 2 0 1 3.077645 5.63717 0 2E-05 5.2E-05 9.5E-05 0 1909 1557 713
1826 RAB8A_HUMAN P61006 RAB8A (MEL) (RAB8)Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=123651.6 2 0 0 2 0 0 0 8E-05 0 0 0 1398
1827 SMYD5_HUMAN Q6GMV2 SMYD5 (RAI15)SET and MYND domain-containing protein 5 OS=Homo sapiens GN=SMYD5 PE=1 SV=247322.1 2 2 0 0 2 3.077645 0 0 4E-05 6.5E-05 0 0 1683 1475
1828 TACC2_HUMAN O95359 TACC2 Transforming acidic coiled-coil-containing protein 2 OS=Homo sapiens GN=TACC2 PE=1 SV=3309405.1 16 10 0 0 16 15.38823 0 0 5E-05 5E-05 0 0 1610 1577
1829 KTHY_HUMAN P23919 DTYMK (CDC8) (TMPK) (TYMK)Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=423801.8 2 0 0 2 0 0 0 8E-05 0 0 0 1401
1830 FYCO1_HUMAN Q9BQS8 FYCO1 (ZFYVE7)FYVE and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=FYCO1 PE=1 SV=2166937 6 7 1 0 6 10.77176 2.81858 0 4E-05 6.5E-05 1.7E-05 0 1730 1481 858
1831 DERM_HUMAN Q07507 DPT Dermatopontin OS=Homo sapiens GN=DPT PE=2 SV=223986.7 0 2 0 0 0 3.077645 0 0 0 0.00013 0 0 1117
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1832 APOE_HUMAN P02649 APOE Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=136135.5 1 2 0 0 1 3.077645 0 0 3E-05 8.5E-05 0 0 1799 1333
1833 SCFD1_HUMAN Q8WVM8 SCFD1 (C14orf163) (KIAA0917) (STXBP1L2) (FKSG23)Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=472364.3 4 2 0 0 4 3.077645 0 0 6E-05 4.3E-05 0 0 1583 1627
1834 PP12C_HUMAN Q9BZL4 PPP1R12C (LENG3) (MBS85)Protein phosphatase 1 regulatory subunit 12C OS=Homo sapiens GN=PPP1R12C PE=1 SV=184864.7 4 3 0 0 4 4.616468 0 0 5E-05 5.4E-05 0 0 1639 1543
1835 AP1M1_HUMAN Q9BXS5 AP1M1 (CLTNM)AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=348569.8 4 0 0 4 0 0 0 8E-05 0 0 0 1410
1836 FNTB_HUMAN P49356 FNTB Protein farnesyltransferase subunit beta OS=Homo sapiens GN=FNTB PE=1 SV=148756 1 3 0 0 1 4.616468 0 0 2E-05 9.5E-05 0 0 1873 1272
1837 NGRN_HUMAN Q9NPE2 NGRN (FI58G) (HT020)Neugrin OS=Homo sapiens GN=NGRN PE=2 SV=124400.9 0 2 0 0 0 3.077645 0 0 0 0.00013 0 0 1123
1838 TENX_HUMAN P22105 TNXB (HXBL) (TNX) (TNXB1) (TNXB2) (XB)Tenascin-X OS=Homo sapiens GN=TNXB PE=1 SV=2464420.2 37 1 0 0 37 1.538823 0 0 8E-05 3.3E-06 0 0 1429 1939
1839 TTC5_HUMAN Q8N0Z6 TTC5 Tetratricopeptide repeat protein 5 OS=Homo sapiens GN=TTC5 PE=2 SV=148937.1 0 4 0 0 0 6.15529 0 0 0 0.00013 0 0 1126
1840 RT35_HUMAN P82673 MRPS35 (MRPS28) (HDCMD11P) (MDS023) (PSEC0213)28S ribosomal protein S35, mitochondrial OS=Homo sapiens GN=MRPS35 PE=2 SV=136827 0 3 0 0 0 4.616468 0 0 0 0.00013 0 0 1129
1841 RL10_HUMAN P27635 RPL10 (DXS648E) (QM)60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=424586.6 0 0 2 0 0 0 9.9467 0 0 0 0.0004 467
1842 VPS4B_HUMAN O75351 VPS4B (SKD1) (VPS42)Vacuolar protein sorting-associating protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=249285.7 2 2 0 0 2 3.077645 0 0 4E-05 6.2E-05 0 0 1692 1491
1843 PP1G_HUMAN P36873 PPP1CC Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=136967.6 3 0 0 3 0 0 0 8E-05 0 0 0 1417
1844 LGMN_HUMAN Q99538 LGMN (PRSC1)Legumain OS=Homo sapiens GN=LGMN PE=1 SV=149393 0 2 2 0 0 3.077645 5.63717 0 0 6.2E-05 0.00011 0 1492 679
1845 TPISL_HUMAN Q7Z6K2 n.o Putative triosephosphate isomerase-like protein LOC286016 OS=Homo sapiens PE=2 SV=224728.6 0 0 2 0 0 0 9.9467 0 0 0 0.0004 470
1846 MOCS3_HUMANO95396 MOCS3 (UBA4)Molybdenum cofactor synthesis protein 3 OS=Homo sapiens GN=MOCS3 PE=1 SV=149651.5 0 4 0 0 0 6.15529 0 0 0 0.00012 0 0 1134
1847 AT2L2_HUMAN Q8IUZ5 AGXT2L2 (PP9286)Alanine--glyoxylate aminotransferase 2-like 2 OS=Homo sapiens GN=AGXT2L2 PE=2 SV=149692 3 1 0 0 3 1.538823 0 0 6E-05 3.1E-05 0 0 1548 1736
1848 SEPT6_HUMAN Q14141 SEPT6 (KIAA0128) (SEP2)Septin-6 OS=Homo sapiens GN=SEPT6 PE=1 SV=449699.6 3 1 0 0 3 1.538823 0 0 6E-05 3.1E-05 0 0 1549 1737
1849 ATP5S_HUMAN Q99766 ATP5S (ATPW)ATP synthase subunit s, mitochondrial OS=Homo sapiens GN=ATP5S PE=1 SV=224865 1 1 0 0 1 1.538823 0 0 4E-05 6.2E-05 0 0 1697 1498
1850 GBB2_HUMAN P62879 GNB2 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=337313.8 1 2 0 0 1 3.077645 0 0 3E-05 8.2E-05 0 0 1810 1344
1851 PGRP2_HUMAN Q96PD5 PGLYRP2 (PGLYRPL) (PGRPL) (UNQ3103/PRO10102)N-acetylmuramoyl-L-alanine amidase OS=Homo sapiens GN=PGLYRP2 PE=1 SV=162199.9 0 5 0 0 0 7.694113 0 0 0 0.00012 0 0 1135
1852 AAPK2_HUMAN P54646 PRKAA2 (AMPK) (AMPK2)5'-AMP-activated protein kinase catalytic subunit alpha-2 OS=Homo sapiens GN=PRKAA2 PE=1 SV=262302.9 5 0 0 5 0 0 0 8E-05 0 0 0 1421
1853 EIF3F_HUMAN O00303 EIF3F (EIF3S5)Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=137545.5 3 0 0 3 0 0 0 8E-05 0 0 0 1424
1854 ABLM1_HUMAN O14639 ABLIM1 (ABLIM) (KIAA0059) (LIMAB1)Actin-binding LIM protein 1 OS=Homo sapiens GN=ABLIM1 PE=1 SV=387671 0 4 3 0 0 6.15529 8.45575 0 0 7E-05 9.6E-05 0 1434 709
1855 IF16_HUMAN Q16666 IFI16 (IFNGIP1)Gamma-interferon-inducible protein Ifi-16 OS=Homo sapiens GN=IFI16 PE=1 SV=388240.1 0 7 0 0 0 10.77176 0 0 0 0.00012 0 0 1149
1856 CUL3_HUMAN Q13618 CUL3 (KIAA0617)Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=288914.1 5 1 0 1 5 1.538823 0 4.9733 6E-05 1.7E-05 0 6E-05 1577 1861 909
1857 VPS28_HUMAN Q9UK41 VPS28 Vacuolar protein sorting-associated protein 28 homolog OS=Homo sapiens GN=VPS28 PE=2 SV=125408 0 2 0 0 0 3.077645 0 0 0 0.00012 0 0 1151
1858 MAOX_HUMAN P48163 ME1 NADP-dependent malic enzyme OS=Homo sapiens GN=ME1 PE=1 SV=164133.4 1 4 0 0 1 6.15529 0 0 2E-05 9.6E-05 0 0 1923 1267
1859 PGCP_HUMAN Q9Y646 PGCP Plasma glutamate carboxypeptidase OS=Homo sapiens GN=PGCP PE=1 SV=151870.1 4 0 0 4 0 0 0 8E-05 0 0 0 1438
1860 STBD1_HUMAN O95210 STBD1 (GENX-3414)Starch-binding domain-containing protein 1 OS=Homo sapiens GN=STBD1 PE=1 SV=138988.1 0 3 0 0 0 4.616468 0 0 0 0.00012 0 0 1164
1861 CI064_HUMAN Q5T6V5 C9orf64 UPF0553 protein C9orf64 OS=Homo sapiens GN=C9orf64 PE=1 SV=139011.7 3 0 0 3 0 0 0 8E-05 0 0 0 1440
1862 SPAG7_HUMAN O75391 SPAG7 Sperm-associated antigen 7 OS=Homo sapiens GN=SPAG7 PE=1 SV=226017 2 0 0 2 0 0 0 8E-05 0 0 0 1441
1863 CO8A_HUMAN P07357 C8A Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=265145.8 0 3 2 0 0 4.616468 5.63717 0 0 7.1E-05 8.7E-05 0 1432 730
1864 KRT36_HUMAN O76013 KRT36 (HHA6) (HKA6) (KRTHA6)Keratin, type I cuticular Ha6 OS=Homo sapiens GN=KRT36 PE=1 SV=152229 4 0 0 4 0 0 0 8E-05 0 0 0 1446
1865 CHDH_HUMAN Q8NE62 CHDH Choline dehydrogenase, mitochondrial OS=Homo sapiens GN=CHDH PE=2 SV=165383.4 2 3 0 0 2 4.616468 0 0 3E-05 7.1E-05 0 0 1774 1433
1866 TSN_HUMAN Q15631 TSN Translin OS=Homo sapiens GN=TSN PE=1 SV=126165.4 0 1 0 1 0 1.538823 0 4.9733 0 5.9E-05 0 0.0002 1515 674
1867 TPM3L_HUMAN A6NL28 n.o Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=226252 1 0 1 1 0 0 4.9733 4E-05 0 0 0.0002 1707 675
1868 CFAI_HUMAN P05156 CFI (IF) Complement factor I OS=Homo sapiens GN=CFI PE=1 SV=165701.8 5 0 0 5 0 0 0 8E-05 0 0 0 1449
1869 TTC38_HUMAN Q5R3I4 TTC38 Tetratricopeptide repeat protein 38 OS=Homo sapiens GN=TTC38 PE=1 SV=152770.4 4 0 0 4 0 0 0 8E-05 0 0 0 1453
1870 HYEP_HUMAN P07099 EPHX1 (EPHX) (EPOX)Epoxide hydrolase 1 OS=Homo sapiens GN=EPHX1 PE=1 SV=152933.1 4 0 0 4 0 0 0 8E-05 0 0 0 1456
1871 ZFY21_HUMAN Q9BQ24 ZFYVE21 Zinc finger FYVE domain-containing protein 21 OS=Homo sapiens GN=ZFYVE21 PE=2 SV=126487.2 0 1 0 1 0 1.538823 0 4.9733 0 5.8E-05 0 0.0002 1518 679
1872 LIPL_HUMAN P06858 LPL (LIPD) Lipoprotein lipase OS=Homo sapiens GN=LPL PE=1 SV=153145.1 2 2 0 0 2 3.077645 0 0 4E-05 5.8E-05 0 0 1711 1520
1873 SYYM_HUMAN Q9Y2Z4 YARS2 (CGI-04)Tyrosyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=YARS2 PE=1 SV=253183 1 3 0 0 1 4.616468 0 0 2E-05 8.7E-05 0 0 1891 1323
1874 SYAP1_HUMAN Q96A49 SYAP1 (PRO3113)Synapse-associated protein 1 OS=Homo sapiens GN=SYAP1 PE=1 SV=139915.4 2 1 0 0 2 1.538823 0 0 5E-05 3.9E-05 0 0 1623 1661
1875 C1R_HUMAN P00736 C1R Complement C1r subcomponent OS=Homo sapiens GN=C1R PE=1 SV=180156.7 2 4 0 0 2 6.15529 0 0 2E-05 7.7E-05 0 0 1827 1381
1876 WD42A_HUMANQ5TAQ9 WDR42A (H326)WD repeat-containing protein 42A OS=Homo sapiens GN=WDR42A PE=1 SV=166833.4 2 3 0 0 2 4.616468 0 0 3E-05 6.9E-05 0 0 1779 1443
1877 SYWM_HUMAN Q9UGM6 WARS2 Tryptophanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=WARS2 PE=1 SV=140128.9 3 0 0 3 0 0 0 7E-05 0 0 0 1460
1878 ADAL_HUMAN Q6DHV7 ADAL Adenosine deaminase-like protein OS=Homo sapiens GN=ADAL PE=2 SV=240247.1 1 2 0 0 1 3.077645 0 0 2E-05 7.6E-05 0 0 1828 1384
1879 THOC4_HUMAN Q86V81 THOC4 (ALY) (BEF)THO complex subunit 4 OS=Homo sapiens GN=THOC4 PE=1 SV=326870.7 1 1 0 0 1 1.538823 0 0 4E-05 5.7E-05 0 0 1715 1527
1880 ADRO_HUMAN P22570 FDXR (ADXR) NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Homo sapiens GN=FDXR PE=1 SV=353818.5 3 1 0 0 3 1.538823 0 0 6E-05 2.9E-05 0 0 1580 1769
1881 UGGG1_HUMANQ9NYU2 UGCGL1 (GT) (UGGT) (UGT1) (UGTR)UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGCGL1 PE=1 SV=2174964.5 4 9 0 0 4 13.8494 0 0 2E-05 7.9E-05 0 0 1848 1369
1882 CQ10B_HUMAN Q9H8M1 COQ10B Protein COQ10 B, mitochondrial OS=Homo sapiens GN=COQ10B PE=2 SV=127053 1 0 1 1 0 0 4.9733 4E-05 0 0 0.0002 1719 685
1883 CMA1_HUMAN P23946 CMA1 (CYH) (CYM)Chymase OS=Homo sapiens GN=CMA1 PE=1 SV=127307.5 0 2 0 0 0 3.077645 0 0 0 0.00011 0 0 1185
1884 CK068_HUMAN Q9H3H3 C11orf68 (BLES03)Uncharacterized protein C11orf68 OS=Homo sapiens GN=C11orf68 PE=1 SV=127365 2 0 0 2 0 0 0 7E-05 0 0 0 1469
1885 F10A4_HUMAN Q8IZP2 FAM10A4 (Protein FAM10A4) Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=227389.5 0 0 2 0 0 0 9.9467 0 0 0 0.0004 498
1886 CSK22_HUMAN P19784 CSNK2A2 (CK2A2)Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=141196.5 1 2 0 0 1 3.077645 0 0 2E-05 7.5E-05 0 0 1835 1399
1887 FILA2_HUMAN Q5D862 FLG2 (IFPS) Filaggrin-2 OS=Homo sapiens GN=FLG2 PE=1 SV=1248034.3 16 2 0 16 0 5.63717 0 6E-05 0 2.3E-05 0 1527 847
1888 PDCL3_HUMAN Q9H2J4 PDCL3 (VIAF1)Phosducin-like protein 3 OS=Homo sapiens GN=PDCL3 PE=1 SV=127597.5 2 0 0 2 0 0 0 7E-05 0 0 0 1473
1889 PRDBP_HUMAN Q969G5 PRKCDBP (SRBC)Protein kinase C delta-binding protein OS=Homo sapiens GN=PRKCDBP PE=1 SV=127623.8 2 0 0 2 0 0 0 7E-05 0 0 0 1474
1890 COEA1_HUMAN Q05707 COL14A1 (UND)Collagen alpha-1(XIV) chain OS=Homo sapiens GN=COL14A1 PE=2 SV=3193498.1 13 1 0 0 13 1.538823 0 0 7E-05 8E-06 0 0 1511 1929
1891 ANM1_HUMAN Q99873 PRMT1 (HMT2) (HRMT1L2) (IR1B4)Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=241498.1 1 0 2 1 0 0 9.9467 2E-05 0 0 0.0002 1839 627
1892 HOOK3_HUMANQ86VS8 HOOK3 Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=283110 3 1 0 2 3 1.538823 0 9.9467 4E-05 1.9E-05 0 0.0001 1727 1853 799
1893 VAPA_HUMAN Q9P0L0 VAPA (VAP33)Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=327875.9 1 0 1 1 0 0 4.9733 4E-05 0 0 0.0002 1733 690
1894 IMMT_HUMAN Q16891 IMMT (HMP) (PIG4)Mitochondrial inner membrane protein OS=Homo sapiens GN=IMMT PE=1 SV=183661 1 5 0 0 1 7.694113 0 0 1E-05 9.2E-05 0 0 1960 1285
1895 KRT85_HUMAN P78386 KRT85 (KRTHB5)Keratin type II cuticular Hb5 OS=Homo sapiens GN=KRT85 PE=1 SV=155784 4 0 0 4 0 0 0 7E-05 0 0 0 1476
1896 LIAS_HUMAN O43766 LIAS (LAS) (HUSSY-01)Lipoyl synthase, mitochondrial OS=Homo sapiens GN=LIAS PE=2 SV=341894.1 0 3 0 0 0 4.616468 0 0 0 0.00011 0 0 1195
1897 KCMF1_HUMAN Q9P0J7 KCMF1 (FIGC) (ZZZ1)E3 ubiquitin-protein ligase KCMF1 OS=Homo sapiens GN=KCMF1 PE=2 SV=241927.2 0 3 0 0 0 4.616468 0 0 0 0.00011 0 0 1196
1898 HDHD3_HUMANQ9BSH5 HDHD3 (C9orf158)Haloacid dehalogenase-like hydrolase domain-containing protein 3 OS=Homo sapiens GN=HDHD3 PE=1 SV=127982.1 2 0 0 2 0 0 0 7E-05 0 0 0 1480
1899 PPME1_HUMAN Q9Y570 PPME1 (PME1) (PP2593) (PRO0750)Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=342297.8 0 3 0 0 0 4.616468 0 0 0 0.00011 0 0 1199
1900 VATD_HUMAN Q9Y5K8 ATP6V1D (ATP6M) (VATD)Vacuolar proton pump subunit D OS=Homo sapiens GN=ATP6V1D PE=1 SV=128246.3 2 0 0 2 0 0 0 7E-05 0 0 0 1485
1901 TBRG4_HUMAN Q969Z0 TBRG4 (CPR2) (FASTKD4) (KIAA0948)Protein TBRG4 OS=Homo sapiens GN=TBRG4 PE=1 SV=170721.8 5 0 0 5 0 0 0 7E-05 0 0 0 1487
1902 SERA_HUMAN O43175 PHGDH (PGDH3)D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=456632.6 4 0 0 4 0 0 0 7E-05 0 0 0 1488
1903 NMT1_HUMAN P30419 NMT1 (NMT) Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens GN=NMT1 PE=1 SV=256789 3 1 0 0 3 1.538823 0 0 5E-05 2.7E-05 0 0 1601 1787
1904 ACTY_HUMAN P42025 ACTR1B (CTRN2)Beta-centractin OS=Homo sapiens GN=ACTR1B PE=1 SV=142597.2 3 0 0 3 0 0 0 7E-05 0 0 0 1489
1905 RU2A_HUMAN P09661 SNRPA1 U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=228399.1 1 1 0 0 1 1.538823 0 0 4E-05 5.4E-05 0 0 1738 1548
1906 DEK_HUMAN P35659 DEK Protein DEK OS=Homo sapiens GN=DEK PE=1 SV=142657.9 1 2 0 0 1 3.077645 0 0 2E-05 7.2E-05 0 0 1843 1424
1907 SYCC_HUMAN P49589 CARS Cysteinyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=385457.6 0 6 0 0 0 9.232936 0 0 0 0.00011 0 0 1205
1908 EI2BD_HUMAN Q9UI10 EIF2B4 (EIF2BD)Translation initiation factor eIF-2B subunit delta OS=Homo sapiens GN=EIF2B4 PE=1 SV=257538.9 1 2 0 1 1 3.077645 0 4.9733 2E-05 5.3E-05 0 9E-05 1905 1552 859
1909 MYPT1_HUMAN O14974 PPP1R12A (MBS) (MYPT1)Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1115265.4 7 1 0 0 7 1.538823 0 0 6E-05 1.3E-05 0 0 1547 1898
1910 DESP_HUMAN P15924 DSP Desmoplakin OS=Homo sapiens GN=DSP PE=1 SV=3331763.4 7 7 9 0 7 10.77176 25.3673 0 2E-05 3.2E-05 7.6E-05 0 1865 1721 755
1911 CUL2_HUMAN Q13617 CUL2 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=286967.4 2 2 0 2 2 3.077645 0 9.9467 2E-05 3.5E-05 0 0.0001 1847 1689 806
1912 DC1I1_HUMAN O14576 DYNC1I1 (DNCI1) (DNCIC1)Cytoplasmic dynein 1 intermediate chain 1 OS=Homo sapiens GN=DYNC1I1 PE=2 SV=272935.9 4 1 0 0 4 1.538823 0 0 5E-05 2.1E-05 0 0 1586 1842
1913 IF4G2_HUMAN P78344 EIF4G2 (DAP5) (OK/SW-cl.75)Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1102348.8 3 1 3 0 3 1.538823 8.45575 0 3E-05 1.5E-05 8.3E-05 0 1782 1878 744
1914 ROCK2_HUMAN O75116 ROCK2 (KIAA0619)Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=3160900.8 10 1 0 0 10 1.538823 0 0 6E-05 9.6E-06 0 0 1540 1925
1915 DDX3Y_HUMAN O15523 DDX3Y (DBY) ATP-dependent RNA helicase DDX3Y OS=Homo sapiens GN=DDX3Y PE=1 SV=273137.8 0 5 0 0 0 7.694113 0 0 0 0.00011 0 0 1216
1916 SUV3_HUMAN Q8IYB8 SUPV3L1 (SUV3)ATP-dependent RNA helicase SUPV3L1, mitochondrial OS=Homo sapiens GN=SUPV3L1 PE=1 SV=187976.8 6 0 0 6 0 0 0 7E-05 0 0 0 1505
1917 GLSK_HUMAN O94925 GLS (GLS1) (KIAA0838)Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=173444.2 0 2 2 1 0 3.077645 5.63717 4.9733 0 4.2E-05 7.7E-05 7E-05 1635 753 894
1918 CAH3_HUMAN P07451 CA3 Carbonic anhydrase 3 OS=Homo sapiens GN=CA3 PE=1 SV=329539.8 0 2 0 0 0 3.077645 0 0 0 0.0001 0 0 1222
1919 SF3A1_HUMAN Q15459 SF3A1 (SAP114)Splicing factor 3 subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=188868.1 4 2 0 0 4 3.077645 0 0 5E-05 3.5E-05 0 0 1649 1695
1920 G6PE_HUMAN O95479 H6PD (GDH) GDH/6PGL endoplasmic bifunctional protein OS=Homo sapiens GN=H6PD PE=1 SV=288875.6 5 1 0 0 5 1.538823 0 0 6E-05 1.7E-05 0 0 1576 1860
1921 HERC4_HUMAN Q5GLZ8 HERC4 (KIAA1593)Probable E3 ubiquitin-protein ligase HERC4 OS=Homo sapiens GN=HERC4 PE=1 SV=1118548.6 1 7 0 0 1 10.77176 0 0 8E-06 9.1E-05 0 0 1991 1294
1922 HRG_HUMAN P04196 HRG Histidine-rich glycoprotein OS=Homo sapiens GN=HRG PE=1 SV=159558.6 1 3 0 0 1 4.616468 0 0 2E-05 7.8E-05 0 0 1913 1379
1923 AGM1_HUMAN O95394 PGM3 (AGM1)Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=159834.4 1 3 0 0 1 4.616468 0 0 2E-05 7.7E-05 0 0 1914 1380
1924 PUF60_HUMAN Q9UHX1 PUF60 (FIR) (ROBPI) (SIAHBP1)Poly(U)-binding-splicing factor PUF60 OS=Homo sapiens GN=PUF60 PE=1 SV=159857.6 0 4 0 0 0 6.15529 0 0 0 0.0001 0 0 1229
1925 CO6_HUMAN P13671 C6 Complement component C6 OS=Homo sapiens GN=C6 PE=1 SV=3104768.2 1 3 2 1 1 4.616468 5.63717 4.9733 1E-05 4.4E-05 5.4E-05 5E-05 1978 1616 806 924
1926 CHID1_HUMAN Q9BWS9 CHID1 (GL008) (PSEC0104) (SB139)Chitinase domain-containing protein 1 OS=Homo sapiens GN=CHID1 PE=1 SV=144922.9 2 1 0 0 2 1.538823 0 0 4E-05 3.4E-05 0 0 1655 1698
1927 HS12A_HUMAN O43301 HSPA12A (KIAA0417)Heat shock 70 kDa protein 12A OS=Homo sapiens GN=HSPA12A PE=2 SV=274962.3 5 0 0 5 0 0 0 7E-05 0 0 0 1516
1928 FKBP7_HUMAN Q9Y680 FKBP7 (FKBP23) (UNQ670/PRO1304)FK506-binding protein 7 OS=Homo sapiens GN=FKBP7 PE=2 SV=129992.3 1 1 0 0 1 1.538823 0 0 3E-05 5.1E-05 0 0 1751 1564
1929 RANB3_HUMAN Q9H6Z4 RANBP3 Ran-binding protein 3 OS=Homo sapiens GN=RANBP3 PE=1 SV=160191.9 1 3 0 0 1 4.616468 0 0 2E-05 7.7E-05 0 0 1915 1382
1930 TPRGL_HUMAN Q5T0D9 TPRG1L (FAM79A) (MOVER)Tumor protein p63-regulated gene 1-like protein OS=Homo sapiens GN=TPRG1L PE=2 SV=130193.8 0 1 1 0 0 1.538823 2.81858 0 0 5.1E-05 9.3E-05 0 1567 719
1931 RT29_HUMAN P51398 DAP3 (MRPS29)28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=145549.7 2 1 0 0 2 1.538823 0 0 4E-05 3.4E-05 0 0 1664 1704
1932 ERAP1_HUMAN Q9NZ08 ERAP1 (APPILS) (ARTS1) (KIAA0525) (UNQ584/PRO1154)Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3107219.9 6 1 0 0 6 1.538823 0 0 6E-05 1.4E-05 0 0 1578 1886
1933 GUAA_HUMAN P49915 GMPS GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=176698.7 2 3 0 0 2 4.616468 0 0 3E-05 6E-05 0 0 1815 1506
1934 KPCA_HUMAN P17252 PRKCA (PKCA) (PRKACA)Protein kinase C alpha type OS=Homo sapiens GN=PRKCA PE=1 SV=376747.3 1 4 0 0 1 6.15529 0 0 1E-05 8E-05 0 0 1953 1361
1935 RL3_HUMAN P39023 RPL3 (OK/SW-cl.32)60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=246091.5 2 1 0 0 2 1.538823 0 0 4E-05 3.3E-05 0 0 1673 1707
1936 COPA_HUMAN P53621 COPA Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2138331.3 5 4 0 0 5 6.15529 0 0 4E-05 4.4E-05 0 0 1726 1612
1937 GPC1_HUMAN P35052 GPC1 Glypican-1 OS=Homo sapiens GN=GPC1 PE=1 SV=161633.3 0 4 0 0 0 6.15529 0 0 0 1E-04 0 0 1243
1938 IF2P_HUMAN O60841 EIF5B (IF2) (KIAA0741)Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=3138786.3 4 5 0 0 4 7.694113 0 0 3E-05 5.5E-05 0 0 1787 1536
1939 CO1A1_HUMAN P02452 COL1A1 Collagen alpha-1(I) chain OS=Homo sapiens GN=COL1A1 PE=1 SV=4138893.4 9 0 0 9 0 0 0 6E-05 0 0 0 1523
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1940 THBG_HUMAN P05543 SERPINA7 (TBG)Thyroxine-binding globulin OS=Homo sapiens GN=SERPINA7 PE=1 SV=246307.6 3 0 0 3 0 0 0 6E-05 0 0 0 1524
1941 MMAA_HUMAN Q8IVH4 MMAA Methylmalonic aciduria type A protein, mitochondrial OS=Homo sapiens GN=MMAA PE=1 SV=146521.8 3 0 0 3 0 0 0 6E-05 0 0 0 1528
1942 CO6A2_HUMAN P12110 COL6A2 Collagen alpha-2(VI) chain OS=Homo sapiens GN=COL6A2 PE=1 SV=4108562.8 1 6 0 0 1 9.232936 0 0 9E-06 8.5E-05 0 0 1980 1334
1943 UBQL1_HUMAN Q9UMX0 UBQLN1 (DA41) (PLIC1)Ubiquilin-1 OS=Homo sapiens GN=UBQLN1 PE=1 SV=262501.5 2 1 0 1 2 1.538823 0 4.9733 3E-05 2.5E-05 0 8E-05 1761 1810 872
1944 IRGQ_HUMAN Q8WZA9 IRGQ (IRGQ1) (FKSG27)Immunity-related GTPase family Q protein OS=Homo sapiens GN=IRGQ PE=1 SV=162700.5 1 3 0 0 1 4.616468 0 0 2E-05 7.4E-05 0 0 1921 1411
1945 ACSA_HUMAN Q9NR19 ACSS2 (ACAS2)Acetyl-coenzyme A synthetase, cytoplasmic OS=Homo sapiens GN=ACSS2 PE=1 SV=178561.8 4 1 0 4 0 2.81858 0 5E-05 0 3.6E-05 0 1613 835
1946 HS74L_HUMAN O95757 HSPA4L (APG1) (OSP94)Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=294470.4 4 2 0 0 4 3.077645 0 0 4E-05 3.3E-05 0 0 1682 1720
1947 FLOT1_HUMAN O75955 FLOT1 Flotillin-1 OS=Homo sapiens GN=FLOT1 PE=1 SV=347336.8 0 3 0 0 0 4.616468 0 0 0 9.8E-05 0 0 1260
1948 ADFP_HUMAN Q99541 ADFP Adipophilin OS=Homo sapiens GN=ADFP PE=1 SV=248057 1 2 0 0 1 3.077645 0 0 2E-05 6.4E-05 0 0 1869 1483
1949 ARI1_HUMAN Q9Y4X5 ARIH1 (ARI) (MOP6) (UBCH7BP) (HUSSY-27)Protein ariadne-1 homolog OS=Homo sapiens GN=ARIH1 PE=1 SV=264099.2 0 4 0 0 0 6.15529 0 0 0 9.6E-05 0 0 1266
1950 CO4A1_HUMAN P02462 COL4A1 Collagen alpha-1(IV) chain OS=Homo sapiens GN=COL4A1 PE=1 SV=3160599.5 0 5 5 0 0 7.694113 14.0929 0 0 4.8E-05 8.8E-05 0 1583 727
1951 FILA_HUMAN P20930 FLG Filaggrin OS=Homo sapiens GN=FLG PE=1 SV=3435127.7 3 24 0 3 0 67.646 0 7E-06 0 0.00016 0 2000 619
1952 KLC1_HUMAN Q07866 KLC1 (KLC) (KNS2)Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=164768.9 0 4 0 0 0 6.15529 0 0 0 9.5E-05 0 0 1270
1953 FINC_HUMAN P02751 FN1 (FN) Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=3262581 9 7 0 0 9 10.77176 0 0 3E-05 4.1E-05 0 0 1745 1645
1954 ADT2_HUMAN P05141 SLC25A5 (ANT2)ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=632878.5 2 0 0 2 0 0 0 6E-05 0 0 0 1546
1955 DOHH_HUMAN Q9BU89 DOHH (HLRC1)Deoxyhypusine hydroxylase OS=Homo sapiens GN=DOHH PE=1 SV=132886.1 0 2 0 0 0 3.077645 0 0 0 9.4E-05 0 0 1277
1956 CE033_HUMAN Q4G0N4 C5orf33 UPF0465 protein C5orf33 OS=Homo sapiens GN=C5orf33 PE=2 SV=249415.4 2 1 0 0 2 1.538823 0 0 4E-05 3.1E-05 0 0 1694 1734
1957 RABE1_HUMAN Q15276 RABEP1 (RABPT5) (RABPT5A)Rab GTPase-binding effector protein 1 OS=Homo sapiens GN=RABEP1 PE=1 SV=299273.9 2 4 0 0 2 6.15529 0 0 2E-05 6.2E-05 0 0 1877 1496
1958 SMYD2_HUMAN Q9NRG4 SMYD2 (KMT3C)SET and MYND domain-containing protein 2 OS=Homo sapiens GN=SMYD2 PE=1 SV=249670.8 2 1 0 0 2 1.538823 0 0 4E-05 3.1E-05 0 0 1695 1735
1959 CDK5_HUMAN Q00535 CDK5 Cell division protein kinase 5 OS=Homo sapiens GN=CDK5 PE=1 SV=333287.8 2 0 0 2 0 0 0 6E-05 0 0 0 1550
1960 COSA1_HUMAN Q2UY09 COL28A1 (COL28)Collagen alpha-1(XXVIII) chain OS=Homo sapiens GN=COL28A1 PE=2 SV=2116642.4 0 6 0 1 0 9.232936 0 4.9733 0 7.9E-05 0 4E-05 1368 934
1961 LETM1_HUMAN O95202 LETM1 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=183337.9 3 0 2 3 0 0 9.9467 4E-05 0 0 0.0001 1729 800
1962 PPIE_HUMAN Q9UNP9 PPIE (CYP33) Peptidyl-prolyl cis-trans isomerase E OS=Homo sapiens GN=PPIE PE=1 SV=133413.6 1 1 0 1 0 2.81858 0 3E-05 0 8.4E-05 0 1778 736
1963 KS6A3_HUMAN P51812 RPS6KA3 (ISPK1) (RSK2)Ribosomal protein S6 kinase alpha-3 OS=Homo sapiens GN=RPS6KA3 PE=1 SV=183720.5 3 2 0 0 3 3.077645 0 0 4E-05 3.7E-05 0 0 1734 1680
1964 SMAP1_HUMAN Q8IYB5 SMAP1 Stromal membrane-associated protein 1 OS=Homo sapiens GN=SMAP1 PE=1 SV=250369 0 3 0 0 0 4.616468 0 0 0 9.2E-05 0 0 1289
1965 GIT2_HUMAN Q14161 GIT2 (KIAA0148)ARF GTPase-activating protein GIT2 OS=Homo sapiens GN=GIT2 PE=1 SV=284525.5 0 5 0 0 0 7.694113 0 0 0 9.1E-05 0 0 1293
1966 RFA1_HUMAN P27694 RPA1 (REPA1) (RPA70)Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=268121 2 2 0 0 2 3.077645 0 0 3E-05 4.5E-05 0 0 1780 1604
1967 CE035_HUMAN Q8NE22 C5orf35 Uncharacterized protein C5orf35 OS=Homo sapiens GN=C5orf35 PE=2 SV=134134.8 2 0 0 2 0 0 0 6E-05 0 0 0 1563
1968 ARLY_HUMAN P04424 ASL Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=451641 3 0 0 3 0 0 0 6E-05 0 0 0 1567
1969 PDCD4_HUMAN Q53EL6 PDCD4 (H731)Programmed cell death protein 4 OS=Homo sapiens GN=PDCD4 PE=1 SV=151704.3 0 2 1 0 0 3.077645 2.81858 0 0 6E-05 5.5E-05 0 1511 804
1970 SPRC_HUMAN P09486 SPARC (ON) SPARC OS=Homo sapiens GN=SPARC PE=1 SV=134613.9 1 1 0 0 1 1.538823 0 0 3E-05 4.4E-05 0 0 1785 1613
1971 UNG_HUMAN P13051 UNG (DGU) (UNG1) (UNG15)Uracil-DNA glycosylase OS=Homo sapiens GN=UNG PE=1 SV=234627.4 2 0 0 2 0 0 0 6E-05 0 0 0 1570
1972 C2D1A_HUMAN Q6P1N0 CC2D1A Coiled-coil and C2 domain-containing protein 1A OS=Homo sapiens GN=CC2D1A PE=1 SV=1104046.9 6 0 0 6 0 0 0 6E-05 0 0 0 1571
1973 CELF1_HUMAN Q92879 CUGBP1 (BRUNOL2) (CELF1) (CUGBP) (NAB50)CUG-BP- and ETR-3-like factor 1 OS=Homo sapiens GN=CUGBP1 PE=1 SV=252046 0 3 0 0 0 4.616468 0 0 0 8.9E-05 0 0 1308
1974 AP1B1_HUMAN Q10567 AP1B1 (ADTB1) (BAM22) (CLAPB2)AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=2 SV=1104591.4 2 4 0 0 2 6.15529 0 0 2E-05 5.9E-05 0 0 1884 1514
1975 PPM1B_HUMAN O75688 PPM1B (PP2CB)Protein phosphatase 1B OS=Homo sapiens GN=PPM1B PE=1 SV=152624.4 0 3 0 0 0 4.616468 0 0 0 8.8E-05 0 0 1313
1976 XPO1_HUMAN O14980 XPO1 (CRM1) Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1123370.9 5 2 0 0 5 3.077645 0 0 4E-05 2.5E-05 0 0 1693 1805
1977 TSP4_HUMAN P35443 THBS4 (TSP4) Thrombospondin-4 OS=Homo sapiens GN=THBS4 PE=1 SV=2105851.2 4 1 0 1 4 1.538823 0 4.9733 4E-05 1.5E-05 0 5E-05 1710 1885 927
1978 PABP1_HUMAN P11940 PABPC1 (PAB1) (PABP1) (PABPC2)Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=270653.3 1 1 2 0 1 1.538823 5.63717 0 1E-05 2.2E-05 8E-05 0 1944 1835 749
1979 KANK3_HUMAN Q6NY19 KANK3 (ANKRD47)KN motif and ankyrin repeat domain-containing protein 3 OS=Homo sapiens GN=KANK3 PE=2 SV=188408 5 0 0 5 0 0 0 6E-05 0 0 0 1575
1980 K1394_HUMAN A5YM72 ATPGD1 ATP-grasp domain-containing protein KIAA1394 OS=Homo sapiens GN=KIAA1394 PE=2 SV=288496.8 3 2 0 0 3 3.077645 0 0 3E-05 3.5E-05 0 0 1747 1694
1981 CHIN_HUMAN P15882 CHN1 (ARHGAP2) (CHN)N-chimaerin OS=Homo sapiens GN=CHN1 PE=1 SV=353155.9 1 0 2 1 0 0 9.9467 2E-05 0 0 0.0002 1890 681
1982 SYPM_HUMAN Q7L3T8 PARS2 Probable prolyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=PARS2 PE=1 SV=153245.8 2 1 0 0 2 1.538823 0 0 4E-05 2.9E-05 0 0 1713 1767
1983 PP2AB_HUMAN P62714 PPP2CB Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=135557.4 0 2 0 0 0 3.077645 0 0 0 8.7E-05 0 0 1325
1984 SAE2_HUMAN Q9UBT2 UBA2 (SAE2) (UBLE1B) (HRIHFB2115)SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=271207.2 3 1 0 0 3 1.538823 0 0 4E-05 2.2E-05 0 0 1686 1837
1985 KPBB_HUMAN Q93100 PHKB Phosphorylase b kinase regulatory subunit beta OS=Homo sapiens GN=PHKB PE=1 SV=3124871 4 2 0 1 4 3.077645 0 4.9733 3E-05 2.5E-05 0 4E-05 1760 1809 940
1986 CCD50_HUMAN Q8IVM0 CCDC50 (C3orf6)Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=135804.2 1 0 1 1 0 0 4.9733 3E-05 0 0 0.0001 1793 764
1987 KCC2A_HUMAN Q9UQM7 CAMK2A (CAMKA) (KIAA0968)Calcium/calmodulin-dependent protein kinase type II alpha chain OS=Homo sapiens GN=CAMK2A PE=1 SV=154012.6 0 0 3 0 0 0 14.92 0 0 0 0.0003 576
1988 PPGB_HUMAN P10619 CTSA (PPGB) Lysosomal protective protein OS=Homo sapiens GN=CTSA PE=1 SV=254449.6 1 1 1 0 1 1.538823 2.81858 0 2E-05 2.8E-05 5.2E-05 0 1895 1775 811
1989 MYPN_HUMAN Q86TC9 MYPN (MYOP)Myopalladin OS=Homo sapiens GN=MYPN PE=1 SV=2145239.7 4 4 0 0 4 6.15529 0 0 3E-05 4.2E-05 0 0 1800 1629
1990 HUTH_HUMAN P42357 HAL (HIS) Histidine ammonia-lyase OS=Homo sapiens GN=HAL PE=1 SV=172680.8 0 4 0 0 0 11.2743 0 0 0 0.00016 0 620
1991 IMPCT_HUMAN Q9P2X3 IMPACT Protein IMPACT OS=Homo sapiens GN=IMPACT PE=2 SV=136445.1 1 1 0 0 1 1.538823 0 0 3E-05 4.2E-05 0 0 1801 1632
1992 SRR_HUMAN Q9GZT4 SRR Serine racemase OS=Homo sapiens GN=SRR PE=1 SV=136547.9 1 1 0 0 1 1.538823 0 0 3E-05 4.2E-05 0 0 1803 1634
1993 LACE1_HUMAN Q8WV93 LACE1 (AFG1) Lactation elevated protein 1 OS=Homo sapiens GN=LACE1 PE=2 SV=254829 2 1 0 0 2 1.538823 0 0 4E-05 2.8E-05 0 0 1724 1777
1994 CCD93_HUMAN Q567U6 CCDC93 Coiled-coil domain-containing protein 93 OS=Homo sapiens GN=CCDC93 PE=2 SV=273182.1 3 1 0 0 3 1.538823 0 0 4E-05 2.1E-05 0 0 1691 1843
1995 FAF1_HUMAN Q9UNN5 FAF1 (UBXD12) (UBXN3A) (CGI-03)FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=273937.2 2 2 0 0 2 3.077645 0 0 3E-05 4.2E-05 0 0 1807 1640
1996 PP1A_HUMAN P62136 PPP1CA (PPP1A)Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=137495.9 2 0 0 2 0 0 0 5E-05 0 0 0 1596
1997 GIMA4_HUMAN Q9NUV9 GIMAP4 (IAN1) (IMAP4) (MSTP062)GTPase IMAP family member 4 OS=Homo sapiens GN=GIMAP4 PE=1 SV=137516.8 1 1 0 1 0 2.81858 0 3E-05 0 7.5E-05 0 1812 757
1998 RM44_HUMAN Q9H9J2 MRPL44 39S ribosomal protein L44, mitochondrial OS=Homo sapiens GN=MRPL44 PE=1 SV=137518.1 2 0 0 2 0 0 0 5E-05 0 0 0 1597
1999 B3GLT_HUMAN Q6Y288 B3GALTL (B3GTL)Beta-1,3-glucosyltransferase OS=Homo sapiens GN=B3GALTL PE=1 SV=256548 2 1 0 0 2 1.538823 0 0 4E-05 2.7E-05 0 0 1735 1785
2000 HBS1L_HUMAN Q9Y450 HBS1L (HBS1) (KIAA1038)HBS1-like protein OS=Homo sapiens GN=HBS1L PE=1 SV=175455.8 0 4 0 0 0 6.15529 0 0 0 8.2E-05 0 0 1351
2001 PCYOX_HUMAN Q9UHG3 PCYOX1 (KIAA0908) (PCL1) (UNQ597/PRO1183)Prenylcysteine oxidase 1 OS=Homo sapiens GN=PCYOX1 PE=1 SV=356624.2 2 1 0 0 2 1.538823 0 0 4E-05 2.7E-05 0 0 1736 1786
2002 KRT82_HUMAN Q9NSB4 KRT82 (KRTHB2)Keratin type II cuticular Hb2 OS=Homo sapiens GN=KRT82 PE=1 SV=356635.3 3 0 0 3 0 0 0 5E-05 0 0 0 1598
2003 ARFG3_HUMAN Q9NP61 ARFGAP3 (ARFGAP1)ADP-ribosylation factor GTPase-activating protein 3 OS=Homo sapiens GN=ARFGAP3 PE=1 SV=156911.3 0 3 0 0 0 4.616468 0 0 0 8.1E-05 0 0 1354
2004 PNKP_HUMAN Q96T60 PNKP Bifunctional polynucleotide phosphatase/kinase OS=Homo sapiens GN=PNKP PE=1 SV=157058.9 0 3 0 0 0 4.616468 0 0 0 8.1E-05 0 0 1356
2005 BDH_HUMAN Q02338 BDH1 (BDH) D-beta-hydroxybutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=BDH1 PE=1 SV=338139.9 2 0 0 2 0 0 0 5E-05 0 0 0 1605
2006 UBP2L_HUMAN Q14157 UBAP2L (KIAA0144) (NICE4)Ubiquitin-associated protein 2-like OS=Homo sapiens GN=UBAP2L PE=1 SV=2114516.1 1 3 2 0 1 4.616468 5.63717 0 9E-06 4E-05 4.9E-05 0 1988 1650 814
2007 QRSL1_HUMAN Q9H0R6 QRSL1 Glutamyl-tRNA(Gln) amidotransferase subunit A homolog OS=Homo sapiens GN=QRSL1 PE=2 SV=257443.3 2 1 0 0 2 1.538823 0 0 3E-05 2.7E-05 0 0 1741 1789
2008 MYLK_HUMAN Q15746 MYLK (MLCK) Myosin light chain kinase, smooth muscle OS=Homo sapiens GN=MYLK PE=1 SV=3210753.9 7 2 2 0 7 3.077645 5.63717 0 3E-05 1.5E-05 2.7E-05 0 1753 1881 844
2009 ITBP2_HUMAN Q9UKP3 ITGB1BP2 (MSTP015)Integrin beta-1-binding protein 2 OS=Homo sapiens GN=ITGB1BP2 PE=2 SV=138363.6 1 1 0 0 1 1.538823 0 0 3E-05 4E-05 0 0 1816 1651
2010 ABCF1_HUMAN Q8NE71 ABCF1 (ABC50)ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=295910.2 0 5 0 0 0 7.694113 0 0 0 8E-05 0 0 1360
2011 CAPG_HUMAN P40121 CAPG (AFCP) (MCP)Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=138499.9 1 1 0 0 1 1.538823 0 0 3E-05 4E-05 0 0 1817 1653
2012 CO4A_HUMAN P0C0L4 C4A (CO4) (CPAMD2)Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1192776.8 1 8 1 1 0 22.5487 4.9733 5E-06 0 0.00012 3E-05 2007 673 957
2013 RM03_HUMAN P09001 MRPL3 (MRL3) (RPML3)39S ribosomal protein L3, mitochondrial OS=Homo sapiens GN=MRPL3 PE=1 SV=138615.2 1 1 0 0 1 1.538823 0 0 3E-05 4E-05 0 0 1819 1654
2014 NUPL_HUMAN P52594 AGFG1 Nucleoporin-like protein RIP OS=Homo sapiens GN=HRB PE=1 SV=258241.5 0 1 0 2 0 1.538823 0 9.9467 0 2.6E-05 0 0.0002 1794 705
2015 NHERF_HUMAN O14745 SLC9A3R1 Ezrin-radixin-moesin-binding phosphoprotein 50 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=438850.3 1 1 0 0 1 1.538823 0 0 3E-05 4E-05 0 0 1820 1655
2016 BAG1_HUMAN Q99933 BAG1 (HAP) BAG family molecular chaperone regulator 1 OS=Homo sapiens GN=BAG1 PE=1 SV=338860.1 0 2 0 0 0 3.077645 0 0 0 7.9E-05 0 0 1367
2017 EI2BB_HUMAN P49770 EIF2B2 (EIF2BB)Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=338972.1 0 2 0 0 0 3.077645 0 0 0 7.9E-05 0 0 1372
2018 CF224_HUMAN Q3MIS4 C6orf224 Uncharacterized protein C6orf224 OS=Homo sapiens GN=C6orf224 PE=2 SV=239001.9 1 1 0 0 1 1.538823 0 0 3E-05 3.9E-05 0 0 1822 1656
2019 IGBP1_HUMAN P78318 IGBP1 (IBP1) Immunoglobulin-binding protein 1 OS=Homo sapiens GN=IGBP1 PE=1 SV=139204.5 1 0 1 1 0 0 4.9733 3E-05 0 0 0.0001 1823 784
2020 ADPRH_HUMAN P54922 ADPRH (ARH1)[Protein ADP-ribosylarginine] hydrolase OS=Homo sapiens GN=ADPRH PE=1 SV=139489.5 2 0 0 2 0 0 0 5E-05 0 0 0 1620
2021 CTNA3_HUMAN Q9UI47 CTNNA3 Catenin alpha-3 OS=Homo sapiens GN=CTNNA3 PE=1 SV=299793.4 1 4 0 0 1 6.15529 0 0 1E-05 6.2E-05 0 0 1971 1499
2022 METH_HUMAN Q99707 MTR Methionine synthase OS=Homo sapiens GN=MTR PE=1 SV=2140514.4 3 2 0 2 3 3.077645 0 9.9467 2E-05 2.2E-05 0 7E-05 1860 1834 887
2023 NEXN_HUMAN Q0ZGT2 NEXN Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=180642.4 0 0 4 0 0 0 19.893 0 0 0 0.0002 611
2024 CO6A3_HUMAN P12111 COL6A3 Collagen alpha-3(VI) chain OS=Homo sapiens GN=COL6A3 PE=1 SV=3343532.2 3 12 2 0 3 18.46587 5.63717 0 9E-06 5.4E-05 1.6E-05 0 1987 1550 859
2025 DJB11_HUMAN Q9UBS4 DNAJB11 (EDJ) (ERJ3) (PSEC0121) (UNQ537/PRO1080)DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=140496.6 0 2 0 0 0 3.077645 0 0 0 7.6E-05 0 0 1389
2026 SETD7_HUMAN Q8WTS6 SETD7 (KIAA1717) (KMT7) (SET7) (SET9)Histone-lysine N-methyltransferase SETD7 OS=Homo sapiens GN=SETD7 PE=1 SV=140702.7 0 1 1 0 0 1.538823 2.81858 0 0 3.8E-05 6.9E-05 0 1668 771
2027 PPID_HUMAN Q08752 PPID (CYP40) (CYPD)40 kDa peptidyl-prolyl cis-trans isomerase OS=Homo sapiens GN=PPID PE=1 SV=340746.9 1 0 1 1 0 0 4.9733 2E-05 0 0 0.0001 1830 794
2028 ADA_HUMAN P00813 ADA Adenosine deaminase OS=Homo sapiens GN=ADA PE=1 SV=340747.1 1 1 0 0 1 1.538823 0 0 2E-05 3.8E-05 0 0 1831 1669
2029 MAP1A_HUMANP78559 MAP1A (MAP1L)Microtubule-associated protein 1A OS=Homo sapiens GN=MAP1A PE=1 SV=5305610.5 10 4 0 1 10 6.15529 0 4.9733 3E-05 2E-05 0 2E-05 1757 1845 969
2030 DCUP_HUMAN P06132 UROD Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=240769.2 0 2 0 0 0 3.077645 0 0 0 7.5E-05 0 0 1392
2031 TRDN_HUMAN Q13061 TRDN Triadin OS=Homo sapiens GN=TRDN PE=1 SV=381538.6 0 2 2 0 0 3.077645 5.63717 0 0 3.8E-05 6.9E-05 0 1670 773
2032 GCP2_HUMAN Q9BSJ2 TUBGCP2 (GCP2)Gamma-tubulin complex component 2 OS=Homo sapiens GN=TUBGCP2 PE=1 SV=2102519.6 0 5 0 0 0 7.694113 0 0 0 7.5E-05 0 0 1398
2033 GATB_HUMAN O75879 PET112L (PET112) (HSPC199)Probable glutamyl-tRNA(Gln) amidotransferase subunit B, mitochondrial OS=Homo sapiens GN=PET112L PE=1 SV=161846.7 3 0 0 3 0 0 0 5E-05 0 0 0 1630
2034 MK14_HUMAN Q16539 MAPK14 (CSBP) (CSBP1) (CSBP2) (CSPB1) (MXI2)Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=341276.7 0 2 0 0 0 3.077645 0 0 0 7.5E-05 0 0 1401
2035 DPYL1_HUMAN Q14194 CRMP1 (DPYSL1)Dihydropyrimidinase-related protein 1 OS=Homo sapiens GN=CRMP1 PE=1 SV=161946.1 0 0 3 0 0 0 14.92 0 0 0 0.0002 624
2036 DAF_HUMAN P08174 CD55 (CR) (DAF)Complement decay-accelerating factor OS=Homo sapiens GN=CD55 PE=1 SV=441382.1 0 2 0 0 0 3.077645 0 0 0 7.4E-05 0 0 1404
2037 PIGR_HUMAN P01833 PIGR Polymeric immunoglobulin receptor OS=Homo sapiens GN=PIGR PE=1 SV=483265.4 0 4 0 0 0 6.15529 0 0 0 7.4E-05 0 0 1408
2038 TBCD4_HUMAN O60343 TBC1D4 (AS160) (KIAA0603)TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2146549.1 4 3 0 0 4 4.616468 0 0 3E-05 3.2E-05 0 0 1804 1731
2039 PACS1_HUMAN Q6VY07 PACS1 (KIAA1175)Phosphofurin acidic cluster sorting protein 1 OS=Homo sapiens GN=PACS1 PE=1 SV=2104881.4 2 3 0 0 2 4.616468 0 0 2E-05 4.4E-05 0 0 1886 1617
2040 AAKG2_HUMAN Q9UGJ0 PRKAG2 5'-AMP-activated protein kinase subunit gamma-2 OS=Homo sapiens GN=PRKAG2 PE=1 SV=163050.3 3 0 0 3 0 0 0 5E-05 0 0 0 1636
2041 RAGP1_HUMAN P46060 RANGAP1 (KIAA1835) (SD)Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=163525.3 0 3 0 0 0 4.616468 0 0 0 7.3E-05 0 0 1419
2042 EIF3M_HUMAN Q7L2H7 EIF3M (HFLB5) (PCID1) (GA17) (PNAS-125)Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=142485.8 2 0 0 2 0 0 0 5E-05 0 0 0 1640
2043 NEK9_HUMAN Q8TD19 NEK9 (KIAA1995) (NEK8) (NERCC)Serine/threonine-protein kinase Nek9 OS=Homo sapiens GN=NEK9 PE=1 SV=2107151.5 0 5 0 0 0 7.694113 0 0 0 7.2E-05 0 0 1426
2044 SYAM_HUMAN Q5JTZ9 AARS2 (AARSL) (KIAA1270)Probable alanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=AARS2 PE=1 SV=1107321.9 4 1 0 0 4 1.538823 0 0 4E-05 1.4E-05 0 0 1714 1887
2045 K2C3_HUMAN P12035 KRT3 Keratin, type II cytoskeletal 3 OS=Homo sapiens GN=KRT3 PE=1 SV=264488 2 1 0 2 0 2.81858 0 3E-05 0 4.4E-05 0 1767 824
2046 PAXI_HUMAN P49023 PXN Paxillin OS=Homo sapiens GN=PXN PE=1 SV=264515 2 1 0 0 2 1.538823 0 0 3E-05 2.4E-05 0 0 1768 1814
2047 AMD_HUMAN P19021 PAM Peptidyl-glycine alpha-amidating monooxygenase OS=Homo sapiens GN=PAM PE=1 SV=2108314.5 0 1 4 0 0 1.538823 11.2743 0 0 1.4E-05 0.0001 0 1889 697

Supplementary Material (ESI) for Molecular BioSystems. This journal is (c) The Royal Society of Chemistry, 2010



2048 OSBL1_HUMAN Q9BXW6 OSBPL1A (ORP1) (OSBP8) (OSBPL1) (OSBPL1B)Oxysterol-binding protein-related protein 1 OS=Homo sapiens GN=OSBPL1A PE=1 SV=2108454.1 4 1 0 0 4 1.538823 0 0 4E-05 1.4E-05 0 0 1721 1890
2049 CP062_HUMAN Q7Z3J2 C16orf62 (101F10.2)UPF0505 protein C16orf62 OS=Homo sapiens GN=C16orf62 PE=1 SV=2109548.5 5 0 0 5 0 0 0 5E-05 0 0 0 1647
2050 RB3GP_HUMAN Q15042 RAB3GAP1 (KIAA0066) (RAB3GAP)Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3110507.9 2 3 0 0 2 4.616468 0 0 2E-05 4.2E-05 0 0 1898 1636
2051 ITB1_HUMAN P05556 ITGB1 (FNRB) (MDF2) (MSK12)Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=188447.1 2 2 0 0 2 3.077645 0 0 2E-05 3.5E-05 0 0 1850 1693
2052 SC31A_HUMAN O94979 SEC31A (KIAA0905) (SEC31L1) (HSPC275) (HSPC334)Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3132998.8 4 2 0 0 4 3.077645 0 0 3E-05 2.3E-05 0 0 1777 1818
2053 FBX22_HUMAN Q8NEZ5 FBXO22 (FBX22)F-box only protein 22 OS=Homo sapiens GN=FBXO22 PE=2 SV=144490.3 1 1 0 0 1 1.538823 0 0 2E-05 3.5E-05 0 0 1853 1696
2054 CO8B_HUMAN P07358 C8B Complement component C8 beta chain OS=Homo sapiens GN=C8B PE=1 SV=367028.9 1 0 2 1 0 0 9.9467 1E-05 0 0 0.0001 1928 739
2055 OSBP1_HUMAN P22059 OSBP (OSBP1)Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=189404.4 0 4 0 0 0 6.15529 0 0 0 6.9E-05 0 0 1448
2056 CUL1_HUMAN Q13616 CUL1 Cullin-1 OS=Homo sapiens GN=CUL1 PE=1 SV=289663.4 1 2 0 1 1 3.077645 0 4.9733 1E-05 3.4E-05 0 6E-05 1965 1697 910
2057 PDE12_HUMAN Q6L8Q7 PDE12 2',5'-phosphodiesterase 12 OS=Homo sapiens GN=PDE12 PE=2 SV=267333.7 1 2 0 0 1 3.077645 0 0 1E-05 4.6E-05 0 0 1931 1596
2058 FA12_HUMAN P00748 F12 Coagulation factor XII OS=Homo sapiens GN=F12 PE=1 SV=267798.7 0 3 0 0 0 4.616468 0 0 0 6.8E-05 0 0 1452
2059 PLMN_HUMAN P00747 PLG Plasminogen OS=Homo sapiens GN=PLG PE=1 SV=290549.4 2 2 0 0 2 3.077645 0 0 2E-05 3.4E-05 0 0 1855 1701
2060 UBAC1_HUMAN Q9BSL1 UBAC1 (GBDR1) (KPC2) (UBADC1)Ubiquitin-associated domain-containing protein 1 OS=Homo sapiens GN=UBAC1 PE=1 SV=145321.8 2 0 0 2 0 0 0 4E-05 0 0 0 1660
2061 APOA4_HUMAN P06727 APOA4 Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=345381.3 1 1 0 0 1 1.538823 0 0 2E-05 3.4E-05 0 0 1856 1702
2062 DHX15_HUMAN O43143 DHX15 (DBP1) (DDX15)Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=290917.2 4 0 0 4 0 0 0 4E-05 0 0 0 1662
2063 SF01_HUMAN Q15637 SF1 (ZFM1) (ZNF162)Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=468312.5 1 1 0 1 1 1.538823 0 4.9733 1E-05 2.3E-05 0 7E-05 1934 1829 882
2064 KANK2_HUMAN Q63ZY3 KANK2 (ANKRD25) (KIAA1518) (MXRA3) (SIP)KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=191155.8 2 2 0 0 2 3.077645 0 0 2E-05 3.4E-05 0 0 1857 1705
2065 MLTK_HUMAN Q9NYL2 MLTK (ZAK) (HCCS4)Mitogen-activated protein kinase kinase kinase MLT OS=Homo sapiens GN=MLTK PE=1 SV=291165.1 3 0 1 3 0 0 4.9733 3E-05 0 0 5E-05 1756 912
2066 WNK1_HUMAN Q9H4A3 WNK1 (KDP) (KIAA0344) (PRKWNK1)Serine/threonine-protein kinase WNK1 OS=Homo sapiens GN=WNK1 PE=1 SV=1250732.3 9 0 2 9 0 0 9.9467 4E-05 0 0 4E-05 1731 941
2067 GNAS2_HUMAN P63092 GNAS (GNAS1) (GSP)Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=145647.4 1 0 1 1 0 0 4.9733 2E-05 0 0 0.0001 1858 814
2068 AP1G1_HUMAN O43747 AP1G1 (ADTG) (CLAPG1)AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=591336.2 4 0 0 4 0 0 0 4E-05 0 0 0 1666
2069 C1QR1_HUMAN Q9NPY3 CD93 (C1QR1) (MXRA4)Complement component C1q receptor OS=Homo sapiens GN=CD93 PE=1 SV=368541.2 1 2 0 0 1 3.077645 0 0 1E-05 4.5E-05 0 0 1936 1607
2070 K1576_HUMAN Q9HCJ6 VAT1L Probable oxidoreductase KIAA1576 OS=Homo sapiens GN=KIAA1576 PE=1 SV=245881.5 2 0 0 2 0 0 0 4E-05 0 0 0 1669
2071 KT33A_HUMAN O76009 KRT33A (HHA3-I) (HKA3A) (KRTHA3A)Keratin, type I cuticular Ha3-I OS=Homo sapiens GN=KRT33A PE=1 SV=145917 2 0 0 2 0 0 0 4E-05 0 0 0 1670
2072 CLPX_HUMAN O76031 CLPX ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial OS=Homo sapiens GN=CLPX PE=1 SV=269206.7 0 3 0 0 0 4.616468 0 0 0 6.7E-05 0 0 1464
2073 SHIP2_HUMAN O15357 INPPL1 (SHIP2)Phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase 2 OS=Homo sapiens GN=INPPL1 PE=1 SV=1138570.3 4 2 0 0 4 3.077645 0 0 3E-05 2.2E-05 0 0 1786 1832
2074 GMPPA_HUMANQ96IJ6 GMPPA Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=2 SV=146273.8 2 0 0 2 0 0 0 4E-05 0 0 0 1675
2075 WBP11_HUMAN Q9Y2W2 WBP11 (NPWBP) (SNP70)WW domain-binding protein 11 OS=Homo sapiens GN=WBP11 PE=1 SV=169981.9 0 3 0 0 0 4.616468 0 0 0 6.6E-05 0 0 1466
2076 PRRC1_HUMAN Q96M27 PRRC1 Protein PPRC1 OS=Homo sapiens GN=PRRC1 PE=2 SV=146683 0 2 0 0 0 3.077645 0 0 0 6.6E-05 0 0 1468
2077 KLH31_HUMAN Q9H511 KLHL31 (BKLHD6) (KBTBD1) (KLHL)Kelch-like protein 31 OS=Homo sapiens GN=KLHL31 PE=2 SV=170228.7 1 2 0 0 1 3.077645 0 0 1E-05 4.4E-05 0 0 1943 1619
2078 IF4A3_HUMAN P38919 EIF4A3 (DDX48) (KIAA0111)Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=446854.4 1 1 0 0 1 1.538823 0 0 2E-05 3.3E-05 0 0 1861 1717
2079 ARRB1_HUMAN P49407 ARRB1 (ARR1)Beta-arrestin-1 OS=Homo sapiens GN=ARRB1 PE=1 SV=247048.3 0 2 0 0 0 3.077645 0 0 0 6.5E-05 0 0 1470
2080 C2D1B_HUMAN Q5T0F9 CC2D1B (KIAA1836)Coiled-coil and C2 domain-containing protein 1B OS=Homo sapiens GN=CC2D1B PE=2 SV=194207.8 2 2 0 0 2 3.077645 0 0 2E-05 3.3E-05 0 0 1862 1718
2081 TRI25_HUMAN Q14258 TRIM25 (EFP) (RNF147) (ZNF147)Tripartite motif-containing protein 25 OS=Homo sapiens GN=TRIM25 PE=1 SV=170971.2 1 2 0 0 1 3.077645 0 0 1E-05 4.3E-05 0 0 1947 1622
2082 SC24C_HUMAN P53992 SEC24C (KIAA0079)Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=2118297.2 4 1 0 0 4 1.538823 0 0 3E-05 1.3E-05 0 0 1748 1902
2083 PI42B_HUMAN P78356 PIP4K2B (PIP5K2B)Phosphatidylinositol-5-phosphate 4-kinase type-2 beta OS=Homo sapiens GN=PIP4K2B PE=1 SV=147360.5 2 0 0 2 0 0 0 4E-05 0 0 0 1684
2084 NFIB_HUMAN O00712 NFIB Nuclear factor 1 B-type OS=Homo sapiens GN=NFIB PE=2 SV=247424.8 0 2 0 0 0 3.077645 0 0 0 6.5E-05 0 0 1477
2085 KRT35_HUMAN Q92764 KRT35 (HHA5) (HKA5) (KRTHA5)Keratin, type I cuticular Ha5 OS=Homo sapiens GN=KRT35 PE=2 SV=347568.6 2 0 0 2 0 0 0 4E-05 0 0 0 1687
2086 HS904_HUMAN Q58FG1 HSP90AA4P (HSP90AD) (HSPCAL2)Putative heat shock protein HSP 90-alpha A4 OS=Homo sapiens GN=HSP90AA4P PE=5 SV=147695.7 1 1 0 0 1 1.538823 0 0 2E-05 3.2E-05 0 0 1867 1724
2087 PCOC1_HUMAN Q15113 PCOLCE (PCPE1)Procollagen C-endopeptidase enhancer 1 OS=Homo sapiens GN=PCOLCE PE=1 SV=247954.5 1 1 0 0 1 1.538823 0 0 2E-05 3.2E-05 0 0 1868 1725
2088 ANK3_HUMAN Q12955 ANK3 Ankyrin-3 OS=Homo sapiens GN=ANK3 PE=1 SV=1480382.3 7 13 0 0 7 20.00469 0 0 1E-05 4.2E-05 0 0 1938 1639
2089 ACLY_HUMAN P53396 ACLY ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3120824.8 4 1 0 0 4 1.538823 0 0 3E-05 1.3E-05 0 0 1754 1906
2090 NEUA_HUMAN Q8NFW8 CMAS N-acylneuraminate cytidylyltransferase OS=Homo sapiens GN=CMAS PE=1 SV=248361.6 1 1 0 0 1 1.538823 0 0 2E-05 3.2E-05 0 0 1872 1728
2091 JIP4_HUMAN O60271 SPAG9 (HSS) (KIAA0516) (MAPK8IP4) (SYD1) (HLC6)C-jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4146187.2 0 4 1 1 0 6.15529 2.81858 4.9733 0 4.2E-05 1.9E-05 3E-05 1633 854 949
2092 ABR_HUMAN Q12979 ABR Active breakpoint cluster region-related protein OS=Homo sapiens GN=ABR PE=2 SV=197682.3 2 2 0 0 2 3.077645 0 0 2E-05 3.2E-05 0 0 1875 1730
2093 TITIN_HUMAN Q8WZ42 TTN Titin OS=Homo sapiens GN=TTN PE=1 SV=23815832.2 74 75 2 5 74 115.4117 5.63717 24.867 2E-05 3E-05 1.5E-06 7E-06 1882 1746 866 972
2094 RHG27_HUMAN Q6ZUM4 ARHGAP27 (CAMGAP1) (PP905)Rho GTPase-activating protein 27 OS=Homo sapiens GN=ARHGAP27 PE=2 SV=298369.1 0 1 3 0 0 1.538823 8.45575 0 0 1.6E-05 8.6E-05 0 1871 731
2095 CB056_HUMAN Q7L592 C2orf56 UPF0511 protein C2orf56, mitochondrial OS=Homo sapiens GN=C2orf56 PE=2 SV=149220.7 1 1 0 0 1 1.538823 0 0 2E-05 3.1E-05 0 0 1876 1732
2096 EP15_HUMAN P42566 EPS15 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=298640 3 1 0 0 3 1.538823 0 0 3E-05 1.6E-05 0 0 1775 1872
2097 DP13B_HUMAN Q8NEU8 APPL2 (DIP13B)DCC-interacting protein 13-beta OS=Homo sapiens GN=APPL2 PE=1 SV=374476.8 0 3 0 0 0 4.616468 0 0 0 6.2E-05 0 0 1497
2098 LBXCO_HUMAN P84550 LBXCOR1 (CORL1) (FUSSEL15)Ladybird homeobox corepressor 1 OS=Homo sapiens GN=LBXCOR1 PE=1 SV=199814.1 0 2 2 0 0 3.077645 5.63717 0 0 3.1E-05 5.6E-05 0 1740 799
2099 PLCL2_HUMAN Q9UPR0 PLCL2 (KIAA1092) (PLCE2)Inactive phospholipase C-like protein 2 OS=Homo sapiens GN=PLCL2 PE=2 SV=2125850.3 2 3 0 0 2 4.616468 0 0 2E-05 3.7E-05 0 0 1922 1681
2100 PPOX_HUMAN P50336 PPOX Protoporphyrinogen oxidase OS=Homo sapiens GN=PPOX PE=1 SV=150747.4 2 0 0 2 0 0 0 4E-05 0 0 0 1702
2101 C1S_HUMAN P09871 C1S Complement C1s subcomponent OS=Homo sapiens GN=C1S PE=1 SV=176666.2 1 2 0 1 0 5.63717 0 1E-05 0 7.4E-05 0 1952 763
2102 KAT3_HUMAN Q6YP21 CCBL2 (KAT3) (RBMXL1)Kynurenine--oxoglutarate transaminase 3 OS=Homo sapiens GN=CCBL2 PE=2 SV=151384.7 1 1 0 0 1 1.538823 0 0 2E-05 3E-05 0 0 1881 1749
2103 PRKN2_HUMAN O60260 PARK2 (PRKN) E3 ubiquitin-protein ligase parkin OS=Homo sapiens GN=PARK2 PE=1 SV=251620.6 0 2 0 0 0 3.077645 0 0 0 6E-05 0 0 1510
2104 KPCD_HUMAN Q05655 PRKCD Protein kinase C delta type OS=Homo sapiens GN=PRKCD PE=1 SV=277489.4 1 0 2 1 0 0 9.9467 1E-05 0 0 0.0001 1955 782
2105 SNX4_HUMAN O95219 SNX4 Sorting nexin-4 OS=Homo sapiens GN=SNX4 PE=2 SV=151891.8 1 1 0 0 1 1.538823 0 0 2E-05 3E-05 0 0 1883 1755
2106 PYR5_HUMAN P11172 UMPS (OK/SW-cl.21)Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=152204.5 0 1 0 1 0 1.538823 0 4.9733 0 2.9E-05 0 1E-04 1758 839
2107 DCTN4_HUMAN Q9UJW0 DCTN4 Dynactin subunit 4 OS=Homo sapiens GN=DCTN4 PE=1 SV=152319.8 1 1 0 0 1 1.538823 0 0 2E-05 2.9E-05 0 0 1885 1759
2108 SYFM_HUMAN O95363 FARS2 (FARS1) (HSPC320)Phenylalanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=FARS2 PE=1 SV=152338.6 2 0 0 2 0 0 0 4E-05 0 0 0 1705
2109 UBP47_HUMAN Q96K76 USP47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=2157254 6 0 0 6 0 0 0 4E-05 0 0 0 1706
2110 DAB2P_HUMAN Q5VWQ8 DAB2IP (AF9Q34) (AIP1) (KIAA1743)Disabled homolog 2-interacting protein OS=Homo sapiens GN=DAB2IP PE=1 SV=2131611.9 5 0 0 5 0 0 0 4E-05 0 0 0 1708
2111 RUFY1_HUMAN Q96T51 RUFY1 (RABIP4) (ZFYVE12)RUN and FYVE domain-containing protein 1 OS=Homo sapiens GN=RUFY1 PE=1 SV=279801.3 0 3 0 0 0 4.616468 0 0 0 5.8E-05 0 0 1522
2112 PAIP1_HUMAN Q9H074 PAIP1 Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens GN=PAIP1 PE=1 SV=153507.6 0 2 0 0 0 3.077645 0 0 0 5.8E-05 0 0 1525
2113 WDR13_HUMANQ9H1Z4 WDR13 WD repeat-containing protein 13 OS=Homo sapiens GN=WDR13 PE=2 SV=153697 0 2 0 0 0 3.077645 0 0 0 5.7E-05 0 0 1526
2114 NEUL_HUMAN Q9BYT8 NLN (AGTBP) (KIAA1226)Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=180636.3 3 0 0 3 0 0 0 4E-05 0 0 0 1716
2115 AP2A1_HUMAN O95782 AP2A1 (ADTAA) (CLAPA1)AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=2107539.7 3 1 0 0 3 1.538823 0 0 3E-05 1.4E-05 0 0 1794 1888
2116 VPS11_HUMAN Q9H270 VPS11 (RNF108) (PP3476)Vacuolar protein sorting-associated protein 11 homolog OS=Homo sapiens GN=VPS11 PE=1 SV=1107821.2 2 2 0 0 2 3.077645 0 0 2E-05 2.9E-05 0 0 1893 1770
2117 SSRP1_HUMAN Q08945 SSRP1 (FACT80)FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=181059.6 1 2 0 0 1 3.077645 0 0 1E-05 3.8E-05 0 0 1959 1665
2118 SYNM_HUMAN Q96I59 NARS2 Probable asparaginyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=NARS2 PE=2 SV=254059.9 2 0 0 2 0 0 0 4E-05 0 0 0 1718
2119 RO52_HUMAN P19474 TRIM21 (RNF81) (RO52) (SSA1)52 kDa Ro protein OS=Homo sapiens GN=TRIM21 PE=1 SV=154151.5 0 2 0 0 0 3.077645 0 0 0 5.7E-05 0 0 1529
2120 CELF2_HUMAN O95319 CUGBP2 (BRUNOL3) (CELF2) (ETR3) (NAPOR)CUG-BP- and ETR-3-like factor 2 OS=Homo sapiens GN=CUGBP2 PE=1 SV=154267.9 0 1 1 0 0 1.538823 2.81858 0 0 2.8E-05 5.2E-05 0 1772 810
2121 CD44_HUMAN P16070 CD44 (LHR) (MDU2) (MDU3) (MIC4)CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=281535.4 0 3 0 0 0 4.616468 0 0 0 5.7E-05 0 0 1530
2122 NSF_HUMAN P46459 NSF Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=282545.4 0 3 0 0 0 4.616468 0 0 0 5.6E-05 0 0 1534
2123 NIBL1_HUMAN Q96TA1 FAM129B (C9orf88)Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=282666 2 1 0 0 2 1.538823 0 0 2E-05 1.9E-05 0 0 1836 1852
2124 PRP19_HUMAN Q9UMS4 PRPF19 (NMP200) (PRP19) (SNEV)Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=155163.3 0 2 0 0 0 3.077645 0 0 0 5.6E-05 0 0 1535
2125 AKT1_HUMAN P31749 AKT1 (PKB) (RAC)RAC-alpha serine/threonine-protein kinase OS=Homo sapiens GN=AKT1 PE=1 SV=255669.6 1 1 0 0 1 1.538823 0 0 2E-05 2.8E-05 0 0 1899 1779
2126 UBP15_HUMAN Q9Y4E8 USP15 (KIAA0529)Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3112405.3 1 3 0 0 1 4.616468 0 0 9E-06 4.1E-05 0 0 1984 1644
2127 AT1A1_HUMAN P05023 ATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1112881.5 0 4 0 0 0 6.15529 0 0 0 5.5E-05 0 0 1541
2128 MMS19_HUMANQ96T76 MMS19 (MMS19L)MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2113273.3 1 3 0 0 1 4.616468 0 0 9E-06 4.1E-05 0 0 1985 1648
2129 ARFG2_HUMAN Q8N6H7 ARFGAP2 (ZNF289) (Nbla10535)ADP-ribosylation factor GTPase-activating protein 2 OS=Homo sapiens GN=ARFGAP2 PE=1 SV=156703 0 2 0 0 0 3.077645 0 0 0 5.4E-05 0 0 1546
2130 A16A1_HUMAN Q8IZ83 ALDH16A1 Aldehyde dehydrogenase family 16 member A1 OS=Homo sapiens GN=ALDH16A1 PE=1 SV=185094.7 3 0 0 3 0 0 0 4E-05 0 0 0 1737
2131 HEP2_HUMAN P05546 SERPIND1 (HCF2)Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=357054.9 2 0 0 2 0 0 0 4E-05 0 0 0 1739
2132 HTSF1_HUMAN O43719 HTATSF1 HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=185836.6 3 0 0 3 0 0 0 3E-05 0 0 0 1740
2133 CK002_HUMAN Q9UID3 FFR Uncharacterized protein C11orf2 OS=Homo sapiens GN=C11orf2 PE=2 SV=286025.5 1 0 2 1 0 0 9.9467 1E-05 0 0 0.0001 1961 804
2134 DNJC3_HUMAN Q13217 DNAJC3 (P58IPK) (PRKRI)DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=157564.2 1 1 0 0 1 1.538823 0 0 2E-05 2.7E-05 0 0 1906 1790
2135 EFG2_HUMAN Q969S9 GFM2 (EFG2) (MSTP027)Elongation factor G 2, mitochondrial OS=Homo sapiens GN=GFM2 PE=2 SV=186585.2 1 2 0 0 1 3.077645 0 0 1E-05 3.6E-05 0 0 1963 1688
2136 TANC1_HUMAN Q9C0D5 TANC1 (KIAA1728)Protein TANC1 OS=Homo sapiens GN=TANC1 PE=1 SV=2202175.9 2 5 0 0 2 7.694113 0 0 1E-05 3.8E-05 0 0 1974 1663
2137 ARI2_HUMAN O95376 ARIH2 (ARI2) (TRIAD1) (HT005)Protein ariadne-2 homolog OS=Homo sapiens GN=ARIH2 PE=1 SV=157799.8 2 0 0 2 0 0 0 3E-05 0 0 0 1743
2138 STK33_HUMAN Q9BYT3 STK33 Serine/threonine-protein kinase 33 OS=Homo sapiens GN=STK33 PE=2 SV=157814.1 0 1 0 1 0 1.538823 0 4.9733 0 2.7E-05 0 9E-05 1792 860
2139 LAMA4_HUMAN Q16363 LAMA4 Laminin subunit alpha-4 OS=Homo sapiens GN=LAMA4 PE=1 SV=3202512.4 0 7 0 0 0 10.77176 0 0 0 5.3E-05 0 0 1553
2140 MA2C1_HUMANQ9NTJ4 MAN2C1 (MANA) (MANA1)Alpha-mannosidase 2C1 OS=Homo sapiens GN=MAN2C1 PE=1 SV=1115817.4 3 1 0 0 3 1.538823 0 0 3E-05 1.3E-05 0 0 1818 1899
2141 H90B4_HUMAN Q58FF6 HSP90AB4P Putative heat shock protein HSP 90-beta 4 OS=Homo sapiens GN=HSP90AB4P PE=5 SV=158247.5 1 0 1 1 0 0 4.9733 2E-05 0 0 9E-05 1907 864
2142 MY18A_HUMAN Q92614 MYO18A (KIAA0216) (MYSPDZ)Myosin-XVIIIa OS=Homo sapiens GN=MYO18A PE=1 SV=3233101.8 3 5 0 0 3 7.694113 0 0 1E-05 3.3E-05 0 0 1957 1713
2143 EIF3X_HUMAN O75153  KIAA0664 Putative eukaryotic translation initiation factor 3 subunit OS=Homo sapiens GN=KIAA0664 PE=1 SV=2146654.2 4 1 0 0 4 1.538823 0 0 3E-05 1E-05 0 0 1805 1923
2144 AOFB_HUMAN P27338 MAOB Amine oxidase [flavin-containing] B OS=Homo sapiens GN=MAOB PE=1 SV=358745.8 0 2 0 0 0 3.077645 0 0 0 5.2E-05 0 0 1556
2145 UBA6_HUMAN A0AVT1 UBA6 (MOP4) (UBE1L2)Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1117955.4 2 2 0 0 2 3.077645 0 0 2E-05 2.6E-05 0 0 1908 1798
2146 PPM1G_HUMANO15355 PPM1G (PPM1C)Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=159253.9 1 1 0 0 1 1.538823 0 0 2E-05 2.6E-05 0 0 1910 1799
2147 TBCE_HUMAN Q15813 TBCE Tubulin-specific chaperone E OS=Homo sapiens GN=TBCE PE=1 SV=159329.7 1 1 0 0 1 1.538823 0 0 2E-05 2.6E-05 0 0 1911 1800
2148 COIA1_HUMAN P39060 COL18A1 Collagen alpha-1(XVIII) chain OS=Homo sapiens GN=COL18A1 PE=1 SV=4178141.7 3 3 0 0 3 4.616468 0 0 2E-05 2.6E-05 0 0 1912 1801
2149 FAK1_HUMAN Q05397 PTK2 (FAK) (FAK1)Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2119218.2 3 1 0 0 3 1.538823 0 0 3E-05 1.3E-05 0 0 1825 1904
2150 TRI55_HUMAN Q9BYV6 TRIM55 (MURF2) (RNF29)Tripartite motif-containing protein 55 OS=Homo sapiens GN=TRIM55 PE=1 SV=260446.8 0 2 0 0 0 3.077645 0 0 0 5.1E-05 0 0 1568
2151 FUBP3_HUMAN Q96I24 FUBP3 (FBP3) Far upstream element-binding protein 3 OS=Homo sapiens GN=FUBP3 PE=1 SV=261621.9 0 2 0 0 0 3.077645 0 0 0 5E-05 0 0 1575
2152 K2C1B_HUMAN Q7Z794 KRT77 (KRT1B)Keratin, type II cytoskeletal 1b OS=Homo sapiens GN=KRT77 PE=2 SV=261670.7 2 0 0 2 0 0 0 3E-05 0 0 0 1759
2153 RENT1_HUMAN Q92900 UPF1 (KIAA0221) (RENT1)Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2124328.9 3 1 0 0 3 1.538823 0 0 2E-05 1.2E-05 0 0 1837 1908
2154 GGT5_HUMAN P36269 GGT5 (GGTLA1)Gamma-glutamyltransferase 5 OS=Homo sapiens GN=GGT5 PE=2 SV=262242.8 1 1 0 0 1 1.538823 0 0 2E-05 2.5E-05 0 0 1919 1808
2155 BICD2_HUMAN Q8TD16 BICD2 (KIAA0699)Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=193518 1 2 0 0 1 3.077645 0 0 1E-05 3.3E-05 0 0 1966 1715
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2156 STAU2_HUMAN Q9NUL3 STAU2 Double-stranded RNA-binding protein Staufen homolog 2 OS=Homo sapiens GN=STAU2 PE=1 SV=162623.9 1 1 0 0 1 1.538823 0 0 2E-05 2.5E-05 0 0 1920 1811
2157 NCAM1_HUMANP13591 NCAM1 (NCAM)Neural cell adhesion molecule 1 OS=Homo sapiens GN=NCAM1 PE=1 SV=394556.3 0 3 0 0 0 4.616468 0 0 0 4.9E-05 0 0 1579
2158 UBP8_HUMAN P40818 USP8 (KIAA0055) (UBPY)Ubiquitin carboxyl-terminal hydrolase 8 OS=Homo sapiens GN=USP8 PE=1 SV=1127509.3 3 1 0 0 3 1.538823 0 0 2E-05 1.2E-05 0 0 1841 1911
2159 GRAP1_HUMAN Q4V328 GRIPAP1 (KIAA1167)GRIP1-associated protein 1 OS=Homo sapiens GN=GRIPAP1 PE=1 SV=195972.6 0 3 0 0 0 4.616468 0 0 0 4.8E-05 0 0 1581
2160 MAGD2_HUMANQ9UNF1 MAGED2 (BCG1)Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=264938 2 0 0 2 0 0 0 3E-05 0 0 0 1769
2161 COPG2_HUMAN Q9UBF2 COPG2 Coatomer subunit gamma-2 OS=Homo sapiens GN=COPG2 PE=1 SV=197606.5 3 0 0 3 0 0 0 3E-05 0 0 0 1772
2162 CPNE5_HUMAN Q9HCH3 CPNE5 (KIAA1599)Copine-5 OS=Homo sapiens GN=CPNE5 PE=2 SV=265716.7 0 2 0 0 0 3.077645 0 0 0 4.7E-05 0 0 1587
2163 NRDC_HUMAN O43847 NRD1 Nardilysin OS=Homo sapiens GN=NRD1 PE=2 SV=2131557.7 2 1 0 1 2 1.538823 0 4.9733 2E-05 1.2E-05 0 4E-05 1925 1912 942
2164 MYOME_HUMANQ5VU43 PDE4DIP (CMYA2) (KIAA0454) (KIAA0477) (MMGL)Myomegalin OS=Homo sapiens GN=PDE4DIP PE=2 SV=1265063.9 0 8 0 0 0 12.31058 0 0 0 4.6E-05 0 0 1591
2165 SMTN_HUMAN P53814 SMTN (SMSMO)Smoothelin OS=Homo sapiens GN=SMTN PE=1 SV=599503.4 1 2 0 0 1 3.077645 0 0 1E-05 3.1E-05 0 0 1970 1738
2166 IF3EI_HUMAN Q9Y262 EIF3L Eukaryotic translation initiation factor 3 subunit E-interacting protein OS=Homo sapiens GN=EIF3EIP PE=1 SV=166711.3 1 1 0 0 1 1.538823 0 0 1E-05 2.3E-05 0 0 1926 1820
2167 C4BPA_HUMAN P04003 C4BPA (C4BP) C4b-binding protein alpha chain OS=Homo sapiens GN=C4BPA PE=1 SV=267015 1 1 0 0 1 1.538823 0 0 1E-05 2.3E-05 0 0 1927 1822
2168 ARS2_HUMAN Q9BXP5 SRRT Arsenite-resistance protein 2 OS=Homo sapiens GN=ARS2 PE=1 SV=1100651.6 0 3 0 0 0 4.616468 0 0 0 4.6E-05 0 0 1593
2169 GBP2_HUMAN P32456 GBP2 Interferon-induced guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 PE=2 SV=267167.1 1 1 0 0 1 1.538823 0 0 1E-05 2.3E-05 0 0 1929 1823
2170 SYLC_HUMAN Q9P2J5 LARS (KIAA1352)Leucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2134452.8 2 1 0 1 2 1.538823 0 4.9733 1E-05 1.1E-05 0 4E-05 1930 1915 943
2171 STXB1_HUMAN P61764 STXBP1 (UNC18A)Syntaxin-binding protein 1 OS=Homo sapiens GN=STXBP1 PE=1 SV=167553.8 0 2 0 0 0 3.077645 0 0 0 4.6E-05 0 0 1598
2172 WDR44_HUMANQ5JSH3 WDR44 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1101350.6 0 3 0 0 0 4.616468 0 0 0 4.6E-05 0 0 1599
2173 HXK2_HUMAN P52789 HK2 Hexokinase-2 OS=Homo sapiens GN=HK2 PE=1 SV=2102363.3 2 1 0 0 2 1.538823 0 0 2E-05 1.5E-05 0 0 1880 1879
2174 EPN4_HUMAN Q14677 CLINT1 (ENTH) (EPN4) (EPNR) (KIAA0171)Clathrin interactor 1 OS=Homo sapiens GN=CLINT1 PE=1 SV=168242.5 1 1 0 0 1 1.538823 0 0 1E-05 2.3E-05 0 0 1933 1828
2175 NRP1_HUMAN O14786 NRP1 (NRP) (VEGF165R)Neuropilin-1 OS=Homo sapiens GN=NRP1 PE=1 SV=3103118.6 0 2 1 0 0 3.077645 2.81858 0 0 3E-05 2.7E-05 0 1752 843
2176 SAPS1_HUMAN Q9UPN7 SAPS1 (KIAA1115) (PP6R1)SAPS domain family member 1 OS=Homo sapiens GN=SAPS1 PE=1 SV=4103121.2 1 2 0 0 1 3.077645 0 0 1E-05 3E-05 0 0 1975 1753
2177 ASML_HUMAN O95671 ASMTL N-acetylserotonin O-methyltransferase-like protein OS=Homo sapiens GN=ASMTL PE=1 SV=368839.6 1 1 0 0 1 1.538823 0 0 1E-05 2.2E-05 0 0 1939 1830
2178 KLC2_HUMAN Q9H0B6 KLC2 Kinesin light chain 2 OS=Homo sapiens GN=KLC2 PE=1 SV=168918.2 1 1 0 0 1 1.538823 0 0 1E-05 2.2E-05 0 0 1941 1831
2179 RAIN_HUMAN Q5U651 RASIP1 Ras-interacting protein 1 OS=Homo sapiens GN=RASIP1 PE=1 SV=1103442.1 1 2 0 0 1 3.077645 0 0 1E-05 3E-05 0 0 1976 1754
2180 PKN1_HUMAN Q16512 PKN1 (PKN) (PRK1) (PRKCL1)Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=1103975.3 1 2 0 0 1 3.077645 0 0 1E-05 3E-05 0 0 1977 1757
2181 RBM14_HUMAN Q96PK6 RBM14 (SIP) RNA-binding protein 14 OS=Homo sapiens GN=RBM14 PE=1 SV=269474.3 0 2 0 0 0 3.077645 0 0 0 4.4E-05 0 0 1615
2182 MOS1B_HUMANQ9NZB8 MOCS1 Molybdenum cofactor biosynthesis protein 1 B OS=Homo sapiens GN=MOCS1 PE=2 SV=370088 0 2 0 0 0 3.077645 0 0 0 4.4E-05 0 0 1618
2183 SRP68_HUMAN Q9UHB9 SRP68 Signal recognition particle 68 kDa protein OS=Homo sapiens GN=SRP68 PE=1 SV=270714 0 2 0 0 0 3.077645 0 0 0 4.4E-05 0 0 1621
2184 NEST_HUMAN P48681 NES (Nbla00170)Nestin OS=Homo sapiens GN=NES PE=1 SV=2177419.1 4 0 1 4 0 0 4.9733 2E-05 0 0 3E-05 1852 954
2185 KLKB1_HUMAN P03952 KLKB1 (KLK3) Plasma kallikrein OS=Homo sapiens GN=KLKB1 PE=1 SV=171351.7 0 2 0 0 0 3.077645 0 0 0 4.3E-05 0 0 1624
2186 WEE1_HUMAN P30291 WEE1 Wee1-like protein kinase OS=Homo sapiens GN=WEE1 PE=1 SV=271581.1 0 1 0 1 0 1.538823 0 4.9733 0 2.1E-05 0 7E-05 1838 891
2187 NLRX1_HUMAN Q86UT6 NLRX1 (NOD26) (NOD5) (NOD9)NLR family member X1 OS=Homo sapiens GN=NLRX1 PE=2 SV=1107600.5 3 0 0 3 0 0 0 3E-05 0 0 0 1795
2188 KBP_HUMAN Q96EK5 KIAA1279 (KBP)KIF1-binding protein OS=Homo sapiens GN=KIAA1279 PE=1 SV=171797.7 1 1 0 0 1 1.538823 0 0 1E-05 2.1E-05 0 0 1948 1839
2189 GPSM1_HUMAN Q86YR5 GPSM1 (AGS3)G-protein-signaling modulator 1 OS=Homo sapiens GN=GPSM1 PE=1 SV=172118.9 2 0 0 2 0 0 0 3E-05 0 0 0 1798
2190 SYIC_HUMAN P41252 IARS Isoleucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=1144944.4 2 2 0 0 2 3.077645 0 0 1E-05 2.1E-05 0 0 1949 1841
2191 SELO_HUMAN Q9BVL4 SELO Selenoprotein O OS=Homo sapiens GN=SELO PE=2 SV=373472.2 1 1 0 0 1 1.538823 0 0 1E-05 2.1E-05 0 0 1950 1844
2192 RN123_HUMAN Q5XPI4 RNF123 (KPC1) (FP1477)E3 ubiquitin-protein ligase RNF123 OS=Homo sapiens GN=RNF123 PE=1 SV=1148500.7 4 0 0 4 0 0 0 3E-05 0 0 0 1808
2193 DPYD_HUMAN Q12882 DPYD Dihydropyrimidine dehydrogenase [NADP+] OS=Homo sapiens GN=DPYD PE=1 SV=2111386.3 1 2 0 0 1 3.077645 0 0 9E-06 2.8E-05 0 0 1982 1780
2194 CSPG2_HUMAN P13611 VCAN (CSPG2)Versican core protein OS=Homo sapiens GN=VCAN PE=1 SV=3372794.6 3 6 0 1 3 9.232936 0 4.9733 8E-06 2.5E-05 0 1E-05 1993 1806 970
2195 BGH3_HUMAN Q15582 TGFBI (BIGH3)Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens GN=TGFBI PE=1 SV=174664.9 2 0 0 2 0 0 0 3E-05 0 0 0 1811
2196 NID2_HUMAN Q14112 NID2 Nidogen-2 OS=Homo sapiens GN=NID2 PE=1 SV=2151376.5 0 4 0 0 0 6.15529 0 0 0 4.1E-05 0 0 1649
2197 ACOX2_HUMAN Q99424 ACOX2 Peroxisomal acyl-coenzyme A oxidase 2 OS=Homo sapiens GN=ACOX2 PE=1 SV=176810.5 1 1 0 0 1 1.538823 0 0 1E-05 2E-05 0 0 1954 1846
2198 OGT1_HUMAN O15294 OGT UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit OS=Homo sapiens GN=OGT PE=1 SV=3116910 3 0 0 3 0 0 0 3E-05 0 0 0 1821
2199 PRKDC_HUMAN P78527 PRKDC (HYRC) (HYRC1)DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3469077.5 11 1 0 0 11 1.538823 0 0 2E-05 3.3E-06 0 0 1842 1940
2200 ACACB_HUMAN O00763 ACACB (ACC2) (ACCB)Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB PE=1 SV=2276541 6 1 0 0 6 1.538823 0 0 2E-05 5.6E-06 0 0 1859 1936
2201 ADDG_HUMAN Q9UEY8 ADD3 (ADDL) Gamma-adducin OS=Homo sapiens GN=ADD3 PE=1 SV=179138 0 2 0 0 0 3.077645 0 0 0 3.9E-05 0 0 1660
2202 ARBK1_HUMAN P25098 ADRBK1 (BARK) (BARK1) (GRK2)Beta-adrenergic receptor kinase 1 OS=Homo sapiens GN=ADRBK1 PE=1 SV=279558.3 0 1 1 0 0 1.538823 2.81858 0 0 1.9E-05 3.5E-05 0 1851 837
2203 RBGP1_HUMAN Q9Y3P9 RABGAP1 (HSPC094)Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3121722.5 0 3 0 0 0 4.616468 0 0 0 3.8E-05 0 0 1666
2204 ECM29_HUMAN Q5VYK3 ECM29 (KIAA0368)Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2204278.1 0 5 0 0 0 7.694113 0 0 0 3.8E-05 0 0 1671
2205 EXOC8_HUMAN Q8IYI6 EXOC8 Exocyst complex component 8 OS=Homo sapiens GN=EXOC8 PE=1 SV=281782.2 2 0 0 2 0 0 0 2E-05 0 0 0 1834
2206 CA2D1_HUMAN P54289 CACNA2D1 (CACNL2A) (CCHL2A) (MHS3)Voltage-dependent calcium channel subunit alpha-2/delta-1 OS=Homo sapiens GN=CACNA2D1 PE=1 SV=1123169.4 0 3 0 0 0 4.616468 0 0 0 3.7E-05 0 0 1674
2207 DCLK1_HUMAN O15075 DCLK1 (DCAMKL1) (DCDC3A) (KIAA0369)Serine/threonine-protein kinase DCLK1 OS=Homo sapiens GN=DCLK1 PE=1 SV=282207.8 0 2 0 0 0 3.077645 0 0 0 3.7E-05 0 0 1675
2208 DPOLA_HUMAN P09884 POLA1 (POLA)DNA polymerase alpha catalytic subunit OS=Homo sapiens GN=POLA1 PE=1 SV=2165899.3 0 4 0 0 0 11.2743 0 0 0 6.8E-05 0 776
2209 HCFC1_HUMAN P51610 HCFC1 (HCF1) (HFC1)Host cell factor OS=Homo sapiens GN=HCFC1 PE=1 SV=2208706.5 0 5 0 0 0 7.694113 0 0 0 3.7E-05 0 0 1678
2210 C163A_HUMAN Q86VB7 CD163 (M130)Scavenger receptor cysteine-rich type 1 protein M130 OS=Homo sapiens GN=CD163 PE=1 SV=1125415.3 0 3 0 0 0 4.616468 0 0 0 3.7E-05 0 0 1679
2211 PPR3A_HUMAN Q16821 PPP1R3A (PP1G)Protein phosphatase 1 regulatory subunit 3A OS=Homo sapiens GN=PPP1R3A PE=1 SV=2125820.2 0 1 2 0 0 1.538823 5.63717 0 0 1.2E-05 4.5E-05 0 1910 821
2212 OXR1_HUMAN Q8N573 OXR1 (Nbla00307)Oxidation resistance protein 1 OS=Homo sapiens GN=OXR1 PE=1 SV=184934.4 0 1 0 1 0 1.538823 0 4.9733 0 1.8E-05 0 6E-05 1855 906
2213 UBR3_HUMAN Q6ZT12 UBR3 (KIAA2024) (ZNF650)E3 ubiquitin-protein ligase UBR3 OS=Homo sapiens GN=UBR3 PE=2 SV=2212417.5 4 1 0 0 4 1.538823 0 0 2E-05 7.2E-06 0 0 1889 1932
2214 K0564_HUMAN A3KMH1 KIAA0564 Uncharacterized protein KIAA0564 OS=Homo sapiens GN=KIAA0564 PE=2 SV=2214811.8 0 5 0 0 0 7.694113 0 0 0 3.6E-05 0 0 1685
2215 HGS_HUMAN O14964 HGS (HRS) Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=186173.6 1 1 0 0 1 1.538823 0 0 1E-05 1.8E-05 0 0 1962 1857
2216 NSUN2_HUMAN Q08J23 NSUN2 (SAKI) (TRM4)tRNA (cytosine-5-)-methyltransferase NSUN2 OS=Homo sapiens GN=NSUN2 PE=1 SV=286454.8 2 0 0 2 0 0 0 2E-05 0 0 0 1844
2217 P5CS_HUMAN P54886 ALDH18A1 (GSAS) (P5CS) (PYCS)Delta-1-pyrroline-5-carboxylate synthetase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=287284.9 1 1 0 0 1 1.538823 0 0 1E-05 1.8E-05 0 0 1964 1858
2218 ARHG6_HUMAN Q15052 ARHGEF6 (COOL2) (KIAA0006) (PIXA)Rho guanine nucleotide exchange factor 6 OS=Homo sapiens GN=ARHGEF6 PE=1 SV=287482.6 0 2 0 0 0 3.077645 0 0 0 3.5E-05 0 0 1690
2219 MYH2_HUMAN Q9UKX2 MYH2 (MYHSA2)Myosin-2 OS=Homo sapiens GN=MYH2 PE=1 SV=1223032.3 1 0 4 1 0 0 19.893 4E-06 0 0 9E-05 2015 855
2220 SC24B_HUMAN O95487 SEC24B Protein transport protein Sec24B OS=Homo sapiens GN=SEC24B PE=1 SV=1137773.1 2 1 0 0 2 1.538823 0 0 1E-05 1.1E-05 0 0 1940 1917
2221 OTU7B_HUMAN Q6GQQ9 OTUD7B (ZA20D1)OTU domain-containing protein 7B OS=Homo sapiens GN=OTUD7B PE=1 SV=192509.1 0 1 0 1 0 1.538823 0 4.9733 0 1.7E-05 0 5E-05 1865 913
2222 KI21A_HUMAN Q7Z4S6 KIF21A (KIAA1708) (KIF2)Kinesin-like protein KIF21A OS=Homo sapiens GN=KIF21A PE=1 SV=2187164.7 0 4 0 0 0 6.15529 0 0 0 3.3E-05 0 0 1716
2223 UBE2O_HUMAN Q9C0C9 UBE2O (KIAA1734)Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE2O PE=1 SV=2141335.6 2 1 0 0 2 1.538823 0 0 1E-05 1.1E-05 0 0 1945 1919
2224 COFA1_HUMAN P39059 COL15A1 Collagen alpha-1(XV) chain OS=Homo sapiens GN=COL15A1 PE=1 SV=2141704.5 3 0 0 3 0 0 0 2E-05 0 0 0 1864
2225 SLMAP_HUMAN Q14BN4 SLMAP (KIAA1601) (SLAP) (UNQ1847/PRO3577)Sarcolemmal membrane-associated protein OS=Homo sapiens GN=SLMAP PE=1 SV=195182.4 0 2 0 0 0 3.077645 0 0 0 3.2E-05 0 0 1723
2226 IQWD1_HUMANQ58WW2 IQWD1 (MSTP055)Nuclear receptor interaction protein OS=Homo sapiens GN=IQWD1 PE=1 SV=196275.1 2 0 0 2 0 0 0 2E-05 0 0 0 1871
2227 OBSCN_HUMAN Q5VST9 OBSCN (KIAA1556) (KIAA1639)Obscurin OS=Homo sapiens GN=OBSCN PE=1 SV=2868444.5 5 13 0 0 5 20.00469 0 0 6E-06 2.3E-05 0 0 2004 1821
2228 FA21B_HUMAN Q5SNT6 FAM21B Protein FAM21B OS=Homo sapiens GN=FAM21B PE=1 SV=2144896.8 0 3 0 0 0 4.616468 0 0 0 3.2E-05 0 0 1727
2229 NFKB2_HUMAN Q00653 NFKB2 (LYT10)Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=496732.7 1 1 0 0 1 1.538823 0 0 1E-05 1.6E-05 0 0 1968 1866
2230 PALD_HUMAN Q9ULE6 PALD (KIAA1274)Paladin OS=Homo sapiens GN=PALD PE=2 SV=396736.8 0 1 0 1 0 1.538823 0 4.9733 0 1.6E-05 0 5E-05 1867 916
2231 SF3B1_HUMAN O75533 SF3B1 (SAP155)Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=2145802.3 1 1 0 1 1 1.538823 0 4.9733 7E-06 1.1E-05 0 3E-05 2001 1922 948
2232 GCN1L_HUMAN Q92616 GCN1L1 (KIAA0219)Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=5292732.3 6 0 0 6 0 0 0 2E-05 0 0 0 1874
2233 CADH2_HUMAN P19022 CDH2 (CDHN) (NCAD)Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=499793.8 0 2 0 0 0 3.077645 0 0 0 3.1E-05 0 0 1739
2234 DLG1_HUMAN Q12959 DLG1 Disks large homolog 1 OS=Homo sapiens GN=DLG1 PE=1 SV=1100338.4 1 1 0 0 1 1.538823 0 0 1E-05 1.5E-05 0 0 1972 1874
2235 CORO7_HUMAN P57737 CORO7 Coronin-7 OS=Homo sapiens GN=CORO7 PE=1 SV=1100557.6 1 1 0 0 1 1.538823 0 0 1E-05 1.5E-05 0 0 1973 1875
2236 PEPL_HUMAN O60437 PPL (KIAA0568)Periplakin OS=Homo sapiens GN=PPL PE=1 SV=2204631.9 3 1 0 0 3 1.538823 0 0 1E-05 7.5E-06 0 0 1932 1931
2237 NCOAT_HUMAN O60502 MGEA5 (HEXC) (KIAA0679) (MEA5)Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2102899.5 0 2 0 0 0 3.077645 0 0 0 3E-05 0 0 1750
2238 VWF_HUMAN P04275 VWF (F8VWF) von Willebrand factor OS=Homo sapiens GN=VWF PE=1 SV=2309267.5 0 6 0 0 0 9.232936 0 0 0 3E-05 0 0 1751
2239 MYOM3_HUMANQ5VTT5 MYOM3 Myomesin-3 OS=Homo sapiens GN=MYOM3 PE=2 SV=1162173.5 0 3 0 0 0 4.616468 0 0 0 2.8E-05 0 0 1771
2240 U5S1_HUMAN Q15029 EFTUD2 (KIAA0031) (SNRP116)116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1109420.1 0 2 0 0 0 3.077645 0 0 0 2.8E-05 0 0 1776
2241 SART3_HUMAN Q15020 SART3 (KIAA0156) (TIP110)Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1109918.3 2 0 0 2 0 0 0 2E-05 0 0 0 1897
2242 PCDH1_HUMAN Q08174 PCDH1 Protocadherin-1 OS=Homo sapiens GN=PCDH1 PE=1 SV=1111253.1 1 1 0 0 1 1.538823 0 0 9E-06 1.4E-05 0 0 1981 1892
2243 MAP1S_HUMAN Q66K74 MAP1S (BPY2IP1) (C19orf5) (MAP8) (VCY2IP1)Microtubule-associated protein 1S OS=Homo sapiens GN=MAP1S PE=1 SV=2112194.8 0 1 0 1 0 1.538823 0 4.9733 0 1.4E-05 0 4E-05 1894 930
2244 AT1A2_HUMAN P50993 ATP1A2 (KIAA0778)Sodium/potassium-transporting ATPase subunit alpha-2 OS=Homo sapiens GN=ATP1A2 PE=1 SV=1112250.7 1 1 0 0 1 1.538823 0 0 9E-06 1.4E-05 0 0 1983 1895
2245 LIPB1_HUMAN Q86W92 PPFIBP1 (KIAA1230)Liprin-beta-1 OS=Homo sapiens GN=PPFIBP1 PE=1 SV=2114010.3 1 0 1 1 0 0 4.9733 9E-06 0 0 4E-05 1986 932
2246 FRM4A_HUMAN Q9P2Q2 FRMD4A (FRMD4) (KIAA1294)FERM domain-containing protein 4A OS=Homo sapiens GN=FRMD4A PE=2 SV=3115443.5 0 2 0 0 0 3.077645 0 0 0 2.7E-05 0 0 1791
2247 CLIP2_HUMAN Q9UDT6 CLIP2 (CYLN2) (KIAA0291) (WBSCR4) (WSCR4)CAP-Gly domain-containing linker protein 2 OS=Homo sapiens GN=CLIP2 PE=1 SV=1115821 1 1 0 0 1 1.538823 0 0 9E-06 1.3E-05 0 0 1989 1900
2248 HECD1_HUMAN Q9ULT8 HECTD1 (KIAA1131)E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=2289579.6 3 2 0 0 3 3.077645 0 0 1E-05 1.1E-05 0 0 1967 1921
2249 IPO9_HUMAN Q96P70 IPO9 (IMP9) (KIAA1192) (RANBP9) (HSPC273)Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3115946 1 0 1 1 0 0 4.9733 9E-06 0 0 4E-05 1990 933
2250 ATL4_HUMAN Q6UY14 ADAMTSL4 (TSRC1) (PP1396) (UNQ2803/PRO34012)ADAMTS-like protein 4 OS=Homo sapiens GN=ADAMTSL4 PE=1 SV=2116524.7 0 2 0 0 0 3.077645 0 0 0 2.6E-05 0 0 1795
2251 SYNP2_HUMAN Q9UMS6 SYNPO2 Synaptopodin-2 OS=Homo sapiens GN=SYNPO2 PE=1 SV=2117495.8 0 2 0 0 0 3.077645 0 0 0 2.6E-05 0 0 1796
2252 FUK_HUMAN Q8N0W3 FUK L-fucose kinase OS=Homo sapiens GN=FUK PE=2 SV=2117604.4 0 2 0 0 0 3.077645 0 0 0 2.6E-05 0 0 1797
2253 MYO1H_HUMANQ8N1T3 MYO1H Myosin-Ih OS=Homo sapiens GN=MYO1H PE=2 SV=2119024 1 0 1 1 0 0 4.9733 8E-06 0 0 4E-05 1992 935
2254 VP13C_HUMAN Q709C8 VPS13C (KIAA1421)Vacuolar protein sorting-associated protein 13C OS=Homo sapiens GN=VPS13C PE=1 SV=1422377.7 3 4 0 0 3 6.15529 0 0 7E-06 1.5E-05 0 0 1999 1884
2255 RHG07_HUMAN Q96QB1 DLC1 (ARHGAP7) (KIAA1723) (STARD12)Rho GTPase-activating protein 7 OS=Homo sapiens GN=DLC1 PE=1 SV=2122811.7 0 2 0 0 0 3.077645 0 0 0 2.5E-05 0 0 1803
2256 ESYT1_HUMAN Q9BSJ8 FAM62A (ESYT1) (KIAA0747) (MBC2)Extended-synaptotagmin-1 OS=Homo sapiens GN=FAM62A PE=1 SV=1122841.1 0 2 0 0 0 3.077645 0 0 0 2.5E-05 0 0 1804
2257 SPTB1_HUMAN P11277 SPTB (SPTB1) Spectrin beta chain, erythrocyte OS=Homo sapiens GN=SPTB PE=1 SV=4246307.2 1 2 0 1 1 3.077645 0 4.9733 4E-06 1.2E-05 0 2E-05 2017 1907 962
2258 TCRG1_HUMAN O14776 TCERG1 (CA150) (TAF2S)Transcription elongation regulator 1 OS=Homo sapiens GN=TCERG1 PE=1 SV=2123884.9 2 0 0 2 0 0 0 2E-05 0 0 0 1917
2259 XPO7_HUMAN Q9UIA9 XPO7 (KIAA0745) (RANBP16)Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3123894.8 2 0 0 2 0 0 0 2E-05 0 0 0 1918
2260 SPKAP_HUMAN Q2M3C7 SPHKAP (KIAA1678) (SKIP)A-kinase anchor protein SPHKAP OS=Homo sapiens GN=SPHKAP PE=1 SV=1186438.6 0 3 0 0 0 4.616468 0 0 0 2.5E-05 0 0 1807
2261 FBN1_HUMAN P35555 FBN1 (FBN) Fibrillin-1 OS=Homo sapiens GN=FBN1 PE=1 SV=1312283 0 3 0 2 0 4.616468 0 9.9467 0 1.5E-05 0 3E-05 1880 950
2262 UBP25_HUMAN Q9UHP3 USP25 (USP21)Ubiquitin carboxyl-terminal hydrolase 25 OS=Homo sapiens GN=USP25 PE=1 SV=3125736.4 1 1 0 0 1 1.538823 0 0 8E-06 1.2E-05 0 0 1994 1909
2263 LRBA_HUMAN P50851 LRBA (BGL) (CDC4L) (LBA)Lipopolysaccharide-responsive and beige-like anchor protein OS=Homo sapiens GN=LRBA PE=1 SV=3319144.5 3 2 0 3 0 5.63717 0 9E-06 0 1.8E-05 0 1979 856
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2264 SFRIP_HUMAN Q99590 SFRS2IP (CASP11) (SIP1)SFRS2-interacting protein OS=Homo sapiens GN=SFRS2IP PE=1 SV=1128857 0 2 0 0 0 3.077645 0 0 0 2.4E-05 0 0 1813
2265 CO1A2_HUMAN P08123 COL1A2 Collagen alpha-2(I) chain OS=Homo sapiens GN=COL1A2 PE=1 SV=6129270.6 2 0 0 2 0 0 0 2E-05 0 0 0 1924
2266 LTBP2_HUMAN Q14767 LTBP2 (C14orf141) (LTBP3)Latent-transforming growth factor beta-binding protein 2 OS=Homo sapiens GN=LTBP2 PE=1 SV=2195038.5 1 2 0 0 1 3.077645 0 0 5E-06 1.6E-05 0 0 2008 1869
2267 ZO1_HUMAN Q07157 TJP1 (ZO1) Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3195442.3 1 2 0 0 1 3.077645 0 0 5E-06 1.6E-05 0 0 2010 1870
2268 NRAP_HUMAN Q86VF7 NRAP Nebulin-related-anchoring protein OS=Homo sapiens GN=NRAP PE=2 SV=2197060.6 0 3 0 0 0 4.616468 0 0 0 2.3E-05 0 0 1816
2269 COBL1_HUMAN Q53SF7 COBLL1 (KIAA0977)Cordon-bleu protein-like 1 OS=Homo sapiens GN=COBLL1 PE=1 SV=2131770.9 0 2 0 0 0 3.077645 0 0 0 2.3E-05 0 0 1817
2270 TBCD1_HUMAN Q86TI0 TBC1D1 (KIAA1108)TBC1 domain family member 1 OS=Homo sapiens GN=TBC1D1 PE=1 SV=2133069.6 0 2 0 0 0 3.077645 0 0 0 2.3E-05 0 0 1819
2271 KI13A_HUMAN Q9H1H9 KIF13A (RBKIN)Kinesin-like protein KIF13A OS=Homo sapiens GN=KIF13A PE=1 SV=2202290.5 1 2 0 0 1 3.077645 0 0 5E-06 1.5E-05 0 0 2012 1877
2272 M10L1_HUMAN Q9BXT6 MOV10L1 Putative helicase Mov10l1 OS=Homo sapiens GN=MOV10L1 PE=1 SV=1135276.7 1 0 1 1 0 0 4.9733 7E-06 0 0 4E-05 1995 944
2273 COBL_HUMAN O75128 COBL (KIAA0633)Protein cordon-bleu OS=Homo sapiens GN=COBL PE=1 SV=2135599.1 0 2 0 0 0 3.077645 0 0 0 2.3E-05 0 0 1826
2274 SMC2_HUMAN O95347 SMC2 (CAPE) (SMC2L1) (PRO0324)Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=1135767.2 1 0 1 1 0 0 4.9733 7E-06 0 0 4E-05 1996 945
2275 KPB1_HUMAN P46020 PHKA1 (PHKA)Phosphorylase b kinase regulatory subunit alpha, skeletal muscle isoform OS=Homo sapiens GN=PHKA1 PE=1 SV=2137297.6 0 1 1 0 0 1.538823 2.81858 0 0 1.1E-05 2.1E-05 0 1916 850
2276 TAOK2_HUMAN Q9UL54 TAOK2 (KIAA0881) (MAP3K17) (PSK) (PSK1) (UNQ2971/PRO7431)Serine/threonine-protein kinase TAO2 OS=Homo sapiens GN=TAOK2 PE=1 SV=2138236.7 0 1 1 0 0 2.81858 4.9733 0 0 2E-05 4E-05 851 946
2277 DIAP1_HUMAN O60610 DIAPH1 (DIAP1)Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=1138966.1 1 1 0 0 1 1.538823 0 0 7E-06 1.1E-05 0 0 1997 1918
2278 UBP24_HUMAN Q9UPU5 USP24 (KIAA1057)Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=2211056 1 2 0 0 1 3.077645 0 0 5E-06 1.5E-05 0 0 2013 1882
2279 NRCAM_HUMANQ92823 NRCAM (KIAA0343)Neuronal cell adhesion molecule OS=Homo sapiens GN=NRCAM PE=1 SV=2143877.4 0 2 0 0 0 3.077645 0 0 0 2.1E-05 0 0 1840
2280 MYH4_HUMAN Q9Y623 MYH4 Myosin-4 OS=Homo sapiens GN=MYH4 PE=1 SV=1223000.6 0 0 3 0 0 0 14.92 0 0 0 7E-05 895
2281 PERQ2_HUMAN Q6Y7W6 GIGYF2 (KIAA0642) (PERQ2) (TNRC15)PERQ amino acid-rich with GYF domain-containing protein 2 OS=Homo sapiens GN=GIGYF2 PE=1 SV=1150051.3 1 1 0 0 1 1.538823 0 0 7E-06 1E-05 0 0 2003 1924
2282 TENS3_HUMAN Q68CZ2 TNS3 (TEM6) (TENS1) (TPP)Tensin-3 OS=Homo sapiens GN=TNS3 PE=1 SV=2155248.5 0 2 0 0 0 3.077645 0 0 0 2E-05 0 0 1847
2283 DOCK9_HUMAN Q9BZ29 DOCK9 (KIAA1058)Dedicator of cytokinesis protein 9 OS=Homo sapiens GN=DOCK9 PE=1 SV=2236433 1 2 0 0 1 3.077645 0 0 4E-06 1.3E-05 0 0 2016 1901
2284 UTRO_HUMAN P46939 UTRN (DMDL)Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=1394476.5 4 1 0 0 4 1.538823 0 0 1E-05 3.9E-06 0 0 1969 1938
2285 DYSF_HUMAN O75923 DYSF (FER1L1)Dysferlin OS=Homo sapiens GN=DYSF PE=1 SV=1237283.7 0 2 0 1 0 3.077645 0 4.9733 0 1.3E-05 0 2E-05 1903 961
2286 NUMA1_HUMANQ14980 NUMA1 (NUMA)Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2238241.6 0 3 0 0 0 4.616468 0 0 0 1.9E-05 0 0 1850
2287 APOB_HUMAN P04114 APOB Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=1515554.2 2 2 0 2 2 3.077645 0 9.9467 4E-06 6E-06 0 2E-05 2018 1933 963
2288 ANK2_HUMAN Q01484 ANK2 Ankyrin-2 OS=Homo sapiens GN=ANK2 PE=1 SV=2430319 0 5 0 0 0 7.694113 0 0 0 1.8E-05 0 0 1856
2289 TTC37_HUMAN Q6PGP7 TTC37 (KIAA0372)Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=1175474.1 1 1 0 0 1 1.538823 0 0 6E-06 8.8E-06 0 0 2005 1927
2290 TPR_HUMAN P12270 TPR Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=2265580.1 0 2 0 1 0 3.077645 0 4.9733 0 1.2E-05 0 2E-05 1913 964
2291 MRCKB_HUMANQ9Y5S2 CDC42BPB (KIAA1124)Serine/threonine-protein kinase MRCK beta OS=Homo sapiens GN=CDC42BPB PE=1 SV=2194300 0 2 0 0 0 3.077645 0 0 0 1.6E-05 0 0 1868
2292 ITSN1_HUMAN Q15811 ITSN1 (ITSN) (SH3D1A)Intersectin-1 OS=Homo sapiens GN=ITSN1 PE=1 SV=3195406.5 1 1 0 0 1 1.538823 0 0 5E-06 7.9E-06 0 0 2009 1930
2293 PLXA1_HUMAN Q9UIW2 PLXNA1 (NOV) (PLXN1)Plexin-A1 OS=Homo sapiens GN=PLXNA1 PE=1 SV=2211071.9 0 2 0 0 0 3.077645 0 0 0 1.5E-05 0 0 1883
2294 EMAL5_HUMAN Q05BV3 EML5 Echinoderm microtubule-associated protein-like 5 OS=Homo sapiens GN=EML5 PE=2 SV=2219350.2 1 0 1 1 0 0 4.9733 5E-06 0 0 2E-05 2014 959
2295 MYH8_HUMAN P13535 MYH8 Myosin-8 OS=Homo sapiens GN=MYH8 PE=1 SV=3222749.3 0 2 0 0 0 3.077645 0 0 0 1.4E-05 0 0 1893
2296 CMYA5_HUMANQ8N3K9 CMYA5 (C5orf10) (DTNBP2) (SPRYD2) (TRIM76)Cardiomyopathy-associated protein 5 OS=Homo sapiens GN=CMYA5 PE=1 SV=3449186.8 0 4 0 0 0 6.15529 0 0 0 1.4E-05 0 0 1896
2297 VP13A_HUMAN Q96RL7 VPS13A (CHAC) (KIAA0986)Vacuolar protein sorting-associated protein 13A OS=Homo sapiens GN=VPS13A PE=1 SV=2360263.5 1 2 0 0 1 3.077645 0 0 3E-06 8.5E-06 0 0 2022 1928
2298 GOGA4_HUMANQ13439 GOLGA4 Golgin subfamily A member 4 OS=Homo sapiens GN=GOLGA4 PE=1 SV=1261126 1 1 0 0 1 1.538823 0 0 4E-06 5.9E-06 0 0 2019 1934
2299 UBR4_HUMAN Q5T4S7 UBR4 (KIAA0462) (KIAA1307) (RBAF600) (ZUBR1)E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1573824.5 3 1 0 0 3 1.538823 0 0 5E-06 2.7E-06 0 0 2006 1941
2300 SRRM2_HUMAN Q9UQ35 SRRM2 (KIAA0324) (SRL300) (SRM300) (HSPC075)Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2299603.6 2 0 0 2 0 0 0 7E-06 0 0 0 2002
2301 LBA1_HUMAN O15050 LBA1 (KIAA0342)Lupus brain antigen 1 homolog OS=Homo sapiens GN=LBA1 PE=2 SV=4336209.5 0 0 2 0 0 0 9.9467 0 0 0 3E-05 953
2302 BIRC6_HUMAN Q9NR09 BIRC6 (KIAA1289)Baculoviral IAP repeat-containing protein 6 OS=Homo sapiens GN=BIRC6 PE=1 SV=1527591.8 0 2 0 1 0 3.077645 0 4.9733 0 5.8E-06 0 9E-06 1935 971
2303 LAMA5_HUMAN O15230 LAMA5 (KIAA0533) (KIAA1907)Laminin subunit alpha-5 OS=Homo sapiens GN=LAMA5 PE=2 SV=5399725.1 2 0 0 2 0 0 0 5E-06 0 0 0 2011
2304 BPAEA_HUMAN O94833 DST (BPAG1) (DMH) (DT) (KIAA0728)Bullous pemphigoid antigen 1, isoforms 6/9/10 OS=Homo sapiens GN=DST PE=1 SV=3590973.6 2 0 0 2 0 0 0 3E-06 0 0 0 2020
2305 MACF1_HUMAN Q9UPN3 MACF1 (ABP620) (ACF7) (KIAA0465) (KIAA1251)Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=3620396.9 2 0 0 2 0 0 0 3E-06 0 0 0 2021
2306 SYNE1_HUMAN Q8NF91 SYNE1 (KIAA0796) (KIAA1262) (KIAA1756) (MYNE1)Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=21011038.5 0 1 0 1 0 1.538823 0 4.9733 0 1.5E-06 0 5E-06 1942 973

Sub-total 58029 37710 20588 11668 58029 58029 58029 58029
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Supplemental Table 4. List of 2,306 proteins with their respective protein concentrations (ng/mg of total protein) estimated based on APEX

I II III IV+V VI+VII
MYG_HUMAN P02144 MB Myoglobin OS=Homo sapiens GN=MB PE=1 SV=2 17166.4 69 62 73 82 81 3.64 1 4367.11 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
ENOA_HUMAN P06733 ENO1 (ENO1L1) (MBPB1) (MPB1)Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2 47152.2 37 12 40 62 38 3.62 2 4180.67 Lyase Glycolysis Glycolysis->Enolase;;High Quality
HBB_HUMAN P68871 HBB Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=215980 27 25 37 96 51 3.61 3 4037.36 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
HBA_HUMAN P69905 HBA1; HBA2 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=215239.6 21 28 56 102 29 3.59 4 3931.07 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
KCRM_HUMAN P06732 CKM (CKMM)Creatine kinase M-type OS=Homo sapiens GN=CKM PE=1 SV=243083.6 72 51 119 182 97 3.51 5 3256.71 Other kinase Muscle contraction 0 High Quality
MDHM_HUMAN P40926 MDH2 Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=235513.7 35 23 52 62 29 3.51 6 3225.15 Dehydrogenase Tricarboxylic acid pathway 0 High Quality
PARK7_HUMAN Q99497 PARK7 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 19873.1 22 20 38 48 13 3.50 7 3131.01 Other RNA-binding proteinmRNA transcription regulation;Stress response;Cell proliferation and differentiation0 High Quality
MLRV_HUMAN P10916 MYL2 Myosin regulatory light chain 2, ventricular/cardiac muscle isoform OS=Homo sapiens GN=MYL2 PE=1 SV=318771.8 33 32 41 103 30 3.49 8 3114.43 Other actin family cytoskeletal protein;Calmodulin related proteinMuscle contraction;Muscle development;Cell structure and motility0 High Quality
KAD1_HUMAN P00568 AK1 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=321617.1 33 31 47 32 18 3.47 9 2949.77 Nucleotide kinase Nucleoside, nucleotide and nucleic acid metabolismDe novo purine biosynthesis->Adenylate kinase;;High Quality
AATC_HUMAN P17174 GOT1 Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=346230.1 40 24 59 111 36 3.46 10 2891.20 Transaminase Amino acid metabolismAsparagine and aspartate biosynthesis->Aspartate aminotransferase;;Tyrosine biosynthesis->Aromatic amino acid aminotransferase;;Phenylalanine biosynthesis->Aromatic amino acid aminotransferase;;;;High Quality
G3P_HUMAN P04406 GAPDH (GAPD) (CDABP0047) (OK/SW-cl.12)Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=336035.3 65 28 69 141 65 3.46 11 2859.08 Molecular function unclassifiedBiological process unclassified 0 High Quality
LDHA_HUMAN P00338 LDHA (PIG19)L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=236671.2 32 5 29 49 59 3.45 12 2796.24 Dehydrogenase Glycolysis 0 High Quality
HSP7C_HUMAN P11142 HSPA8 (HSC70) (HSP73) (HSPA10)Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=170881.8 49 27 62 73 13 3.43 13 2684.37 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
KCRS_HUMAN P17540 CKMT2 Creatine kinase, sarcomeric mitochondrial OS=Homo sapiens GN=CKMT2 PE=1 SV=247487.6 34 18 88 92 37 3.41 14 2578.89 Other kinase Muscle contraction 0 High Quality
ENOB_HUMAN P13929 ENO3 Beta-enolase OS=Homo sapiens GN=ENO3 PE=1 SV=3 46970.2 54 23 58 77 36 3.40 15 2521.28 Lyase Glycolysis Glycolysis->Enolase;;High Quality
DECR_HUMAN Q16698 DECR1 (DECR)2,4-dienoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=DECR1 PE=1 SV=136050.9 36 7 37 86 25 3.40 16 2483.89 Dehydrogenase;ReductaseFatty acid beta-oxidation 0 High Quality
FABPH_HUMAN P05413 FABP3 (FABP11) (MDGI)Fatty acid-binding protein, heart OS=Homo sapiens GN=FABP3 PE=1 SV=414840.5 32 43 53 67 10 3.39 17 2453.47 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
EF1A2_HUMAN Q05639 EEF1A2 (EEF1AL) (STN)Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=150452.6 37 9 63 63 41 3.39 18 2441.08 Translation elongation factorTranslational regulation 0 High Quality
MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type OS=Homo sapiens GN=MYBPC3 PE=1 SV=3140588.5 66 27 108 118 28 3.39 19 2435.15 Molecular function unclassifiedMuscle contraction 0 High Quality
ALBU_HUMAN P02768 ALB (GIG20) (GIG42) (PRO0903) (PRO1708) (PRO2044) (PRO2619) (PRO2675) (UNQ696/PRO1341)Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2 69348.9 80 30 221 205 101 3.38 20 2405.05 Other transfer/carrier proteinTransport 0 High Quality
CYC_HUMAN P99999 CYCS (CYC) Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=2 11731.4 24 40 35 17 35 3.38 21 2399.04 Mitochondrial carrier proteinOxidative phosphorylation;Apoptotic processesApoptosis signaling pathway->Cytochrome C;;ATP synthesis->Cyt C;;;High Quality
THEM2_HUMAN Q9NPJ3 ACOT13 Thioesterase superfamily member 2 OS=Homo sapiens GN=THEM2 PE=1 SV=114942.6 5 8 8 14 7 3.37 22 2354.06 Esterase Acyl-CoA metabolism 0 High Quality
S10A6_HUMAN P06703 S100A6 (CACY)Protein S100-A6 OS=Homo sapiens GN=S100A6 PE=1 SV=110162.4 7 6 3 10 2 3.37 23 2324.08 Growth factor;Calmodulin related proteinSignal transduction;Cell cycle control;Cell proliferation and differentiation0 High Quality
ACBP_HUMAN P07108 DBI Acyl-CoA-binding protein OS=Homo sapiens GN=DBI PE=1 SV=210026.8 14 25 17 18 18 3.36 24 2316.03 Other receptor;Other transporterLipid and fatty acid transport;Vitamin/cofactor transport;Transport0 High Quality
TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=226651.1 31 21 64 59 19 3.36 25 2310.87 Isomerase Glycolysis;Other metabolism 0 High Quality
PPIA_HUMAN P62937 PPIA (CYPA) Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=217994.9 19 16 12 48 25 3.36 26 2299.95 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
PRDX3_HUMAN P30048 PRDX3 (AOP1)Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=327674.7 9 8 29 47 21 3.35 27 2237.60 Peroxidase Antioxidation and free radical removal0 High Quality
MYH7_HUMAN P12883 MYH7 (MYHCB)Myosin-7 OS=Homo sapiens GN=MYH7 PE=1 SV=5 223085.9 426 243 410 214 223 3.34 28 2189.56 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
MDHC_HUMAN P40925 MDH1 (MDHA)Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=436408.9 40 18 48 148 40 3.32 29 2113.27 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Malate Dehydrogenase;;High Quality
ANXA6_HUMAN P08133 ANXA6 (ANX6)Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=3 75859.5 81 8 89 74 23 3.32 30 2075.28 Transfer/carrier protein;AnnexinBiological process unclassified 0 High Quality
MYL3_HUMAN P08590 MYL3 Myosin light chain 3 OS=Homo sapiens GN=MYL3 PE=1 SV=321914.5 28 23 45 53 28 3.32 31 2070.08 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
PGAM2_HUMAN P15259 PGAM2 (PGAMM)Phosphoglycerate mutase 2 OS=Homo sapiens GN=PGAM2 PE=1 SV=328748.9 40 19 58 45 59 3.32 32 2067.15 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
ES1_HUMAN P30042 C21orf33 (HES1) (KNPI)ES1 protein homolog, mitochondrial OS=Homo sapiens GN=C21orf33 PE=1 SV=328151.6 17 7 38 63 20 3.31 33 2038.76 Molecular function unclassifiedBiological process unclassified 0 High Quality
LDHB_HUMAN P07195 LDHB L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=236620.6 48 20 64 84 45 3.31 34 2038.10 Dehydrogenase Glycolysis 0 High Quality
CRIP2_HUMAN P52943 CRIP2 (CRP2) Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=122474.5 11 5 12 11 34 3.31 35 2020.09 Actin binding cytoskeletal proteinMuscle development 0 High Quality
ACADM_HUMAN P11310 ACADM Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADM PE=1 SV=146571.5 30 9 54 96 25 3.30 36 2017.99 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
KCRB_HUMAN P12277 CKB (CKBB) Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=142627.1 38 16 51 59 77 3.30 37 2008.84 Other kinase Muscle contraction 0 High Quality
PEBP1_HUMAN P30086 PEBP1 (PBP) (PEBP)Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=321038.9 20 17 33 49 26 3.30 38 1999.05 Transfer/carrier protein;Kinase inhibitorOther signal transductionFGF signaling pathway->Raf-1 kinase inhibitor protein;;EGF receptor signaling pathway->Raf-1 kinase inhibitor protein;;;High Quality
GSTO1_HUMAN P78417 GSTO1 (GSTTLP28)Glutathione transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=227549.2 27 2 9 23 19 3.30 39 1979.27 Other transferase Detoxification;Antioxidation and free radical removal0 High Quality
ALDOA_HUMAN P04075 ALDOA (ALDA)Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=239402.6 44 36 85 88 36 3.29 40 1960.34 Aldolase Glycolysis Fructose galactose metabolism->Fructose bisphosphate aldolase;;Glycolysis->Aldolase;;;High Quality
TYB10_HUMAN P63313 TMSB10 (PTMB10) (THYB10)Thymosin beta-10 OS=Homo sapiens GN=TMSB10 PE=1 SV=25008 0 2 3 6 4 3.29 41 1960.34 Molecular function unclassifiedBiological process unclassified 0 Matchup
SCOT_HUMAN P55809 OXCT1 Succinyl-CoA:3-ketoacid-coenzyme A transferase 1, mitochondrial OS=Homo sapiens GN=OXCT1 PE=1 SV=156140.8 42 18 41 47 23 3.28 42 1889.57 Other transferase Carbohydrate metabolism;Fatty acid metabolism;Coenzyme metabolism0 High Quality
THIL_HUMAN P24752 ACAT1 (ACAT) (MAT)Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=145181.8 44 26 99 103 38 3.28 43 1887.90 Acetyltransferase Protein acetylation 0 High Quality
CSRP3_HUMAN P50461 CSRP3 (CLP) (MLP)Cysteine and glycine-rich protein 3 OS=Homo sapiens GN=CSRP3 PE=1 SV=120950.5 15 10 25 46 27 3.27 44 1864.82 Actin binding cytoskeletal proteinMuscle development 0 High Quality
SODC_HUMAN P00441 SOD1 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=215917.3 14 13 25 29 15 3.27 45 1855.73 Other oxidoreductase Immunity and defense 0 High Quality
FABP5_HUMAN Q01469 FABP5 Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=315146.4 11 14 40 31 18 3.27 46 1851.97 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
CRYAB_HUMAN P02511 CRYAB (CRYA2)Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=220141.4 37 47 30 31 24 3.27 47 1850.26 Structural protein Muscle contraction;VisionAngiogenesis->Heat-Shock Protein 27;;High Quality
TPM1_HUMAN P09493 TPM1 (C15orf13) (TMSA)Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=232692 49 95 46 45 56 3.26 48 1832.02 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
PGM1_HUMAN P36871 PGM1 Phosphoglucomutase-1 OS=Homo sapiens GN=PGM1 PE=1 SV=361433 47 9 46 61 26 3.26 49 1819.10 Mutase Monosaccharide metabolism 0 High Quality
PRDX6_HUMAN P30041 PRDX6 (AOP2) (KIAA0106)Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=325018.1 18 16 31 32 18 3.26 50 1818.25 Peroxidase Antioxidation and free radical removal0 High Quality
ANXA2_HUMAN P07355 ANXA2 (ANX2) (ANX2L4) (CAL1H) (LPC2D)Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2 38588.1 44 12 30 55 16 3.25 51 1787.76 Transfer/carrier protein;AnnexinIntracellular protein traffic;Mesoderm development;Cell structure and motility0 High Quality
IGKC_HUMAN P01834 IGKC Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=111590.5 9 0 18 13 7 3.25 52 1759.96 Molecular function unclassifiedBiological process unclassified 0 High Quality
SUCB1_HUMAN Q9P2R7 SUCLA2 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=350300.1 33 9 38 57 37 3.24 53 1738.05 Synthetase;Ligase Tricarboxylic acid pathway;Coenzyme and prosthetic group metabolism0 High Quality
1433G_HUMAN P61981 YWHAG 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=228285.1 10 11 6 33 22 3.24 54 1731.39 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ETFB_HUMAN P38117 ETFB (FP585) Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=327825.5 34 23 52 49 25 3.23 55 1700.48 Hydroxylase Other pathways of electron transport0 High Quality
ETFA_HUMAN P13804 ETFA Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=135062.1 28 6 42 71 34 3.23 56 1688.76 Molecular function unclassifiedBiological process unclassified 0 High Quality
UGPA_HUMAN Q16851 UGP2 (UGP1)UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=556924 41 16 47 53 14 3.23 57 1680.69 Nucleotidyltransferase Other polysaccharide metabolism0 High Quality
HPT_HUMAN P00738 HP Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=1 45186.9 21 18 20 34 43 3.22 58 1662.14 Serine protease Proteolysis;Stress response;Other blood circulation and gas exchange activity0 High Quality
PRDX1_HUMAN Q06830 PRDX1 (PAGA) (PAGB) (TDPX2)Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=122092.9 24 18 40 35 29 3.22 59 1661.19 Peroxidase Antioxidation and free radical removal0 High Quality
ACON_HUMAN Q99798 ACO2 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=285410 92 30 102 169 72 3.22 60 1650.28 Dehydratase;Hydratase Tricarboxylic acid pathway 0 High Quality
HCDH_HUMAN Q16836 HADH (HAD) (HADHSC) (SCHAD)Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial OS=Homo sapiens GN=HADH PE=1 SV=234260.1 29 14 46 20 26 3.22 61 1641.90 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
PGK1_HUMAN P00558 PGK1 (PGKA) (MIG10) (OK/SW-cl.110)Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=344597.3 60 25 77 53 61 3.21 62 1635.06 Carbohydrate kinase Glycolysis Glycolysis->Phosphoglycerate kinase;;High Quality
A1AT_HUMAN P01009 SERPINA1 (AAT) (PI) (PRO0684) (PRO2209)Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=346719.9 65 25 70 58 47 3.21 63 1611.38 Serine protease inhibitorProteolysis Blood coagulation->alpha1-antitrypsin;;High Quality
THIM_HUMAN P42765 ACAA2 3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=241906.2 39 12 74 49 29 3.20 64 1593.20 Other transferase Other protein metabolism 0 High Quality
PRDX2_HUMAN P32119 PRDX2 (NKEFB) (TDPX1)Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=521874.4 19 23 31 57 14 3.20 65 1592.94 Peroxidase Antioxidation and free radical removal0 High Quality
PRDX5_HUMAN P30044 PRDX5 (ACR1) (SBBI10)Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=322008.3 13 13 18 32 22 3.20 66 1589.49 Peroxidase Antioxidation and free radical removal0 High Quality
FABP4_HUMAN P15090 FABP4 Fatty acid-binding protein, adipocyte OS=Homo sapiens GN=FABP4 PE=1 SV=314700.7 6 4 24 3 15 3.19 67 1565.23 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
PROF1_HUMAN P07737 PFN1 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 15036.3 17 10 27 10 11 3.19 68 1562.34 Molecular function unclassifiedBiological process unclassifiedCytoskeletal regulation by Rho GTPase->Profilin;;High Quality
S10A1_HUMAN P23297 S100A1 (S100A)Protein S100-A1 OS=Homo sapiens GN=S100A1 PE=1 SV=210527.8 6 5 20 6 14 3.19 69 1544.19 Calmodulin related proteinIntracellular signaling cascade 0 High Quality
ECH1_HUMAN Q13011 ECH1 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=ECH1 PE=1 SV=235798.2 29 9 34 59 36 3.19 70 1533.55 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
A1AG1_HUMAN P02763 ORM1 (AGP1)Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=123494.1 13 4 10 18 47 3.18 71 1520.05 Other miscellaneous function proteinImmunity and defense 0 High Quality
AATM_HUMAN P00505 GOT2 Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=247458.6 46 23 76 129 21 3.18 72 1510.16 Transaminase Amino acid metabolismAsparagine and aspartate biosynthesis->Aspartate aminotransferase;;Tyrosine biosynthesis->Aromatic amino acid aminotransferase;;Phenylalanine biosynthesis->Aromatic amino acid aminotransferase;;;;High Quality
APOA1_HUMAN P02647 APOA1 Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=130760.5 24 24 21 11 21 3.17 73 1493.64 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
SUCA_HUMAN P53597 SUCLG1 Succinyl-CoA ligase [GDP-forming] subunit alpha, mitochondrial OS=Homo sapiens GN=SUCLG1 PE=2 SV=335029.7 21 11 43 38 34 3.17 74 1468.53 Synthetase Tricarboxylic acid pathwayTCA cycle->Succinyl CoA Synthetase;;High Quality
S10A4_HUMAN P26447 S100A4 (CAPL) (MTS1)Protein S100-A4 OS=Homo sapiens GN=S100A4 PE=1 SV=111711 6 5 5 4 10 3.17 75 1467.26 Calmodulin related proteinMacrophage-mediated immunity0 High Quality
ECHM_HUMAN P30084 ECHS1 Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=431370.2 32 20 44 34 28 3.16 76 1461.42 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
TNNC1_HUMAN P63316 TNNC1 (TNNC)Troponin C, slow skeletal and cardiac muscles OS=Homo sapiens GN=TNNC1 PE=1 SV=118385.3 11 7 20 21 22 3.16 77 1458.86 Actin binding cytoskeletal protein;Calmodulin related proteinCalcium mediated signaling;Muscle contraction;Muscle development0 High Quality
NDRG2_HUMAN Q9UN36 NDRG2 (KIAA1248) (SYLD)Protein NDRG2 OS=Homo sapiens GN=NDRG2 PE=1 SV=240780.7 12 4 23 24 9 3.16 78 1434.46 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
S10A8_HUMAN P05109 S100A8 (CAGA) (CFAG) (MRP8)Protein S100-A8 OS=Homo sapiens GN=S100A8 PE=1 SV=110816.9 7 5 2 52 5 3.15 79 1424.34 Calmodulin related proteinBiological process unclassified 0 High Quality
CH10_HUMAN P61604 HSPE1 10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=210913.7 22 29 16 5 21 3.15 80 1399.36 Chaperonin Protein metabolism and modification0 High Quality
ACADV_HUMAN P49748 ACADVL (VLCAD)Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=170373.6 63 17 86 128 45 3.14 81 1375.83 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
KAD3_HUMAN Q9UIJ7 AK3 (AK3L1) (AK6) (AKL3L)GTP:AMP phosphotransferase mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=425548.3 21 12 18 10 11 3.13 82 1350.43 Nucleotide kinase Purine metabolism De novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
ALDH2_HUMAN P05091 ALDH2 (ALDM)Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=256363.4 35 11 41 36 50 3.13 83 1349.45 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
CLIC4_HUMAN Q9Y696 CLIC4 Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=428755.6 28 3 28 18 9 3.13 84 1348.53 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
1433E_HUMAN P62258 YWHAE 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=129157 46 15 26 26 13 3.13 85 1339.49 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
FKB1A_HUMAN P62942 FKBP1A (FKBP1) (FKBP12)Peptidyl-prolyl cis-trans isomerase FKBP1A OS=Homo sapiens GN=FKBP1A PE=1 SV=211932.7 6 9 14 8 8 3.12 86 1332.44 Other isomerase Protein folding TGF-beta signaling pathway->FK506 binding protein 12KDa;;High Quality
KPYM_HUMAN P14618 PKM2 (PK2) (PK3) (PKM)Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=457919.5 75 20 113 102 24 3.12 87 1318.37 Carbohydrate kinase Glycolysis Glycolysis->Pyruvate kinase;;Pyruvate metabolism->Pyruvate Kinase;;;High Quality
SODM_HUMAN P04179 SOD2 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=224704.6 13 9 27 62 9 3.12 88 1305.05 Other oxidoreductase Antioxidation and free radical removal0 High Quality
ALDOC_HUMAN P09972 ALDOC (ALDC)Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=239438.2 34 20 55 19 28 3.11 89 1295.26 Aldolase Glycolysis Fructose galactose metabolism->Fructose bisphosphate aldolase;;Glycolysis->Aldolase;;;High Quality
MOES_HUMAN P26038 MSN Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 67803.8 57 49 36 30 17 3.11 90 1292.10 Actin binding cytoskeletal proteinCell structure 0 High Quality
GSTP1_HUMAN P09211 GSTP1 (FAEES3) (GST3)Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=223338.7 7 5 22 27 14 3.11 91 1276.33 Other transferase Detoxification 0 High Quality
TNNI3_HUMAN P19429 TNNI3 (TNNC1)Troponin I, cardiac muscle OS=Homo sapiens GN=TNNI3 PE=1 SV=323990.8 28 27 23 10 33 3.10 92 1248.01 Non-motor actin binding proteinMuscle contraction;Muscle development0 High Quality
COF2_HUMAN Q9Y281 CFL2 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1 18719.3 16 20 28 15 12 3.09 93 1240.96 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
ATPB_HUMAN P06576 ATP5B (ATPMB) (ATPSB)ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=356542.5 57 39 70 111 13 3.09 94 1240.48 Other ion channel;Hydrogen transporter;ATP synthase;HydrolasePurine metabolism;Electron transportATP synthesis->F1 beta;;High Quality
1433F_HUMAN Q04917 YWHAH (YWHA1)14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=428201.6 22 4 8 10 22 3.09 95 1219.17 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ACTC_HUMAN P68032 ACTC1 (ACTC)Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=142002.1 54 0 103 131 7 3.08 96 1215.48 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
ATPA_HUMAN P25705 ATP5A1 (ATP5A) (ATP5AL2) (ATPM)ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=159734.1 53 34 76 94 22 3.08 97 1212.51 Molecular function unclassifiedBiological process unclassified 0 High Quality
ACADS_HUMAN P16219 ACADS Short-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADS PE=1 SV=144281.1 15 3 17 34 32 3.08 98 1208.44 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
NIPS2_HUMAN O75323 GBAS (NIPSNAP2)Protein NipSnap homolog 2 OS=Homo sapiens GN=GBAS PE=1 SV=133725.4 14 7 13 17 12 3.08 99 1192.35 Membrane traffic proteinGeneral vesicle transport 0 High Quality
CATD_HUMAN P07339 CTSD (CPSD) Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 44535 20 10 21 64 11 3.07 100 1182.32 Aspartic protease Proteolysis 0 High Quality
PGAM1_HUMAN P18669 PGAM1 (PGAMA) (CDABP0006)Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=228786.8 24 3 28 31 27 3.07 101 1174.73 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
CK067_HUMAN Q9H7C9 C11orf67 (PTD015)UPF0366 protein C11orf67 OS=Homo sapiens GN=C11orf67 PE=1 SV=113313.3 10 9 9 6 8 3.07 102 1167.29 Molecular function unclassifiedBiological process unclassified 0 High Quality
K2C1_HUMAN P04264 KRT1 (KRTA) Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=566001.2 81 70 34 76 31 3.07 103 1166.60 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PECI_HUMAN O75521 PECI (DRS1) (HCA88)Peroxisomal 3,2-trans-enoyl-CoA isomerase OS=Homo sapiens GN=PECI PE=1 SV=339592.4 20 12 28 19 9 3.07 104 1162.59 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
AACT_HUMAN P01011 SERPINA3 (AACT) (GIG24) (GIG25)Alpha-1-antichymotrypsin OS=Homo sapiens GN=SERPINA3 PE=1 SV=247634.9 27 6 17 37 7 3.06 105 1158.44 Serine protease inhibitorProteolysis 0 High Quality
DLDH_HUMAN P09622 DLD (GCSL) (LAD) (PHE3)Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=154132.3 39 20 51 88 17 3.05 106 1131.02 Dehydrogenase Electron transport 0 High Quality
UB2L3_HUMAN P68036 UBE2L3 (UBCE7) (UBCH7)Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=117844.3 8 8 7 9 6 3.05 107 1118.00 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Parkinson disease->ubiquitin-conjugating enzyme E2E2;;Parkinson disease->ubiquitin-conjugating enzyme E2L3;;;;High Quality
GSTM2_HUMAN P28161 GSTM2 (GST4)Glutathione S-transferase Mu 2 OS=Homo sapiens GN=GSTM2 PE=1 SV=225728.5 5 7 15 14 18 3.05 108 1116.41 Other transferase Detoxification 0 High Quality
G6PI_HUMAN P06744 GPI Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=463130.4 45 19 48 110 17 3.05 109 1115.41 Isomerase Glycolysis;GluconeogenesisPentose phosphate pathway->Glucose-P-Isomerase;;Glycolysis->Phosphoglucose isomerase;;;High Quality
HBD_HUMAN P02042 HBD Hemoglobin subunit delta OS=Homo sapiens GN=HBD PE=1 SV=216037.1 9 5 9 14 8 3.05 110 1112.57 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
ATP5J_HUMAN P18859 ATP5J (ATP5A) (ATPM)ATP synthase-coupling factor 6, mitochondrial OS=Homo sapiens GN=ATP5J PE=1 SV=112569.9 1 5 5 12 4 3.05 111 1110.49 Hydrogen transporter;SynthaseOxidative phosphorylation;Cation transport0 High Quality
LDB3_HUMAN O75112 LDB3 (KIAA0613) (ZASP)LIM domain-binding protein 3 OS=Homo sapiens GN=LDB3 PE=1 SV=277117.4 39 31 70 59 37 3.04 112 1108.15 Actin binding cytoskeletal proteinMuscle development;Heart development;Cell structure;Cell motility0 High Quality
FUMH_HUMAN P07954 FH Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=354619.8 47 25 45 39 26 3.04 113 1105.66 Other lyase Amino acid metabolismTCA cycle->Fumarase;;High Quality
SUCB2_HUMAN Q96I99 SUCLG2 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=2 SV=246493.7 37 13 35 31 17 3.04 114 1087.83 Synthetase;Ligase Tricarboxylic acid pathway;Coenzyme and prosthetic group metabolism0 High Quality
FHL1_HUMAN Q13642 FHL1 (SLIM1)Four and a half LIM domains protein 1 OS=Homo sapiens GN=FHL1 PE=1 SV=436244 10 1 35 31 24 3.04 115 1087.06 Other zinc finger transcription factorMuscle development 0 High Quality
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ECHA_HUMAN P40939 HADHA (HADH)Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=282983.9 52 11 91 58 35 3.04 116 1086.53 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
DHPR_HUMAN P09417 QDPR (DHPR)Dihydropteridine reductase OS=Homo sapiens GN=QDPR PE=1 SV=225771.5 8 3 18 9 8 3.04 117 1085.82 Dehydrogenase;ReductaseAmino acid catabolism;Pterin metabolism0 High Quality
TNNT2_HUMAN P45379 TNNT2 Troponin T, cardiac muscle OS=Homo sapiens GN=TNNT2 PE=1 SV=335905.9 29 18 41 14 24 3.03 118 1082.50 Actin binding motor proteinMuscle contraction 0 High Quality
CISY_HUMAN O75390 CS Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=251695.7 38 14 51 89 13 3.03 119 1080.12 Synthase;Transferase;Other lyaseTricarboxylic acid pathway;Amino acid biosynthesis;Amino acid catabolismPyruvate metabolism->Citrate Synthetase;;TCA cycle->Citrate Synthase;;;High Quality
DOPD_HUMAN P30046 DDT D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=312694.2 5 7 9 21 2 3.03 120 1079.08 Isomerase Macrophage-mediated immunity0 High Quality
CH60_HUMAN P10809 HSPD1 (HSP60)60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=261037.7 61 53 95 46 27 3.03 121 1070.20 Chaperonin Protein folding;Protein complex assembly0 High Quality
COF1_HUMAN P23528 CFL1 (CFL) Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 18485.1 10 5 17 11 29 3.03 122 1069.24 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
IDH3A_HUMAN P50213 IDH3A Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=139574.5 17 16 28 35 10 3.03 123 1065.78 Dehydrogenase Tricarboxylic acid pathway 0 High Quality
CYTB_HUMAN P04080 CSTB (CST6) (STFB)Cystatin-B OS=Homo sapiens GN=CSTB PE=1 SV=2 11121.3 5 6 12 16 3 3.02 124 1056.56 Cysteine protease inhibitorProteolysis 0 High Quality
ODPA_HUMAN P08559 PDHA1 (PHE1A)Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=343278.5 30 5 35 41 8 3.02 125 1053.34 Dehydrogenase Carbohydrate metabolism 0 High Quality
HS90B_HUMAN P08238 HSP90AB1 (HSP90B) (HSPC2) (HSPCB)Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=483249.3 73 18 64 33 34 3.02 126 1050.94 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
ALDR_HUMAN P15121 AKR1B1 (ALDR1)Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=335835.9 23 7 29 43 12 3.02 127 1049.15 Reductase Other metabolism 0 High Quality
HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=222764.6 35 27 22 26 6 3.02 128 1045.89 Other chaperones Protein folding;Stress responsep38 MAPK pathway->heat shock protein 27kD;;High Quality
K6PF_HUMAN P08237 PFKM (PFKX) 6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=285165.5 69 10 97 70 31 3.02 129 1043.70 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
PYGB_HUMAN P11216 PYGB Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=596680.3 64 3 79 86 38 3.01 130 1033.42 Phosphorylase Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase a;;;High Quality
HINT2_HUMAN Q9BX68 HINT2 Histidine triad nucleotide-binding protein 2 OS=Homo sapiens GN=HINT2 PE=1 SV=117143.7 6 8 8 1 14 3.00 131 1010.65 Nucleotide phosphataseBiological process unclassified 0 High Quality
1433Z_HUMAN P63104 YWHAZ 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=127727.9 19 10 21 12 12 3.00 132 1006.67 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
ARHL1_HUMAN Q8NDY3 ADPRHL1 (ARH2)[Protein ADP-ribosylarginine] hydrolase-like protein 1 OS=Homo sapiens GN=ADPRHL1 PE=2 SV=140087.7 15 5 21 11 12 3.00 133 1005.03 Hydrolase Biological process unclassified 0 High Quality
HINT1_HUMAN P49773 HINT1 (HINT) (PKCI1) (PRKCNH1)Histidine triad nucleotide-binding protein 1 OS=Homo sapiens GN=HINT1 PE=1 SV=213784.1 6 7 23 9 7 3.00 134 1004.08 Nucleotide phosphataseBiological process unclassified 0 High Quality
EFTU_HUMAN P49411 TUFM Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=249524.3 41 11 67 67 13 3.00 135 991.18 Translation elongation factorProtein biosynthesis 0 High Quality
HSPB7_HUMAN Q9UBY9 HSPB7 (CVHSP)Heat shock protein beta-7 OS=Homo sapiens GN=HSPB7 PE=1 SV=118592.7 11 17 20 6 10 2.99 136 983.84 Other chaperones Protein folding;Stress response0 High Quality
ESTD_HUMAN P10768 ESD S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=231445.6 14 0 20 7 23 2.99 137 981.47 Esterase Biological process unclassified 0 High Quality
EHD2_HUMAN Q9NZN4 EHD2 (PAST2)EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=261145.2 42 13 44 24 10 2.99 138 979.18 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
DEST_HUMAN P60981 DSTN (ACTDP) (DSN)Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 18488.2 9 2 19 15 16 2.99 139 979.08 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
TBA1B_HUMAN P68363 TUBA1B Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=150133.7 36 9 3 70 18 2.98 140 963.30 Molecular function unclassifiedBiological process unclassified 0 High Quality
ADHX_HUMAN P11766 ADH5 (ADHX) (FDH)Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=439705.8 17 6 29 18 21 2.98 141 959.48 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
1433T_HUMAN P27348 YWHAQ 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=127747.4 14 5 5 12 18 2.98 142 956.84 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
MTCPA_HUMAN P56277 MTCP1 (C6.1B)Protein p8 MTCP-1 OS=Homo sapiens GN=MTCP1 PE=1 SV=17728.7 1 0 2 3 6 2.98 143 953.51 Other miscellaneous function proteinOther signal transduction 0 High Quality
TBB2C_HUMAN P68371 TUBB2C Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=149812.7 55 22 70 39 13 2.98 144 944.98 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
CRYM_HUMAN Q14894 CRYM (THBP)Mu-crystallin homolog OS=Homo sapiens GN=CRYM PE=1 SV=133757.1 16 8 16 38 8 2.97 145 939.05 Other lyase Vision 0 High Quality
ADH1B_HUMAN P00325 ADH1B (ADH2)Alcohol dehydrogenase 1B OS=Homo sapiens GN=ADH1B PE=1 SV=239836.3 16 0 19 24 27 2.97 146 935.51 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
S10AB_HUMAN P31949 S100A11 (MLN70) (S100C)Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=211723.1 6 5 7 7 5 2.97 147 933.76 Signaling molecule;Calmodulin related proteinDNA replication;DNA replication;Tumor suppressor0 High Quality
ODO1_HUMAN Q02218 OGDH 2-oxoglutarate dehydrogenase E1 component, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3115918.7 68 11 81 43 22 2.97 148 930.68 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->alphaketoglutarate Dehydrogenase;;High Quality
AL9A1_HUMAN P49189 ALDH9A1 (ALDH4) (ALDH7) (ALDH9)4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=353784 21 8 32 24 15 2.97 149 930.13 Dehydrogenase Other metabolism 0 High Quality
DHE3_HUMAN P00367 GLUD1 (GLUD)Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=261381.7 38 12 37 51 7 2.96 150 921.85 Dehydrogenase Amino acid catabolismGlutamine glutamate conversion->Glutamate Dehydrogenase;;High Quality
TRFE_HUMAN P02787 TF (PRO1400)Serotransferrin OS=Homo sapiens GN=TF PE=1 SV=2 77032.2 47 4 76 26 44 2.96 151 920.91 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous 0 High Quality
GELS_HUMAN P06396 GSN Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 85679.8 38 15 48 39 9 2.96 152 920.02 Non-motor actin binding protein;Other select calcium binding proteinsCell structure FAS signaling pathway->Gelsolin;;High Quality
GRHPR_HUMAN Q9UBQ7 GRHPR (GLXR) (MSTP035)Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=135651.1 18 2 23 14 23 2.96 153 913.41 Reductase Amino acid biosynthesis 0 High Quality
HSDL2_HUMAN Q6YN16 HSDL2 Hydroxysteroid dehydrogenase-like protein 2 OS=Homo sapiens GN=HSDL2 PE=2 SV=145378.6 49 23 42 21 21 2.96 154 913.31 Dehydrogenase;ReductaseOther metabolism 0 High Quality
ANXA5_HUMAN P08758 ANXA5 (ANX5) (ENX2) (PP4)Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=2 35920.6 32 6 30 15 33 2.96 155 902.22 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
RAN_HUMAN P62826 RAN (ARA24) (OK/SW-cl.81)GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=324405.1 4 3 9 20 5 2.95 156 900.26 Small GTPase RNA localization;Intracellular signaling cascade;Nuclear transport;Cell cycle0 High Quality
KAD4_HUMAN P27144 AK3L1 (AK3) (AK4); AK3L2Adenylate kinase isoenzyme 4, mitochondrial OS=Homo sapiens GN=AK3L1 PE=1 SV=125250.5 17 7 9 18 8 2.95 157 885.80 Nucleotide kinase Purine metabolism De novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
PDIA3_HUMAN P30101 PDIA3 (ERP57) (ERP60) (GRP58)Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=456766.6 31 20 36 14 13 2.95 158 884.88 Other isomerase Protein disulfide-isomerase reaction0 High Quality
IDH3B_HUMAN O43837 IDH3B Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial OS=Homo sapiens GN=IDH3B PE=2 SV=242165.6 32 0 48 22 9 2.95 159 882.27 Dehydrogenase Tricarboxylic acid pathway 0 High Quality
TGM2_HUMAN P21980 TGM2 Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=277311.1 48 18 31 51 27 2.94 160 877.64 Acyltransferase;Other transferaseProtein modification 0 High Quality
KAD2_HUMAN P54819 AK2 (ADK2) Adenylate kinase isoenzyme 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=226461 17 10 12 15 9 2.94 161 872.46 Nucleotide kinase Purine metabolism De novo purine biosynthesis->Adenylate kinase;;Salvage pyrimidine ribonucleotides->Cytidylate kinase;;;High Quality
CALR_HUMAN P27797 CALR (CRTC) Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 48124.9 18 14 30 23 21 2.94 162 866.56 Other select calcium binding proteinsProtein folding 0 High Quality
PPIF_HUMAN P30405 PPIF (CYP3) Peptidyl-prolyl cis-trans isomerase, mitochondrial OS=Homo sapiens GN=PPIF PE=1 SV=122022.4 6 0 17 19 9 2.94 163 865.06 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
PIMT_HUMAN P22061 PCMT1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=324632.9 16 10 22 9 10 2.94 164 864.41 Methyltransferase Protein modification 0 High Quality
ECHB_HUMAN P55084 HADHB (MSTP029)Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=351278 51 16 39 36 14 2.93 165 860.89 Acetyltransferase Protein acetylation 0 High Quality
PDLI5_HUMAN Q96HC4 PDLIM5 (ENH) (L9)PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=363953 19 19 36 15 6 2.93 166 858.55 Actin binding cytoskeletal proteinMuscle development;Heart development;Cell structure;Cell motility0 High Quality
QCR1_HUMAN P31930 UQCRC1 Cytochrome b-c1 complex subunit 1, mitochondrial OS=Homo sapiens GN=UQCRC1 PE=1 SV=352627.9 25 8 38 17 12 2.93 167 857.09 Reductase;MetalloproteaseProteolysis;Electron transport 0 High Quality
GPD1L_HUMAN Q8N335 GPD1L (KIAA0089)Glycerol-3-phosphate dehydrogenase 1-like protein OS=Homo sapiens GN=GPD1L PE=1 SV=138401.3 25 0 28 33 12 2.93 168 853.47 Dehydrogenase Phospholipid metabolism 0 High Quality
ATOX1_HUMAN O00244 ATOX1 (HAH1)Copper transport protein ATOX1 OS=Homo sapiens GN=ATOX1 PE=1 SV=17383.7 3 0 12 3 5 2.93 169 851.10 Molecular function unclassifiedBiological process unclassified 0 High Quality
HEBP2_HUMAN Q9Y5Z4 HEBP2 (C6orf34) (SOUL)Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=122857.7 9 10 15 6 3 2.93 170 849.80 Other miscellaneous function proteinProtein biosynthesis 0 High Quality
CASQ2_HUMAN O14958 CASQ2 Calsequestrin-2 OS=Homo sapiens GN=CASQ2 PE=1 SV=246419.8 20 10 32 27 17 2.93 171 849.52 Select calcium binding proteinCalcium mediated signaling 0 High Quality
FKBP3_HUMAN Q00688 FKBP3 (FKBP25)FK506-binding protein 3 OS=Homo sapiens GN=FKBP3 PE=1 SV=125159.4 16 18 12 3 9 2.93 172 844.84 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
GRP75_HUMAN P38646 HSPA9 (GRP75) (HSPA9B)Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=273663.3 57 40 74 38 30 2.92 173 840.53 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
LGUL_HUMAN Q04760 GLO1 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=420760.8 11 9 17 9 10 2.92 174 838.84 Other lyase Other carbon metabolism 0 High Quality
ALAT1_HUMAN P24298 GPT (AAT1) (GPT1)Alanine aminotransferase 1 OS=Homo sapiens GN=GPT PE=1 SV=354619.1 21 2 20 12 75 2.92 175 830.64 Glycosyltransferase Other polysaccharide metabolism;Protein glycosylation0 High Quality
CALM_HUMAN P62158 CALM1 (CALM) (CAM) (CAM1); CALM2 (CAM2) (CAMB); CALM3 (CALML2) (CAM3) (CAMC) (CAMIII)Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2 16820 5 2 3 9 15 2.92 176 829.49 Calmodulin related proteinCalcium mediated signaling;Cell cycle;Cell proliferation and differentiationT cell activation->Calmodulin;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Calmodulin;;B cell activation->Calmodulin;;;;High Quality
SMPX_HUMAN Q9UHP9 SMPX (SRMX)Small muscular protein OS=Homo sapiens GN=SMPX PE=2 SV=29295.7 4 5 6 3 5 2.92 177 826.37 Molecular function unclassifiedBiological process unclassified 0 High Quality
EZRI_HUMAN P15311 EZR (VIL2) Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 69396.6 40 32 44 5 26 2.91 178 820.53 Molecular function unclassifiedBiological process unclassified 0 High Quality
K1C9_HUMAN P35527 KRT9 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=262113 51 39 33 92 3 2.91 179 816.68 Intermediate filament;Structural proteinCell structure 0 High Quality
THIO_HUMAN P10599 TXN (TRDX) (TRX) (TRX1)Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 11719.3 3 5 3 6 7 2.91 180 808.75 Other oxidoreductase Electron transport;Sulfur redox metabolism;Other intracellular signaling cascade;Stress response;Apoptosis;Cell proliferation and differentiationHypoxia response via HIF activation->thioredoxin;;Oxidative stress response->thioredoxin;;;High Quality
PHP14_HUMAN Q9NRX4 PHPT1 (PHP14) (CGI-202) (HSPC141)14 kDa phosphohistidine phosphatase OS=Homo sapiens GN=PHPT1 PE=1 SV=113814.6 7 11 30 2 12 2.91 181 804.89 Molecular function unclassifiedBiological process unclassified 0 High Quality
UCRI_HUMAN P47985 UQCRFS1 Cytochrome b-c1 complex subunit Rieske, mitochondrial OS=Homo sapiens GN=UQCRFS1 PE=1 SV=229649.8 0 0 9 10 22 2.89 182 781.71 Reductase Oxidative phosphorylation 0 High Quality
MUTA_HUMAN P22033 MUT Methylmalonyl-CoA mutase, mitochondrial OS=Homo sapiens GN=MUT PE=1 SV=383104.6 22 0 17 6 76 2.89 183 781.27 Mutase Tricarboxylic acid pathwaySuccinate to proprionate conversion->Methylmalonyl-CoA mutase;;Methylmalonyl pathway->Methylmalonyl-CoA mutase;;;High Quality
MYL4_HUMAN P12829 MYL4 (MLC1) (PRO1957)Myosin light chain 4 OS=Homo sapiens GN=MYL4 PE=1 SV=321546.9 16 14 13 7 8 2.87 184 748.26 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
ODPB_HUMAN P11177 PDHB (PHE1B)Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=339215.4 26 8 30 21 10 2.87 185 744.32 Dehydrogenase Carbohydrate metabolism 0 High Quality
NFU1_HUMAN Q9UMS0 NFU1 (HIRIP5) (CGI-33)NFU1 iron-sulfur cluster scaffold homolog, mitochondrial OS=Homo sapiens GN=NFU1 PE=1 SV=228445.2 4 7 4 7 4 2.87 186 742.89 Molecular function unclassifiedBiological process unclassified 0 High Quality
HCD2_HUMAN Q99714 HSD17B10 (ERAB) (HADH2) (MRPP2) (SCHAD) (XH98G2)3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=326905.1 6 0 25 12 16 2.87 187 735.69 Dehydrogenase;ReductaseOther metabolism 0 High Quality
QCR7_HUMAN P14927 UQCRB (UQBP)Cytochrome b-c1 complex subunit 7 OS=Homo sapiens GN=UQCRB PE=2 SV=213513.3 9 11 10 3 7 2.86 188 732.21 Reductase Oxidative phosphorylation 0 High Quality
1433B_HUMAN P31946 YWHAB 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=328065.1 15 4 15 4 20 2.86 189 726.61 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
TAGL2_HUMAN P37802 TAGLN2 (KIAA0120) (CDABP0035)Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 22373.9 18 13 16 5 10 2.86 190 721.94 Non-motor actin binding proteinMuscle contraction 0 High Quality
APOA2_HUMAN P02652 APOA2 Apolipoprotein A-II OS=Homo sapiens GN=APOA2 PE=1 SV=111157.2 4 6 5 3 5 2.86 191 721.71 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
HS90A_HUMAN P07900 HSP90AA1 (HSP90A) (HSPC1) (HSPCA)Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=584645.2 39 3 49 64 32 2.85 192 713.76 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
GRP78_HUMAN P11021 HSPA5 (GRP78)78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=272316.7 62 52 53 37 14 2.85 193 703.05 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
ADT1_HUMAN P12235 SLC25A4 (ANT1)ADP/ATP translocase 1 OS=Homo sapiens GN=SLC25A4 PE=1 SV=433047.3 14 0 15 7 49 2.84 194 698.39 Transporter;Mitochondrial carrier proteinNucleoside, nucleotide and nucleic acid transport;Transport0 High Quality
TCTP_HUMAN P13693 TPT1 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=119578.2 6 5 14 6 7 2.84 195 694.87 Non-motor microtubule binding proteinImmunity and defense 0 High Quality
3HIDH_HUMAN P31937 HIBADH 3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=HIBADH PE=1 SV=235312 25 7 24 16 7 2.84 196 685.23 Dehydrogenase Amino acid biosynthesis;Amino acid catabolismAllantoin degradation->Tartronate semialdehyde dehydrogenase;;High Quality
HSP71_HUMAN P08107 HSPA1A (HSPA1); HSPA1BHeat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=570036 49 33 69 38 13 2.84 197 685.15 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
PDLI1_HUMAN O00151 PDLIM1 (CLIM1) (CLP36)PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=436053.3 12 12 28 18 7 2.84 198 684.04 Non-motor actin binding proteinMuscle contraction;Cell motility0 High Quality
GLYG_HUMAN P46976 GYG1 (GYG) Glycogenin-1 OS=Homo sapiens GN=GYG1 PE=1 SV=4 39366.3 14 4 13 13 9 2.83 199 681.02 Glycosyltransferase;Other transferaseGlycogen metabolism 0 High Quality
IGHG1_HUMAN P01857 IGHG1 Ig gamma-1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=136087 16 5 32 22 5 2.83 200 676.53 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
GSTK1_HUMAN Q9Y2Q3 GSTK1 (HDCMD47P)Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=325480.1 13 0 19 12 8 2.83 201 676.02 Transfer/carrier proteinTranslational regulation 0 High Quality
UK114_HUMAN P52758 HRSP12 (PSP)Ribonuclease UK114 OS=Homo sapiens GN=HRSP12 PE=1 SV=114476.1 4 2 6 6 6 2.82 202 667.22 Other miscellaneous function proteinTranslational regulation 0 High Quality
FHL2_HUMAN Q14192 FHL2 (DRAL) (SLIM3)Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=332174.4 5 0 32 13 16 2.82 203 664.70 Other zinc finger transcription factorMuscle development 0 High Quality
WDR1_HUMAN O75083 WDR1 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=466175.2 30 0 46 42 16 2.82 204 663.43 Non-motor actin binding proteinHearing;Cell motility 0 High Quality
ANKR2_HUMAN Q9GZV1 ANKRD2 (ARPP)Ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=ANKRD2 PE=1 SV=339841.7 18 12 28 7 2 2.82 205 656.86 Molecular function unclassifiedBiological process unclassified 0 High Quality
PFD5_HUMAN Q99471 PFDN5 (MM1) (PFD5)Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=217310.3 5 3 6 6 9 2.82 206 656.54 Chaperone Protein folding 0 High Quality
PDIA1_HUMAN P07237 P4HB (ERBA2L) (PDI) (PDIA1) (PO4DB)Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=357100.1 39 19 28 22 18 2.82 207 656.07 Other isomerase Protein disulfide-isomerase reaction0 High Quality
FKBP2_HUMAN P26885 FKBP2 (FKBP13)FK506-binding protein 2 OS=Homo sapiens GN=FKBP2 PE=1 SV=215631.6 4 4 3 4 9 2.82 208 655.65 Other isomerase Protein folding TGF-beta signaling pathway->FK506 binding protein 12KDa;;High Quality
ODO2_HUMAN P36957 DLST (DLTS) Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLST PE=1 SV=348711.1 19 24 21 23 9 2.82 209 654.69 Acyltransferase Biological process unclassified 0 High Quality
VTDB_HUMAN P02774 GC Vitamin D-binding protein OS=Homo sapiens GN=GC PE=1 SV=152946.6 14 4 32 29 12 2.81 210 648.52 Other transfer/carrier proteinCoenzyme and prosthetic group metabolism;TransportVitamin D metabolism and pathway->Vitamin D binding protein;;High Quality
ATP5H_HUMAN O75947 ATP5H (My032)ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=318473.9 18 13 6 3 6 2.81 211 645.53 Molecular function unclassifiedBiological process unclassified 0 High Quality
ELOC_HUMAN Q15369 TCEB1 Transcription elongation factor B polypeptide 1 OS=Homo sapiens GN=TCEB1 PE=1 SV=112455.4 5 3 9 4 3 2.81 212 644.06 DNA-directed RNA polymeraseDNA repair;mRNA transcription elongation0 High Quality
THTR_HUMAN Q16762 TST Thiosulfate sulfurtransferase OS=Homo sapiens GN=TST PE=1 SV=433410.8 21 2 12 19 8 2.81 213 642.42 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
ISOC1_HUMAN Q96CN7 ISOC1 (CGI-111)Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=332218.7 24 2 6 20 6 2.81 214 641.23 Hydroxylase Other metabolism 0 High Quality
CAH1_HUMAN P00915 CA1 Carbonic anhydrase 1 OS=Homo sapiens GN=CA1 PE=1 SV=228852.4 22 3 14 3 8 2.80 215 633.47 Dehydratase Other carbon metabolism 0 High Quality
ACOC_HUMAN P21399 ACO1 (IREB1)Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=398383 54 0 32 22 60 2.80 216 626.82 Dehydratase;Hydratase Tricarboxylic acid pathwayMethylcitrate cycle->Aconitase;;High Quality
LYRM7_HUMAN Q5U5X0 LYRM7 (C5orf31)LYR motif-containing protein 7 OS=Homo sapiens GN=LYRM7 PE=1 SV=111937.2 6 5 1 7 3 2.80 217 624.56 Molecular function unclassifiedBiological process unclassified 0 High Quality
DUS3_HUMAN P51452 DUSP3 (VHR) Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=120460.8 9 9 13 12 1 2.79 218 612.53 Protein phosphatase Protein modification;Other intracellular signaling cascadeOxidative stress response->MAP Kinase Phosphatases;;High Quality
MTPN_HUMAN P58546 MTPN Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=2 12877.3 2 4 5 3 8 2.78 219 603.67 Molecular function unclassifiedBiological process unclassified 0 High Quality
PTGR2_HUMAN Q8N8N7 PTGR2 (ZADH1)Prostaglandin reductase 2 OS=Homo sapiens GN=PTGR2 PE=2 SV=138481.2 10 4 13 13 4 2.78 220 603.52 Molecular function unclassifiedBiological process unclassified 0 High Quality
MMSA_HUMAN Q02252 ALDH6A1 (MMSDH)Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial OS=Homo sapiens GN=ALDH6A1 PE=1 SV=257822.3 34 4 24 12 30 2.78 221 600.45 Dehydrogenase Amino acid metabolism;Pyrimidine metabolismPyrimidine Metabolism->Methylmalonate Semialdehyde Dehydrogenase;;High Quality
NT5D1_HUMAN Q5TFE4 NT5DC1 (NT5C2L1) (LP2642)5'-nucleotidase domain-containing protein 1 OS=Homo sapiens GN=NT5DC1 PE=1 SV=151829.5 5 0 6 3 3 2.78 222 599.35 Molecular function unclassifiedBiological process unclassified 0 High Quality
ISCU_HUMAN Q9H1K1 ISCU (NIFUN)Iron-sulfur cluster assembly enzyme ISCU, mitochondrial OS=Homo sapiens GN=ISCU PE=1 SV=117919.4 6 7 6 3 10 2.78 223 598.75 Other miscellaneous function proteinCoenzyme metabolism;Homeostasis0 High Quality
LEG1_HUMAN P09382 LGALS1 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2 14697.8 2 1 12 9 3 2.78 224 597.84 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
ANXA1_HUMAN P04083 ANXA1 (ANX1) (LPC1)Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=2 38697.9 20 10 27 3 25 2.77 225 591.71 Transfer/carrier protein;AnnexinFatty acid metabolism;Cell surface receptor mediated signal transduction;Cell motility0 High Quality
C1QBP_HUMAN Q07021 C1QBP (GC1QBP) (HABP1) (SF2P32)Complement component 1 Q subcomponent-binding protein, mitochondrial OS=Homo sapiens GN=C1QBP PE=1 SV=131344.6 7 2 6 18 8 2.77 226 586.84 Complement component;Antibacterial response proteinComplement-mediated immunity0 High Quality
PDLI3_HUMAN Q53GG5 PDLIM3 (ALP)PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=2 SV=139214.5 13 8 17 1 13 2.77 227 586.25 Non-motor actin binding proteinMuscle contraction;Cell motility0 High Quality
COQ9_HUMAN O75208 COQ9 (C16orf49) (HSPC326) (PSEC0129)Ubiquinone biosynthesis protein COQ9, mitochondrial OS=Homo sapiens GN=COQ9 PE=2 SV=135491.1 12 8 11 21 5 2.76 228 579.32 Molecular function unclassifiedBiological process unclassified 0 High Quality
AL7A1_HUMAN P49419 ALDH7A1 (ATQ1)Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=455348.7 29 7 28 17 17 2.76 229 577.63 Dehydrogenase Other metabolism 5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
GLO2_HUMAN Q16775 HAGH (GLO2) (HAGH1)Hydroxyacylglutathione hydrolase OS=Homo sapiens GN=HAGH PE=1 SV=128841.6 16 6 18 7 9 2.76 230 576.39 Other hydrolase Detoxification;Antioxidation and free radical removal0 High Quality
CPNS1_HUMAN P04632 CAPNS1 (CAPN4) (CAPNS)Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=128298.6 7 1 4 16 9 2.76 231 572.24 Cysteine protease;Calmodulin related proteinProteolysis;Signal transductionHuntington disease->Calpain;;High Quality
NIT2_HUMAN Q9NQR4 NIT2 (CUA002)Nitrilase homolog 2 OS=Homo sapiens GN=NIT2 PE=1 SV=130590.8 23 3 10 12 7 2.76 232 570.77 Other hydrolase Other carbon metabolismPyrimidine Metabolism->Beta-Ureidopropionase;;High Quality
LEG3_HUMAN P17931 LGALS3 (MAC2)Galectin-3 OS=Homo sapiens GN=LGALS3 PE=1 SV=4 26170.8 11 7 0 3 3 2.75 233 564.70 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
ANX11_HUMAN P50995 ANXA11 (ANX11)Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=1 54373.7 24 4 40 22 11 2.74 234 551.88 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
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SRCA_HUMAN Q86TD4 SRL Sarcalumenin OS=Homo sapiens GN=SRL PE=2 SV=2 100771.9 45 12 31 19 25 2.74 235 546.65 Molecular function unclassifiedBiological process unclassified 0 High Quality
EF2_HUMAN P13639 EEF2 (EF2) Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=495322.1 60 1 63 27 27 2.74 236 546.13 Translation elongation factorProtein biosynthesis 0 High Quality
TALDO_HUMAN P37837 TALDO1 (TAL) (TALDO) (TALDOR)Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=237523.7 18 14 10 20 5 2.73 237 538.96 Transaldolase Pentose-phosphate shuntAngiogenesis->Beta-catenin;;Pentose phosphate pathway->Transaldolase;;Alzheimer disease-presenilin pathway->beta-catenin;;Cadherin signaling pathway->Beta-catenin;;p53 pathway feedback loops 2->beta-catenin;;Wnt signaling pathway->Beta-Catenin;;;;;;;High Quality
RINI_HUMAN P13489 RNH1 (PRI) (RNH)Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=249956.4 11 1 32 36 6 2.73 238 538.12 Other enzyme inhibitor Biological process unclassified 0 High Quality
KAP0_HUMAN P10644 PRKAR1A (PKR1) (PRKAR1) (TSE1)cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=142964.4 21 6 15 15 8 2.73 239 538.07 Kinase modulator Protein phosphorylation;Signal transductionTranscription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Protein kinase A, regulatory subunit;;GABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;High Quality
TXNL1_HUMAN O43396 TXNL1 (TRP32) (TXL) (TXNL)Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=332233.4 12 1 10 11 10 2.73 240 536.70 Other oxidoreductase Electron transport;Sulfur redox metabolism0 High Quality
HXK1_HUMAN P19367 HK1 Hexokinase-1 OS=Homo sapiens GN=HK1 PE=1 SV=3 102470.4 62 14 64 62 11 2.73 241 536.09 Carbohydrate kinase Glycolysis Pentose phosphate pathway->Hexokinase;;Glycolysis->Hexokinase;;Fructose galactose metabolism->Hexokinase;;;;High Quality
GDIR1_HUMAN P52565 ARHGDIA (GDIA1)Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=323189.5 13 3 10 12 3 2.73 242 532.67 Other signaling molecule;Other G-protein modulatorIntracellular signaling cascade 0 High Quality
CACP_HUMAN P43155 CRAT (CAT1) Carnitine O-acetyltransferase OS=Homo sapiens GN=CRAT PE=1 SV=470909.3 28 0 19 36 15 2.72 243 526.08 Acetyltransferase;AcyltransferaseAmino acid metabolism;Fatty acid metabolism0 High Quality
PSME2_HUMAN Q9UL46 PSME2 Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=327344.3 17 0 1 2 5 2.72 244 526.04 Other miscellaneous function proteinProteolysis Cell cycle->Proteasome;;High Quality
SYWC_HUMAN P23381 WARS (IFI53) (WRS)Tryptophanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=253149.6 27 8 15 12 12 2.72 245 523.17 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
AL4A1_HUMAN P30038 ALDH4A1 (ALDH4) (P5CDH)Delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH4A1 PE=1 SV=361702.4 20 7 18 17 17 2.72 246 523.09 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
GDIA_HUMAN P31150 GDI1 (GDIL) (OPHN2) (RABGDIA) (XAP4)Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=250566.1 18 7 24 12 13 2.71 247 511.06 G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
PSA7_HUMAN O14818 PSMA7 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=127869.1 14 0 15 14 5 2.71 248 510.47 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
OLA1_HUMAN Q9NTK5 OLA1 (GTPBP9) (PTD004) (PRO2455)Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=244727.4 18 3 11 10 18 2.70 249 504.10 Glycosyltransferase Protein glycosylation;Cell communication0 High Quality
TCP4_HUMAN P53999 SUB1 (PC4) (RPO2TC1)Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=314377.9 6 0 4 3 8 2.70 250 503.95 Transcription cofactor;Other DNA-binding proteinGeneral mRNA transcription activities;mRNA transcription regulation0 High Quality
FIBB_HUMAN P02675 FGB Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=255910.6 15 0 32 28 10 2.70 251 502.89 Other signaling molecule;Extracellular matrixBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Gs alpha subunit;;Blood coagulation->Fibrinogen;;High Quality
DCXR_HUMAN Q7Z4W1 DCXR L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=225894.2 7 3 31 11 3 2.70 252 501.97 Dehydrogenase;ReductaseOther metabolism 0 High Quality
NP1L4_HUMAN Q99733 NAP1L4 (NAP2)Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=142805.8 9 9 12 3 5 2.70 253 500.32 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
HEMO_HUMAN P02790 HPX Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=2 51658.5 15 0 18 24 10 2.70 254 495.89 Other transfer/carrier proteinVitamin/cofactor transport;Other coenzyme and prosthetic group metabolism;Transport0 High Quality
KCY_HUMAN P30085 CMPK1 (CMK) (CMPK) (UCK) (UMK) (UMPK)UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=322205 8 4 13 3 9 2.69 255 488.03 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism 0 High Quality
NDKB_HUMAN P22392 NME2 (NM23B)Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=117280.2 12 8 12 3 3 2.69 256 484.49 Nucleotide kinase Pyrimidine metabolismDe novo purine biosynthesis->GDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->UDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthHigh Quality
SAMP_HUMAN P02743 APCS (PTX2) Serum amyloid P-component OS=Homo sapiens GN=APCS PE=1 SV=225369.7 6 3 3 3 13 2.68 257 482.01 Antibacterial response protein;Other defense and immunity proteinOther immune and defense;Stress response;Cytokine/chemokine mediated immunity0 High Quality
IDHC_HUMAN O75874 IDH1 (PICD) Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=246642.5 20 0 14 5 42 2.68 258 481.34 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Isocitrate Dehydrogenase;;High Quality
CATB_HUMAN P07858 CTSB (CPSB) Cathepsin B OS=Homo sapiens GN=CTSB PE=1 SV=3 37803.2 4 1 19 7 11 2.68 259 479.03 Cysteine protease Proteolysis;Other oncogenesis 0 High Quality
CLIC1_HUMAN O00299 CLIC1 (NCC27)Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=426905.3 10 1 17 4 13 2.68 260 476.61 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
AIFM1_HUMAN O95831 AIFM1 (AIF) (PDCD8)Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=166883.5 30 7 28 13 18 2.68 261 476.17 Molecular function unclassifiedApoptosis Apoptosis signaling pathway->Apoptosis inducing factor;;High Quality
ABHDA_HUMAN Q9NUJ1 ABHD10 Abhydrolase domain-containing protein 10, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=133915.3 15 0 7 22 4 2.68 262 474.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
TPM2_HUMAN P07951 TPM2 (TMSB)Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=132833.7 15 35 11 9 7 2.67 263 470.70 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
PSME1_HUMAN Q06323 PSME1 (IFI5111)Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=128705.8 21 6 7 6 7 2.67 264 467.95 Other miscellaneous function proteinProteolysis 0 High Quality
TX1B3_HUMAN O14907 TAX1BP3 (TIP1)Tax1-binding protein 3 OS=Homo sapiens GN=TAX1BP3 PE=1 SV=213716.6 2 4 1 3 2 2.67 265 465.49 Molecular function unclassifiedBiological process unclassified 0 High Quality
PGS2_HUMAN P07585 DCN (SLRR1B)Decorin OS=Homo sapiens GN=DCN PE=1 SV=1 39730.2 18 0 5 9 15 2.67 266 464.55 Receptor;Extracellular matrixCell adhesion-mediated signaling;Skeletal development0 High Quality
MCCB_HUMAN Q9HCC0 MCCC2 (MCCB)Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=MCCC2 PE=1 SV=161316.7 25 5 23 16 12 2.66 267 460.71 Other ligase Amino acid catabolism 0 High Quality
SRCH_HUMAN P23327 HRC (HCP) Sarcoplasmic reticulum histidine-rich calcium-binding protein OS=Homo sapiens GN=HRC PE=2 SV=180220.4 39 18 13 17 9 2.66 268 459.97 Other select calcium binding proteinsCalcium ion homeostasis 0 High Quality
AK1A1_HUMAN P14550 AKR1A1 (ALDR1) (ALR)Alcohol dehydrogenase [NADP+] OS=Homo sapiens GN=AKR1A1 PE=1 SV=336555.6 15 3 13 8 9 2.66 269 459.61 Reductase Other metabolism 0 High Quality
DBLOH_HUMAN Q9NR28 DIABLO (SMAC)Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=127112.7 8 8 0 12 4 2.66 270 458.33 Molecular function unclassifiedBiological process unclassified 0 High Quality
GYS1_HUMAN P13807 GYS1 (GYS) Glycogen [starch] synthase, muscle OS=Homo sapiens GN=GYS1 PE=1 SV=283769.1 41 4 18 24 10 2.66 271 456.31 Synthase;GlycosyltransferaseGlycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Glycogen synthase D;;High Quality
ACOT1_HUMAN Q86TX2 ACOT1 (CTE1)Acyl-coenzyme A thioesterase 1 OS=Homo sapiens GN=ACOT1 PE=2 SV=146260.2 2 11 2 28 6 2.66 272 454.19 Molecular function unclassifiedBiological process unclassified 0 High Quality
CAH2_HUMAN P00918 CA2 Carbonic anhydrase 2 OS=Homo sapiens GN=CA2 PE=1 SV=229228.6 11 2 16 3 12 2.66 273 454.19 Dehydratase Other carbon metabolism 0 High Quality
TPPP3_HUMAN Q9BW30 TPPP3 (CGI-38)Tubulin polymerization-promoting protein family member 3 OS=Homo sapiens GN=TPPP3 PE=1 SV=118967.9 6 8 4 3 5 2.65 274 444.45 Serine protease Proteolysis 0 High Quality
PTMA_HUMAN P06454 PTMA (TMSA)Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=212184.5 2 0 2 3 5 2.65 275 443.95 Miscellaneous function Nucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
IC1_HUMAN P05155 SERPING1 (C1IN) (C1NH)Plasma protease C1 inhibitor OS=Homo sapiens GN=SERPING1 PE=1 SV=255137.5 16 0 6 14 16 2.65 276 443.64 Serine protease inhibitorProteolysis 0 High Quality
NAMPT_HUMAN P43490 NAMPT (PBEF) (PBEF1)Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=155504.5 22 6 16 17 8 2.65 277 441.75 Other cytokine Ligand-mediated signaling;Immunity and defense0 High Quality
EHD4_HUMAN Q9H223 EHD4 (HCA10) (HCA11) (PAST4) (FKSG7)EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=161159.6 26 5 16 22 9 2.64 278 436.78 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
MYH9_HUMAN P35579 MYH9 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 226519.5 127 61 79 29 53 2.64 279 436.07 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
ODPX_HUMAN O00330 PDHX (PDX1) Pyruvate dehydrogenase protein X component, mitochondrial OS=Homo sapiens GN=PDHX PE=1 SV=354105.8 14 12 20 7 14 2.64 280 433.88 Molecular function unclassifiedCarbohydrate metabolism;Coenzyme metabolism0 High Quality
PYGM_HUMAN P11217 PYGM Glycogen phosphorylase, muscle form OS=Homo sapiens GN=PYGM PE=1 SV=697076.8 78 4 39 26 15 2.64 281 433.55 Phosphorylase Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase a;;;High Quality
MACD1_HUMAN Q9BQ69 MACROD1 (LRP16)MACRO domain-containing protein 1 OS=Homo sapiens GN=MACROD1 PE=1 SV=235488 6 6 10 7 6 2.64 282 432.15 Other select calcium binding proteinsCell cycle control 0 High Quality
IPYR2_HUMAN Q9H2U2 PPA2 (HSPC124)Inorganic pyrophosphatase 2, mitochondrial OS=Homo sapiens GN=PPA2 PE=1 SV=237903.4 12 0 7 9 12 2.63 283 430.50 Pyrophosphatase Polyphosphate catabolism 0 High Quality
CO3_HUMAN P01024 C3 (CPAMD1)Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 187131.1 91 11 69 68 20 2.63 284 427.22 Complement componentComplement-mediated immunity0 High Quality
PFD4_HUMAN Q9NQP4 PFDN4 (PFD4)Prefoldin subunit 4 OS=Homo sapiens GN=PFDN4 PE=1 SV=115296.6 5 7 0 3 3 2.63 285 425.97 Molecular function unclassifiedBiological process unclassified 0 High Quality
K6PP_HUMAN Q01813 PFKP (PFKF) 6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=285579.4 44 5 45 9 25 2.63 286 425.23 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
IF4A2_HUMAN Q14240 EIF4A2 (DDX2B) (EIF4F)Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=246385.6 28 3 7 11 9 2.62 287 420.54 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
IPYR_HUMAN Q15181 PPA1 (IOPPP) (PP)Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=232642.6 17 1 7 6 9 2.62 288 418.90 Pyrophosphatase Polyphosphate catabolism 0 High Quality
MYOM2_HUMANP54296 MYOM2 Myomesin-2 OS=Homo sapiens GN=MYOM2 PE=2 SV=1164776.4 50 14 72 59 17 2.62 289 416.74 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
TCPB_HUMAN P78371 CCT2 (99D8.1) (CCTB)T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=457471.9 25 5 29 7 13 2.62 290 416.73 Chaperonin Protein folding;Protein complex assembly0 High Quality
BCAT2_HUMAN O15382 BCAT2 (BCATM) (BCT2) (ECA40)Branched-chain-amino-acid aminotransferase, mitochondrial OS=Homo sapiens GN=BCAT2 PE=1 SV=244270.2 17 0 18 18 4 2.62 291 415.84 Transporter;Membrane traffic proteinIntracellular protein traffic;Apoptosis0 High Quality
SBP1_HUMAN Q13228 SELENBP1 (SBP)Selenium-binding protein 1 OS=Homo sapiens GN=SELENBP1 PE=1 SV=252374 23 3 28 4 25 2.62 292 415.76 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 High Quality
PGM5_HUMAN Q15124 PGM5 (PGMRP)Phosphoglucomutase-like protein 5 OS=Homo sapiens GN=PGM5 PE=1 SV=262209.1 35 0 8 19 9 2.62 293 414.74 Mutase Monosaccharide metabolism 0 High Quality
PTRF_HUMAN Q6NZI2 PTRF (FKSG13)Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=143458.5 15 12 14 7 8 2.62 294 413.57 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
LIS1_HUMAN P43034 PAFAH1B1 (LIS1) (MDCR) (MDS) (PAFAHA)Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=246619.4 14 0 14 9 14 2.62 295 413.14 Esterase Neurogenesis;Cell structure and motility0 High Quality
TEBP_HUMAN Q15185 PTGES3 (P23) (TEBP)Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=118679.9 2 0 5 5 6 2.62 296 412.80 Molecular function unclassifiedBiological process unclassified 0 High Quality
QCR2_HUMAN P22695 UQCRC2 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=348425.4 26 4 15 14 4 2.62 297 412.18 Reductase;MetalloproteaseProteolysis;Electron transport 0 High Quality
CALU_HUMAN O43852 CALU Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 37089.6 6 7 3 10 8 2.61 298 411.77 Select calcium binding proteinCalcium mediated signaling 0 High Quality
VIME_HUMAN P08670 VIM Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 53634.6 16 22 20 6 15 2.61 299 410.95 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
ACDSB_HUMAN P45954 ACADSB Short/branched chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADSB PE=1 SV=147469.1 10 0 26 6 13 2.61 300 410.84 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
CN159_HUMAN Q7Z3D6 C14orf159 (UNQ2439/PRO5000)UPF0317 protein C14orf159, mitochondrial OS=Homo sapiens GN=C14orf159 PE=2 SV=266418.8 27 6 34 13 8 2.61 301 408.41 Molecular function unclassifiedBiological process unclassified 0 High Quality
RD23A_HUMAN P54725 RAD23A UV excision repair protein RAD23 homolog A OS=Homo sapiens GN=RAD23A PE=1 SV=139591.1 5 9 2 15 3 2.61 302 408.28 Damaged DNA-binding proteinDNA repair 0 High Quality
SKP1_HUMAN P63208 SKP1 (EMC19) (OCP2) (SKP1A) (TCEB1L)S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=218640.3 1 2 9 3 5 2.61 303 408.09 Ubiquitin-protein ligase Proteolysis;Chromosome segregation0 High Quality
APOH_HUMAN P02749 APOH (B2G1)Beta-2-glycoprotein 1 OS=Homo sapiens GN=APOH PE=1 SV=338280.5 1 1 12 11 6 2.61 304 407.43 Apolipoprotein Blood clotting 0 High Quality
KAP2_HUMAN P13861 PRKAR2A (PKR2) (PRKAR2)cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=245500.8 19 9 15 7 8 2.61 305 404.66 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatHigh Quality
SYIM_HUMAN Q9NSE4 IARS2 Isoleucyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2113776.1 36 2 22 8 10 2.60 306 398.05 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
DHSA_HUMAN P31040 SDHA (SDH2) (SDHF)Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=272673.7 23 4 35 21 7 2.60 307 396.44 Dehydrogenase Carbohydrate metabolism;Oxidative phosphorylation0 High Quality
FIBG_HUMAN P02679 FGG (PRO2061)Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=351495.3 16 0 18 17 6 2.59 308 391.69 Other signaling molecule;Extracellular matrixBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Blood coagulation->Fibrinogen;;;;;High Quality
AMPL_HUMAN P28838 LAP3 (LAPEP) (PEPS)Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=356149.7 24 9 26 18 4 2.59 309 389.40 G-protein coupled receptorG-protein mediated signaling;Cytokine and chemokine mediated signaling pathway;Cytokine/chemokine mediated immunity;Apoptosis;Neurogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Chemokine receptor;;Axon guidance mediated by Slit/Robo->Chemokine, CXC motif, receptor4;;;High Quality
ODBA_HUMAN P12694 BCKDHA 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial OS=Homo sapiens GN=BCKDHA PE=1 SV=250454 16 5 11 3 15 2.59 310 385.12 Dehydrogenase Amino acid catabolism 0 High Quality
TIM10_HUMAN P62072 TIMM10 (TIM10)Mitochondrial import inner membrane translocase subunit Tim10 OS=Homo sapiens GN=TIMM10 PE=1 SV=110314.9 2 3 0 1 4 2.59 311 384.90 Mitochondrial carrier proteinMitochondrial transport 0 Matchup
RS17_HUMAN P08708 RPS17 40S ribosomal protein S17 OS=Homo sapiens GN=RPS17 PE=1 SV=215532.5 2 0 4 6 4 2.58 312 382.74 Ribosomal protein Protein biosynthesis 0 High Quality
ACOT9_HUMAN Q9Y305 ACOT9 (CGI-16)Acyl-coenzyme A thioesterase 9 OS=Homo sapiens GN=ACOT9 PE=2 SV=146337.2 26 3 28 12 4 2.58 313 381.40 Esterase Fatty acid metabolism;Other metabolism0 High Quality
RHG01_HUMAN Q07960 ARHGAP1 (CDC42GAP) (RHOGAP1)Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=150419.9 18 0 7 11 9 2.58 314 379.59 Other G-protein modulatorCell motility PDGF signaling pathway->GTPase-activating protein Rho;;Cytoskeletal regulation by Rho GTPase->Rho-GTPase-activating proteins;;Angiogenesis->Rho GTPase;;VEGF signaling pathway->Rho GTPase;;;;;High Quality
TCPE_HUMAN P48643 CCT5 (CCTE) (KIAA0098)T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=159654.3 23 10 22 14 5 2.58 315 379.42 Chaperonin Protein folding;Protein complex assembly0 High Quality
TCPG_HUMAN P49368 CCT3 (CCTG) (TRIC5)T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=460517.4 21 2 20 4 7 2.58 316 378.50 Chaperonin Protein folding;Protein complex assembly0 High Quality
GLNA_HUMAN P15104 GLUL (GLNS) Glutamine synthetase OS=Homo sapiens GN=GLUL PE=1 SV=442046.9 2 0 3 3 11 2.58 317 378.00 Synthetase;Other ligase Amino acid biosynthesis;Nitrogen metabolismGlutamine glutamate conversion->Glutamine synthetase;;Glutamine glutamate conversion->Glutamine synthase;;;Matchup
LUM_HUMAN P51884 LUM (LDC) (SLRR2D)Lumican OS=Homo sapiens GN=LUM PE=1 SV=2 38413.5 8 0 13 14 4 2.58 318 377.21 Receptor;Extracellular matrixCell adhesion-mediated signaling;Vision0 High Quality
NDUA6_HUMAN P56556 NDUFA6 (LYRM6) (NADHB14)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6 OS=Homo sapiens GN=NDUFA6 PE=2 SV=215118.4 3 0 0 3 2 2.57 319 375.21 Dehydrogenase Oxidative phosphorylation 0 High Quality
MRLC2_HUMAN O14950 MYL12B Myosin regulatory light chain MRLC2 OS=Homo sapiens GN=MYLC2B PE=1 SV=219777.2 6 5 2 3 1 2.57 320 373.43 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
SEC13_HUMAN P55735 SEC13 (D3S1231E) (SEC13L1) (SEC13R)Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=335521.6 1 0 4 6 2 2.57 321 371.26 Membrane traffic regulatory proteinRNA localization;Constitutive exocytosis;Transport0 Matchup
TPM4_HUMAN P67936 TPM4 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=328504.4 8 10 9 7 5 2.57 322 369.01 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
SPB6_HUMAN P35237 SERPINB6 (PI6) (PTI)Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=3 42604.8 25 4 17 6 6 2.57 323 368.51 Serine protease inhibitorProteolysis 0 High Quality
ENPL_HUMAN P14625 HSP90B1 (TRA1)Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=192453.7 53 6 32 13 17 2.57 324 368.20 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
PDIA6_HUMAN Q15084 PDIA6 (TXNDC7)Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=148104.3 13 4 13 11 6 2.57 325 367.75 Other isomerase Protein disulfide-isomerase reaction0 High Quality
ASAH1_HUMAN Q13510 ASAH1 (ASAH) (HSD33) (HSD-33)Acid ceramidase OS=Homo sapiens GN=ASAH1 PE=1 SV=444633.1 14 10 12 11 3 2.56 326 366.16 Molecular function unclassifiedBiological process unclassified 0 High Quality
PANK4_HUMAN Q9NVE7 PANK4 Pantothenate kinase 4 OS=Homo sapiens GN=PANK4 PE=1 SV=185975.3 19 0 11 6 12 2.56 327 361.00 Other kinase Coenzyme metabolismCoenzyme A biosynthesis->Pantothenate kinase;;High Quality
ECHD1_HUMAN Q9NTX5 ECHDC1 Enoyl-CoA hydratase domain-containing protein 1 OS=Homo sapiens GN=ECHDC1 PE=2 SV=233681.3 12 0 3 3 17 2.55 328 353.23 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
LPP_HUMAN Q93052 LPP Lipoma-preferred partner OS=Homo sapiens GN=LPP PE=1 SV=165728.2 7 8 26 6 10 2.55 329 352.19 Actin binding cytoskeletal proteinCell communication;Muscle development;Oncogene;Cell structure;Cell motility0 High Quality
DC1I2_HUMAN Q13409 DYNC1I2 (DNCI2) (DNCIC2)Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=371437.8 6 9 4 5 5 2.55 330 352.14 Microtubule family cytoskeletal proteinRNA localization;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
PCCB_HUMAN P05166 PCCB Propionyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=PCCB PE=1 SV=358198 19 0 12 17 7 2.55 331 351.02 Other ligase Fatty acid biosynthesisSuccinate to proprionate conversion->Methylmalonyl-CoA decarboxylase;;Methylmalonyl pathway->Propionyl-CoA carboxylase;;;High Quality
PLCX3_HUMAN Q63HM9 PLCXD3 Phosphatidylinositol-specific phospholipase C X domain-containing protein 3 OS=Homo sapiens GN=PLCXD3 PE=2 SV=136283.1 11 0 0 9 7 2.54 332 348.92 Molecular function unclassifiedBiological process unclassified 0 High Quality
UBA1_HUMAN P22314 UBA1 (A1S9T) (UBE1)Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3117832.3 31 10 29 25 9 2.54 333 346.77 Nucleotidyltransferase Protein glycosylation 0 High Quality
CDC37_HUMAN Q16543 CDC37 (CDC37A)Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=144450.2 13 6 16 3 3 2.54 334 346.74 Other chaperones;Kinase activatorProtein folding;Other signal transduction;Cell cycle control;Cytokinesis;Cell proliferation and differentiation;Cell structure0 High Quality
PSA_HUMAN P55786 NPEPPS (PSA)Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2103261.1 57 3 29 20 8 2.54 335 345.36 Metalloprotease Proteolysis 0 High Quality
CNDP2_HUMAN Q96KP4 CNDP2 (CN2) (CPGL) (PEPA)Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=252861.7 25 15 17 5 5 2.54 336 344.41 Metalloprotease Protein phosphorylationArginine biosynthesis->N-acetylornithine deacetylase;;High Quality
NDRG4_HUMAN Q9ULP0 NDRG4 (BDM1) (KIAA1180)Protein NDRG4 OS=Homo sapiens GN=NDRG4 PE=2 SV=238440.3 6 0 9 13 3 2.54 337 343.84 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
C1TC_HUMAN P11586 MTHFD1 (MTHFC) (MTHFD)C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3101543.5 57 10 18 21 9 2.53 338 342.47 Synthase;Other oxidoreductase;Other hydrolase;Other ligaseAmino acid biosynthesis;Other metabolismFormyltetrahydroformate biosynthesis->Methylenetetrahydrofolate dehydrogenase;;High Quality
SAP_HUMAN P07602 PSAP (GLBA) (SAP1)Proactivator polypeptide OS=Homo sapiens GN=PSAP PE=1 SV=258094 4 3 6 9 11 2.53 339 338.05 Mitochondrial carrier proteinSmall molecule transport 0 High Quality
SAR1A_HUMAN Q9NR31 SAR1A (SAR1) (SARA) (SARA1)GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=122349.7 3 2 0 3 7 2.53 340 337.33 Small GTPase General vesicle transport 0 High Quality
STIP1_HUMAN P31948 STIP1 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=162624.1 12 19 21 6 12 2.53 341 336.52 Molecular function unclassifiedStress response 0 High Quality
SNAA_HUMAN P54920 NAPA (SNAPA)Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=333216.1 14 1 6 11 3 2.53 342 336.39 Other membrane traffic proteinIntracellular protein traffic 0 High Quality
GPX3_HUMAN P22352 GPX3 (GPXP) Glutathione peroxidase 3 OS=Homo sapiens GN=GPX3 PE=1 SV=225535.1 4 3 3 3 4 2.52 343 334.55 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
ODP2_HUMAN P10515 DLAT (DLTA) Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLAT PE=1 SV=265763.9 20 5 26 12 6 2.52 344 332.54 Molecular function unclassifiedCarbohydrate metabolism;Coenzyme metabolism0 High Quality
QOR_HUMAN Q08257 CRYZ Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=135189.3 19 3 15 3 7 2.52 345 331.35 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
VINC_HUMAN P18206 VCL Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 123783.2 111 57 72 24 5 2.52 346 330.07 Cell adhesion molecule;Non-motor actin binding proteinCell structure Integrin signalling pathway->Vinculin;;High Quality
HSP74_HUMAN P34932 HSPA4 (APG2)Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=494313.9 49 10 24 8 17 2.52 347 328.94 Hsp 70 family chaperoneProtein folding 0 High Quality
ABEC2_HUMAN Q9Y235 APOBEC2 Probable C->U-editing enzyme APOBEC-2 OS=Homo sapiens GN=APOBEC2 PE=1 SV=125685.8 10 0 8 6 2 2.52 348 328.49 Nucleic acid binding;DeaminasePyrimidine metabolism;Pre-mRNA processing0 High Quality
SSDH_HUMAN P51649 ALDH5A1 (SSADH)Succinate-semialdehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH5A1 PE=1 SV=257196.9 18 3 17 12 5 2.51 349 326.27 Dehydrogenase Amino acid metabolismGamma-aminobutyric acid synthesis->SSADH;;Aminobutyrate degradation->Succinate semialdehyde dehydrogenase;;;High Quality
IDH3G_HUMAN P51553 IDH3G Isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial OS=Homo sapiens GN=IDH3G PE=2 SV=142776.1 17 1 32 7 3 2.51 350 325.70 Dehydrogenase Tricarboxylic acid pathway 0 High Quality
GPDA_HUMAN P21695 GPD1 Glycerol-3-phosphate dehydrogenase [NAD+], cytoplasmic OS=Homo sapiens GN=GPD1 PE=1 SV=437549.6 13 0 18 6 5 2.51 351 325.16 Dehydrogenase Phospholipid metabolism 0 High Quality
ATP5I_HUMAN P56385 ATP5I (ATP5K)ATP synthase subunit e, mitochondrial OS=Homo sapiens GN=ATP5I PE=2 SV=27915.7 6 10 1 0 6 2.51 352 324.62 ATP synthase Biological process unclassified 0 High Quality
CATA_HUMAN P04040 CAT Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 59738.5 19 4 13 17 4 2.51 353 324.39 Other transferase Fatty acid metabolism 0 High Quality
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2AAA_HUMAN P30153 PPP2R1A Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=465291.7 16 6 25 13 4 2.51 354 322.61 Protein phosphatase Biological process unclassifiedFGF signaling pathway->protein phosphatase 2A;;High Quality
TBA4A_HUMAN P68366 TUBA4A (TUBA1)Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=149906.6 5 2 11 15 7 2.51 355 320.94 Molecular function unclassifiedBiological process unclassified 0 High Quality
CNN1_HUMAN P51911 CNN1 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=2 33153 8 6 16 3 5 2.51 356 320.21 Non-motor actin binding proteinMuscle contraction 0 High Quality
PPT1_HUMAN P50897 PPT1 (PPT) Palmitoyl-protein thioesterase 1 OS=Homo sapiens GN=PPT1 PE=1 SV=134176 5 0 2 4 13 2.50 357 319.01 Esterase Protein-lipid modification 0 High Quality
MPI_HUMAN P34949 MPI (PMI1) Mannose-6-phosphate isomerase OS=Homo sapiens GN=MPI PE=1 SV=246639 8 0 13 12 3 2.50 358 316.92 Isomerase Monosaccharide metabolismMannose metabolism->Mannose 6-P isomerase;;High Quality
DYL1_HUMAN P63167 DYNLL1 (DLC1) (DNCL1) (DNCLC1) (HDLC1)Dynein light chain 1, cytoplasmic OS=Homo sapiens GN=DYNLL1 PE=1 SV=110348.1 1 0 0 5 6 2.50 359 316.61 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
SBDS_HUMAN Q9Y3A5 SBDS (CGI-97)Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=428745.9 19 1 10 3 5 2.50 360 313.63 Transcription factor;NucleaseBiological process unclassified 0 High Quality
CSN5_HUMAN Q92905 COPS5 (CSN5) (JAB1)COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=437561.9 7 0 5 9 5 2.50 361 313.61 Other transcription factormRNA transcription PDGF signaling pathway->c-Jun;;High Quality
TCPQ_HUMAN P50990 CCT8 (CCTQ) (KIAA0002)T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=459603 31 3 20 7 8 2.50 362 313.08 Chaperonin Protein folding;Protein complex assembly0 High Quality
GSTM3_HUMAN P21266 GSTM3 (GST5)Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=326543.1 2 1 0 5 12 2.50 363 312.89 Other transferase Detoxification 0 High Quality
NEBL_HUMAN O76041 NEBL Nebulette OS=Homo sapiens GN=NEBL PE=1 SV=1 116438 54 32 30 16 11 2.49 364 310.80 Non-motor actin binding proteinMuscle contraction 0 High Quality
TCPA_HUMAN P17987 CCT1 (CCTA) (TCP1)T-complex protein 1 subunit alpha OS=Homo sapiens GN=CCT1 PE=1 SV=160327.2 17 5 19 6 10 2.49 365 308.17 Chaperonin Protein folding;Protein complex assembly0 High Quality
ARP2_HUMAN P61160 ACTR2 (ARP2)Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=144743.7 9 0 13 6 7 2.48 366 303.45 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureAlzheimer disease-presenilin pathway->actin;;Cadherin signaling pathway->Filamentous F-actin;;Huntington disease->Actin;;;;High Quality
CPT2_HUMAN P23786 CPT2 (CPT1) Carnitine O-palmitoyltransferase 2, mitochondrial OS=Homo sapiens GN=CPT2 PE=1 SV=273761.2 18 0 19 20 6 2.48 367 303.26 Acetyltransferase;AcyltransferaseAmino acid metabolism;Fatty acid metabolism0 High Quality
FLNC_HUMAN Q14315 FLNC (ABPL) (FLN2)Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=2 290934 143 37 95 46 17 2.48 368 302.90 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
B2L13_HUMAN Q9BXK5 BCL2L13 (MIL1) (CD003)Bcl-2-like 13 protein OS=Homo sapiens GN=BCL2L13 PE=1 SV=152705.2 2 0 1 3 3 2.48 369 301.24 Molecular function unclassifiedBiological process unclassified 0 High Quality
IGHA1_HUMAN P01876 IGHA1 Ig alpha-1 chain C region OS=Homo sapiens GN=IGHA1 PE=1 SV=237635.8 8 0 14 5 4 2.48 370 299.31 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
ADCK3_HUMAN Q8NI60 CABC1 (ADCK3) (PP265)Chaperone activity of bc1 complex-like, mitochondrial OS=Homo sapiens GN=CABC1 PE=1 SV=171933.9 15 4 15 14 5 2.47 371 297.29 Chaperone Oxidative phosphorylation;Other coenzyme and prosthetic group metabolism0 High Quality
SPRE_HUMAN P35270 SPR Sepiapterin reductase OS=Homo sapiens GN=SPR PE=1 SV=128031.5 17 4 8 3 2 2.47 372 296.03 Dehydrogenase;ReductaseOther metabolism 0 High Quality
DPYL2_HUMAN Q16555 DPYSL2 (CRMP2)Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=162276 25 9 33 15 2 2.46 373 291.66 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
UBP14_HUMAN P54578 USP14 (TGT) Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=356052.3 19 5 14 9 4 2.46 374 291.54 Cysteine protease Proteolysis 0 High Quality
OTUB1_HUMAN Q96FW1 OTUB1 (OTB1) (OTU1) (HSPC263)Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=231266.6 9 0 4 4 4 2.46 375 289.58 Other hydrolase Protein metabolism and modification;Immunity and defense0 High Quality
TBA8_HUMAN Q9NY65 TUBA8 (TUBAL2)Tubulin alpha-8 chain OS=Homo sapiens GN=TUBA8 PE=2 SV=150075.7 12 2 12 4 13 2.46 376 288.34 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motility0 High Quality
PSB7_HUMAN Q99436 PSMB7 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=129947.9 9 0 3 6 3 2.46 377 288.17 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
PEDF_HUMAN P36955 SERPINF1 (PEDF)Pigment epithelium-derived factor OS=Homo sapiens GN=SERPINF1 PE=1 SV=346326.4 10 4 4 3 3 2.46 378 288.12 Serine protease inhibitorProteolysis Blood coagulation->alpha2-antiplasmin;;Plasminogen activating cascade->alpha2 antiplasmin;;;High Quality
F13A_HUMAN P00488 F13A1 (F13A)Coagulation factor XIII A chain OS=Homo sapiens GN=F13A1 PE=1 SV=483249.3 27 1 27 10 9 2.46 379 288.10 Other transferase Blood clotting Blood coagulation->Factor XIII;;Blood coagulation->Factor XIIIa;;;High Quality
DHRS4_HUMAN Q9BTZ2 DHRS4 (UNQ851/PRO1800)Dehydrogenase/reductase SDR family member 4 OS=Homo sapiens GN=DHRS4 PE=1 SV=227553.6 9 0 4 3 4 2.46 380 287.81 Dehydrogenase;ReductaseOther metabolism 0 High Quality
ANXA3_HUMAN P12429 ANXA3 (ANX3)Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=3 36359.4 25 3 11 2 8 2.46 381 285.85 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
EST2_HUMAN O00748 CES2 (ICE) Carboxylesterase 2 OS=Homo sapiens GN=CES2 PE=1 SV=161789.3 21 3 6 5 7 2.46 382 285.12 Esterase Detoxification 0 High Quality
FIBA_HUMAN P02671 FGA Fibrinogen alpha chain OS=Homo sapiens GN=FGA PE=1 SV=294955.4 9 10 21 9 13 2.45 383 285.02 Other signaling molecule;Extracellular matrix glycoproteinBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Blood coagulation->Fibrinogen;;Plasminogen activating cascade->Fibrin degradation products;;;;;;High Quality
CAN2_HUMAN P17655 CAPN2 (CANPL2)Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=579995.1 21 2 14 8 4 2.45 384 283.51 Cysteine protease Proteolysis;Signal transductionHuntington disease->Calpain;;High Quality
GLU2B_HUMAN P14314 PRKCSH (G19P1)Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=259407.7 16 10 16 3 8 2.45 385 282.84 Other enzyme regulatorRegulation of carbohydrate metabolism;Protein glycosylation0 High Quality
GLRX3_HUMAN O76003 GLRX3 (PICOT) (TXNL2) (HUSSY-22)Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=237414.8 3 0 4 12 5 2.45 386 281.54 Other oxidoreductase Sulfur redox metabolism 0 High Quality
NACA_HUMAN Q13765 NACA (HSD48)Nascent polypeptide-associated complex subunit alpha OS=Homo sapiens GN=NACA PE=1 SV=123365.3 6 1 5 6 1 2.45 387 281.49 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
ACAD9_HUMAN Q9H845 ACAD9 Acyl-CoA dehydrogenase family member 9, mitochondrial OS=Homo sapiens GN=ACAD9 PE=1 SV=168744.8 10 1 5 11 16 2.45 388 280.86 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
ARPC2_HUMAN O15144 ARPC2 (ARC34) (PRO2446)Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=134315.7 20 0 2 11 2 2.45 389 280.76 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;;High Quality
MECR_HUMAN Q9BV79 MECR (NBRF1) (CGI-63)Trans-2-enoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=MECR PE=1 SV=140410 8 6 5 3 4 2.45 390 279.49 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
GDIB_HUMAN P50395 GDI2 (RABGDIB)Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=250647.5 32 3 10 3 6 2.44 391 278.53 G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
6PGD_HUMAN P52209 PGD (PGDH) 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=353123.9 13 2 4 4 10 2.44 392 276.22 Dehydrogenase Pentose-phosphate shuntPentose phosphate pathway->Gluconate Dehydrogenase;;High Quality
CLUS_HUMAN P10909 CLU (APOJ) (CLI) (KUB1) (AAG4)Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 52476.9 5 1 4 3 9 2.44 393 275.22 Molecular function unclassifiedApoptosis 0 High Quality
GLGB_HUMAN Q04446 GBE1 1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=280444.9 28 4 9 15 5 2.44 394 275.13 Amylase Glycogen metabolism 0 High Quality
ARK72_HUMAN O43488 AKR7A2 (AFAR) (AFAR1) (AKR7)Aflatoxin B1 aldehyde reductase member 2 OS=Homo sapiens GN=AKR7A2 PE=1 SV=339571 14 9 12 1 2 2.44 395 275.08 Reductase Other metabolism 0 High Quality
PABP4_HUMAN Q13310 PABPC4 (APP1) (PABP4)Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=170765.8 7 0 5 6 4 2.43 396 271.72 Other RNA-binding proteinmRNA polyadenylation;mRNA end-processing and stability0 High Quality
LDHD_HUMAN Q86WU2 LDHD Probable D-lactate dehydrogenase, mitochondrial OS=Homo sapiens GN=LDHD PE=1 SV=154851 8 7 36 3 6 2.43 397 270.67 Dehydrogenase Other carbohydrate metabolism;Electron transport0 High Quality
SDPR_HUMAN O95810 SDPR Serum deprivation-response protein OS=Homo sapiens GN=SDPR PE=1 SV=347154.9 4 8 7 6 4 2.43 398 270.48 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
PARVA_HUMAN Q9NVD7 PARVA (MXRA2)Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=1 42226.7 11 4 2 6 4 2.43 399 269.88 Actin and actin related proteinCell motility Integrin signalling pathway->Parvin;;High Quality
NIBA_HUMAN Q9BZQ8 FAM129A Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1103116.4 13 2 23 18 9 2.43 400 269.53 Molecular function unclassifiedOncogenesis 0 High Quality
COQ5_HUMAN Q5HYK3 COQ5 Ubiquinone biosynthesis methyltransferase COQ5, mitochondrial OS=Homo sapiens GN=COQ5 PE=2 SV=237123.1 17 0 7 6 3 2.43 401 269.49 Methyltransferase Other carbon metabolism 0 High Quality
HNRPD_HUMAN Q14103 HNRNPD (AUF1) (HNRPD)Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=138416.5 6 1 10 9 3 2.43 402 268.15 Molecular function unclassifiedBiological process unclassified 0 High Quality
FERM2_HUMAN Q96AC1 FERMT2 (KIND2) (MIG2) (PLEKHC1)Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=177845.9 32 1 12 11 6 2.43 403 267.76 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;High Quality
RSU1_HUMAN Q15404 RSU1 (RSP1) Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=331524.2 16 0 7 5 2 2.43 404 267.54 Growth factor;Kinase modulatorIntracellular signaling cascade 0 High Quality
COQ3_HUMAN Q9NZJ6 COQ3 (UG0215E05)Hexaprenyldihydroxybenzoate methyltransferase, mitochondrial OS=Homo sapiens GN=COQ3 PE=2 SV=240980.1 9 0 5 6 4 2.43 405 266.97 Methyltransferase Coenzyme metabolism 0 High Quality
A2MG_HUMAN P01023 A2M (CPAMD5) (FWP007)Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=1163258.8 14 0 33 43 13 2.43 406 266.36 Other cytokine;Serine protease inhibitorProteolysis;Ligand-mediated signaling;Immunity and defenseBlood coagulation->alpha-2-macroglobulin;;High Quality
AASS_HUMAN Q9UDR5 AASS Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Homo sapiens GN=AASS PE=1 SV=1102117.4 30 3 16 5 20 2.42 407 264.98 Dehydrogenase;ReductaseAmino acid catabolism 0 High Quality
TCPZ_HUMAN P40227 CCT6A (CCT6) (CCTZ)T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=358007.3 19 3 18 7 5 2.42 408 262.61 Chaperonin Protein folding;Protein complex assembly0 High Quality
TCPH_HUMAN Q99832 CCT7 (CCTH) (NIP7-1)T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=259349.8 18 0 15 7 6 2.42 409 261.96 Chaperonin Protein folding;Protein complex assembly0 High Quality
GCST_HUMAN P48728 AMT (GCST) Aminomethyltransferase, mitochondrial OS=Homo sapiens GN=AMT PE=1 SV=143927.6 5 0 6 4 8 2.41 410 258.37 Dehydrogenase Amino acid catabolism;Other metabolism0 High Quality
TRAP1_HUMAN Q12931 TRAP1 (HSP75)Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=380094.9 25 1 7 3 35 2.41 411 258.03 Hsp 90 family chaperoneProtein folding;Stress response0 High Quality
LASP1_HUMAN Q14847 LASP1 (MLN50)LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=229698.8 2 6 0 3 4 2.41 412 257.34 Non-motor actin binding proteinMuscle contraction 0 High Quality
MARE3_HUMAN Q9UPY8 MAPRE3 Microtubule-associated protein RP/EB family member 3 OS=Homo sapiens GN=MAPRE3 PE=1 SV=131964.8 3 0 4 2 6 2.41 413 257.21 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
ROA2_HUMAN P22626 HNRNPA2B1 (HNRPA2B1)Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=237412.3 5 3 5 4 5 2.41 414 256.01 Molecular function unclassifiedBiological process unclassified 0 High Quality
PURA1_HUMAN Q8N142 ADSSL1 (ADSS1)Adenylosuccinate synthetase isozyme 1 OS=Homo sapiens GN=ADSSL1 PE=1 SV=150190.8 23 6 19 5 3 2.41 415 255.50 Synthetase;Other ligase Nucleoside, nucleotide and nucleic acid metabolismWnt signaling pathway->NFAT Target Genes;;De novo purine biosynthesis->Adenylosuccinate synthase;;;High Quality
FA9_HUMAN P00740 F9 Coagulation factor IX OS=Homo sapiens GN=F9 PE=1 SV=251759.6 7 0 6 4 12 2.40 416 253.59 Oxidoreductase;Serine protease;Defense/immunity protein;Calmodulin related protein;AnnexinProteolysis;Blood clottingBlood coagulation->Factor XI;;Blood coagulation->Factor IXa;;Blood coagulation->FXIa;;Blood coagulation->Factor IX;;;;;High Quality
LRC20_HUMAN Q8TCA0 LRRC20 (UNQ2429/PRO4989)Leucine-rich repeat-containing protein 20 OS=Homo sapiens GN=LRRC20 PE=2 SV=120491.7 6 1 0 3 1 2.40 417 252.96 Molecular function unclassifiedBiological process unclassified 0 High Quality
PA2G4_HUMAN Q9UQ80 PA2G4 (EBP1)Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=343768.7 14 4 11 4 4 2.40 418 252.93 Other transcription factor;Other nucleic acid bindingProtein biosynthesis;Cell proliferation and differentiation0 High Quality
CFAB_HUMAN P00751 CFB (BF) (BFD)Complement factor B OS=Homo sapiens GN=CFB PE=1 SV=285515.2 25 0 21 9 8 2.40 419 249.80 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
MSRB3_HUMAN Q8IXL7 MSRB3 (UNQ1965/PRO4487)Methionine-R-sulfoxide reductase B3, mitochondrial OS=Homo sapiens GN=MSRB3 PE=1 SV=119992.3 1 0 3 4 3 2.40 420 249.54 Reductase Protein modification;Stress response0 High Quality
FKBP4_HUMAN Q02790 FKBP4 FK506-binding protein 4 OS=Homo sapiens GN=FKBP4 PE=1 SV=351787.9 7 1 21 1 3 2.40 421 249.43 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
HNRPK_HUMAN P61978 HNRNPK (HNRPK)Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=150960.5 6 21 10 5 2 2.40 422 248.75 Ribonucleoprotein mRNA transcription;Pre-mRNA processing;Translational regulation;Signal transduction;Nuclear transport;Induction of apoptosis0 High Quality
ATPF1_HUMAN Q5TC12 ATPAF1 (ATP11)ATP synthase mitochondrial F1 complex assembly factor 1 OS=Homo sapiens GN=ATPAF1 PE=1 SV=136418.9 18 3 9 7 1 2.39 423 246.91 Chaperone Protein complex assembly;Other metabolism0 High Quality
HIBCH_HUMAN Q6NVY1 HIBCH 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Homo sapiens GN=HIBCH PE=1 SV=243466 17 5 9 1 11 2.39 424 245.39 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
RAB21_HUMAN Q9UL25 RAB21 (KIAA0118)Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=324329.9 3 0 8 3 3 2.39 425 244.75 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
DCMC_HUMAN O95822 MLYCD Malonyl-CoA decarboxylase, mitochondrial OS=Homo sapiens GN=MLYCD PE=1 SV=354986.4 20 6 10 3 6 2.39 426 243.14 Molecular function unclassifiedBiological process unclassified 0 High Quality
NDUAA_HUMAN O95299 NDUFA10 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 10, mitochondrial OS=Homo sapiens GN=NDUFA10 PE=1 SV=140733.7 7 0 11 5 4 2.38 427 242.32 Oxidoreductase Oxidative phosphorylation 0 High Quality
NDUS1_HUMAN P28331 NDUFS1 NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial OS=Homo sapiens GN=NDUFS1 PE=1 SV=379450.5 30 3 23 8 5 2.38 428 240.31 Reductase Electron transport 0 High Quality
PURA_HUMAN Q00577 PURA (PUR1) Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=234893.1 4 0 6 5 4 2.38 429 240.17 Other transcription factor;Single-stranded DNA-binding protein;Other DNA-binding proteinGeneral mRNA transcription activities0 High Quality
TKT_HUMAN P29401 TKT Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 67861.4 10 5 8 3 11 2.38 430 239.89 Transketolase Pentose-phosphate shunt;Vitamin metabolism0 High Quality
STRAP_HUMAN Q9Y3F4 STRAP (MAWD) (UNRIP)Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=138421.4 8 0 3 3 2 2.38 431 239.81 Other miscellaneous function proteinReceptor protein serine/threonine kinase signaling pathway0 High Quality
DESM_HUMAN P17661 DES Desmin OS=Homo sapiens GN=DES PE=1 SV=3 53518.6 9 7 24 2 11 2.38 432 238.76 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
GDE_HUMAN P35573 AGL (GDE) Glycogen debranching enzyme OS=Homo sapiens GN=AGL PE=1 SV=3174749.6 26 7 53 15 15 2.38 433 238.55 Glycosyltransferase;GlycosidaseGlycogen metabolism 0 High Quality
ACTZ_HUMAN P61163 ACTR1A (CTRN1)Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=142597.2 10 0 7 6 2 2.37 434 236.51 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureCytoskeletal regulation by Rho GTPase->Actin;;Nicotinic acetylcholine receptor signaling pathway->Actin;;Alzheimer disease-presenilin pathway->actin;;Wnt signaling pathway->NFAT Target Genes;;Cadherin signaling pathway->Filamentous F-actin;;Integrin signaHigh Quality
PDIA4_HUMAN P13667 PDIA4 (ERP70) (ERP72)Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=272916 28 4 12 7 7 2.37 435 236.12 Other isomerase Protein disulfide-isomerase reaction0 High Quality
IF4H_HUMAN Q15056 EIF4H (KIAA0038) (WBSCR1) (WSCR1)Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=527368 9 11 2 3 1 2.37 436 234.77 Translation initiation factorProtein biosynthesis 0 High Quality
MAOM_HUMAN P23368 ME2 NAD-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME2 PE=1 SV=165428.2 12 0 14 7 5 2.37 437 234.01 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
TXND4_HUMAN Q9BS26 ERP44 Thioredoxin domain-containing protein 4 OS=Homo sapiens GN=TXNDC4 PE=1 SV=146954.5 5 5 8 5 3 2.37 438 233.63 Other isomerase Protein disulfide-isomerase reaction0 High Quality
GCDH_HUMAN Q92947 GCDH Glutaryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=GCDH PE=1 SV=148110.5 14 1 19 6 2 2.37 439 231.92 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
PSD7_HUMAN P51665 PSMD7 (MOV34L)26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=237007.5 12 0 3 6 3 2.36 440 231.51 Other miscellaneous function proteinProteolysis;Developmental processes;Cell cycle control;Cell proliferation and differentiationCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
BZW2_HUMAN Q9Y6E2 BZW2 (HSPC028) (MSTP017)Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=148146 16 2 1 3 4 2.36 441 231.08 Nuclease;Translation initiation factorProtein biosynthesis;Translational regulation;Other protein metabolism0 High Quality
ULA1_HUMAN Q13564 NAE1 (APPBP1) (HPP1)NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=160230.3 9 0 4 8 8 2.36 442 230.73 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
CSN3_HUMAN Q9UNS2 COPS3 (CSN3)COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=347856.5 5 2 7 5 3 2.36 443 230.24 Other enzyme activator Proteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
NIPS1_HUMAN Q9BPW8 NIPSNAP1 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=133292.9 7 0 0 3 10 2.36 444 229.87 Membrane traffic proteinGeneral vesicle transport 0 High Quality
CATZ_HUMAN Q9UBR2 CTSZ Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 33850.2 4 0 6 9 1 2.36 445 229.83 Cysteine protease Proteolysis 0 High Quality
EF1A3_HUMAN Q5VTE0 EEF1AL3 (Putative elongation factor 1-alpha-like 3) Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150167.4 11 0 0 9 9 2.36 446 228.44 Translation elongation factorTranslational regulation 0 High Quality
PSB1_HUMAN P20618 PSMB1 (PSC5)Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=226472.5 6 0 8 6 1 2.36 447 228.34 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
SMYD1_HUMAN Q8NB12 SMYD1 SET and MYND domain-containing protein 1 OS=Homo sapiens GN=SMYD1 PE=2 SV=156598.7 27 0 21 8 2 2.36 448 227.61 Transcription cofactor mRNA transcription regulation;Cell proliferation and differentiation0 High Quality
TRXR2_HUMAN Q9NNW7 TXNRD2 (KIAA1652) (TRXR2)Thioredoxin reductase 2, mitochondrial OS=Homo sapiens GN=TXNRD2 PE=1 SV=356487.8 9 3 19 8 2 2.36 449 227.39 Reductase Electron transport;Other metabolism0 High Quality
MK01_HUMAN P28482 MAPK1 (ERK2) (PRKM1) (PRKM2)Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=341373.9 6 2 1 4 2 2.35 450 225.44 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAngiotensin II-stimulated signaling through G proteins and beta-arrestin->mitogen-activated protein kinase;;Interleukin signaling pathway->Extracellular signal-regulated kinase family;;Ras Pathway->Extracellular signal-regulated kinase;;B cell activation-High Quality
ATPD_HUMAN P30049 ATP5D ATP synthase subunit delta, mitochondrial OS=Homo sapiens GN=ATP5D PE=1 SV=217471.9 5 6 8 16 0 2.35 451 223.27 Hydrogen transporter;Synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Electron transport;Cation transport0 High Quality
LPPRC_HUMAN P42704 LRPPRC (LRP130)Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3157894.2 25 0 20 3 9 2.34 452 220.27 Serine/threonine protein kinase receptor;Protein kinaseProtein phosphorylation 0 High Quality
RS2_HUMAN P15880 RPS2 (RPS4) 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=231307.2 9 0 1 4 3 2.34 453 220.05 Ribosomal protein Protein biosynthesis 0 High Quality
MIF_HUMAN P14174 MIF (GLIF) (MMIF)Macrophage migration inhibitory factor OS=Homo sapiens GN=MIF PE=1 SV=412458.5 5 5 5 26 0 2.34 454 219.40 Cytokine Macrophage-mediated immunity0 High Quality
UN45B_HUMAN Q8IWX7 UNC45B (CMYA4) (UNC45)UNC45 homolog B OS=Homo sapiens GN=UNC45B PE=2 SV=1103718.4 39 0 17 10 9 2.34 455 218.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
TPM3_HUMAN P06753 TPM3 Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=132802.2 5 9 0 6 4 2.34 456 216.43 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
MPPA_HUMAN Q10713 PMPCA (INPP5E) (KIAA0123) (MPPA)Mitochondrial-processing peptidase subunit alpha OS=Homo sapiens GN=PMPCA PE=1 SV=258235.8 11 1 6 4 1 2.34 457 216.32 Reductase;Esterase;MetalloproteaseProteolysis;Electron transport 0 High Quality
K1881_HUMAN Q96Q06 KIAA1881 Protein KIAA1881 OS=Homo sapiens GN=KIAA1881 PE=2 SV=2134407 25 8 99 11 9 2.33 458 216.23 Molecular function unclassifiedBiological process unclassified 0 High Quality
CV028_HUMAN Q9Y3I0 C22orf28 (HSPC117)UPF0027 protein C22orf28 OS=Homo sapiens GN=C22orf28 PE=1 SV=155192.2 9 2 18 9 2 2.33 459 215.15 Molecular function unclassifiedBiological process unclassified 0 High Quality
HYES_HUMAN P34913 EPHX2 Epoxide hydrolase 2 OS=Homo sapiens GN=EPHX2 PE=1 SV=262599.1 12 2 10 5 4 2.33 460 212.09 Hydrolase Detoxification;Other metabolism0 High Quality
PUR2_HUMAN P22102 GART (PGFT) (PRGS)Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1107750.4 12 0 17 3 6 2.32 461 211.30 Other ligase Purine metabolism De novo purine biosynthesis->Phosphoribosylamine glycine ligase;;High Quality
ACY1_HUMAN Q03154 ACY1 Aminoacylase-1 OS=Homo sapiens GN=ACY1 PE=1 SV=1 45866.3 7 3 6 3 1 2.32 462 210.80 Other hydrolase;MetalloproteaseAmino acid biosynthesis 0 High Quality
CAD13_HUMAN P55290 CDH13 (CDHH)Cadherin-13 OS=Homo sapiens GN=CDH13 PE=1 SV=1 78269.6 13 10 5 3 7 2.32 463 207.65 Cadherin Cell adhesion-mediated signaling;Cell adhesion;OncogenesisWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;High Quality
CERU_HUMAN P00450 CP Ceruloplasmin OS=Homo sapiens GN=CP PE=1 SV=1 122189.9 13 2 14 24 5 2.32 464 207.63 Other transporter;Other transfer/carrier protein;OxidaseOther homeostasis activities 0 High Quality
PCCA_HUMAN P05165 PCCA Propionyl-CoA carboxylase alpha chain, mitochondrial OS=Homo sapiens GN=PCCA PE=1 SV=377336.1 29 3 28 9 3 2.32 465 207.25 Other ligase Gluconeogenesis Methylmalonyl pathway->Propionyl-CoA carboxylase;;High Quality
SNX6_HUMAN Q9UNH7 SNX6 Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=1 46632.4 9 1 4 2 13 2.32 466 207.16 Membrane traffic regulatory proteinIntracellular protein traffic 0 High Quality
SEP11_HUMAN Q9NVA2 SEP11 Septin-11 OS=Homo sapiens GN=SEPT11 PE=1 SV=3 49381.1 11 4 7 2 6 2.32 467 207.01 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 High Quality
ACSF2_HUMAN Q96CM8 ACSF2 (UNQ493/PRO1009)Acyl-CoA synthetase family member 2, mitochondrial OS=Homo sapiens GN=ACSF2 PE=1 SV=268107.5 10 0 10 9 4 2.31 468 204.80 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
FKBP5_HUMAN Q13451 FKBP5 (AIG6) (FKBP51)FK506-binding protein 5 OS=Homo sapiens GN=FKBP5 PE=1 SV=251195.6 2 5 4 3 6 2.31 469 204.78 Other chaperones;Other isomeraseProtein folding;Calcium mediated signaling;T-cell mediated immunity;Other neuronal activity;Cell cycle control0 High Quality
PREP_HUMAN Q5JRX3 PITRM1 (KIAA1104) (MP1)Presequence protease, mitochondrial OS=Homo sapiens GN=PITRM1 PE=1 SV=2117439.4 20 6 10 5 16 2.31 470 204.46 Metalloprotease Proteolysis 0 High Quality
LONM_HUMAN P36776 LONP1 (PRSS15)Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=2 SV=2106473.3 48 0 32 6 8 2.31 471 204.17 Serine protease Proteolysis 0 High Quality
PDK1_HUMAN Q15118 PDK1 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 1, mitochondrial OS=Homo sapiens GN=PDK1 PE=1 SV=149227.8 8 1 6 7 3 2.31 472 203.20 Protein kinase Protein phosphorylationTCA cycle->Pyruvate Dehydrogenase;;High Quality
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PLST_HUMAN P13797 PLS3 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=3 70420.5 17 0 10 1 4 2.31 473 202.53 Non-motor actin binding proteinCell structure 0 High Quality
VDAC2_HUMAN P45880 VDAC2 Voltage-dependent anion-selective channel protein 2 OS=Homo sapiens GN=VDAC2 PE=1 SV=231549.3 8 0 9 1 5 2.30 474 200.21 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
AT2A2_HUMAN P16615 ATP2A2 (ATP2B)Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1114740.8 15 2 20 16 5 2.30 475 200.05 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
SH3L3_HUMAN Q9H299 SH3BGRL3 (P1725)SH3 domain-binding glutamic acid-rich-like protein 3 OS=Homo sapiens GN=SH3BGRL3 PE=1 SV=110419.8 2 6 8 9 0 2.30 476 197.83 Molecular function unclassifiedBiological process unclassified 0 High Quality
DCD_HUMAN P81605 DCD (AIDD) (DSEP)Dermcidin OS=Homo sapiens GN=DCD PE=1 SV=2 11266.1 7 8 5 13 0 2.29 477 197.20 Molecular function unclassifiedBiological process unclassified 0 High Quality
SYG_HUMAN P41250 GARS Glycyl-tRNA synthetase OS=Homo sapiens GN=GARS PE=1 SV=283123.5 10 1 6 11 7 2.29 478 195.92 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
SAKS1_HUMAN Q04323 UBXN1 SAPK substrate protein 1 OS=Homo sapiens GN=SAKS1 PE=1 SV=233307.4 2 3 3 1 6 2.29 479 194.85 Other miscellaneous function proteinProteolysis 0 High Quality
KINH_HUMAN P33176 KIF5B (KNS) (KNS1)Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1109668.3 36 15 18 6 8 2.29 480 193.96 Microtubule binding motor proteinIntracellular protein traffic;Cell structure0 High Quality
CFAH_HUMAN P08603 CFH (HF) (HF1) (HF2)Complement factor H OS=Homo sapiens GN=CFH PE=1 SV=4139078.2 2 0 22 3 8 2.28 481 192.57 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
LIMS1_HUMAN P48059 LIMS1 (PINCH) (PINCH1)LIM and senescent cell antigen-like-containing domain protein 1 OS=Homo sapiens GN=LIMS1 PE=1 SV=437232.7 0 0 12 1 2 2.28 482 192.56 Actin binding cytoskeletal protein;Structural proteinOther receptor mediated signaling pathway;Cell motilityIntegrin signalling pathway->PINCH;;High Quality
S10A9_HUMAN P06702 S100A9 (CAGB) (CFAG) (MRP14)Protein S100-A9 OS=Homo sapiens GN=S100A9 PE=1 SV=113224.3 4 15 5 13 0 2.28 483 192.17 Calmodulin related proteinMacrophage-mediated immunity;Cell motility0 High Quality
K1C10_HUMAN P13645 KRT10 (KPP) Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=459494.3 44 38 9 58 0 2.28 484 190.27 Intermediate filament;Structural proteinCell structure 0 High Quality
PPR1A_HUMAN Q13522 PPP1R1A (IPP1)Protein phosphatase 1 regulatory subunit 1A OS=Homo sapiens GN=PPP1R1A PE=1 SV=118921.3 0 1 5 1 2 2.28 485 188.72 Other signaling molecule;Phosphatase inhibitorG-protein mediated signaling;Other intracellular signaling cascade;Other neuronal activity0 High Quality
MYH6_HUMAN P13533 MYH6 (MYHCA)Myosin-6 OS=Homo sapiens GN=MYH6 PE=1 SV=3 223677.5 21 10 23 1 198 2.28 486 188.56 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
OPA1_HUMAN O60313 OPA1 (KIAA0567)Dynamin-like 120 kDa protein, mitochondrial OS=Homo sapiens GN=OPA1 PE=1 SV=2111642.9 36 4 29 6 9 2.28 487 188.52 Transcription cofactor;Nucleic acid bindingmRNA transcription regulation0 High Quality
METK2_HUMAN P31153 MAT2A (AMS2) (MATA2)S-adenosylmethionine synthetase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=143642.8 7 1 4 5 2 2.27 488 186.10 Nucleotidyltransferase Other amino acid metabolismS adenosyl methionine biosynthesis->S-Adenosyl methionine synthetase;;High Quality
TXLNB_HUMAN Q8N3L3 TXLNB (C6orf198) (MDP77)Beta-taxilin OS=Homo sapiens GN=TXLNB PE=1 SV=3 76501.2 4 1 9 5 3 2.27 489 184.60 Antibacterial response proteinGeneral vesicle transport 0 High Quality
NUCL_HUMAN P19338 NCL Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 76597.9 11 7 8 4 8 2.26 490 183.27 Other RNA-binding proteinrRNA metabolism 0 High Quality
MYOM1_HUMANP52179 MYOM1 Myomesin-1 OS=Homo sapiens GN=MYOM1 PE=1 SV=1162435.3 15 0 22 16 16 2.26 491 182.81 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
LAMB1_HUMAN P07942 LAMB1 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=1198045.3 22 7 14 6 10 2.26 492 181.70 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
RT09_HUMAN P82933 MRPS9 (RPMS9)28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=145806 3 0 2 3 4 2.26 493 181.40 Ribonucleoprotein;Ribosomal proteinProtein biosynthesis 0 High Quality
CHM1B_HUMAN Q7LBR1 CHMP1B (C18orf2)Charged multivesicular body protein 1b OS=Homo sapiens GN=CHMP1B PE=1 SV=122091.3 2 2 1 1 3 2.26 494 181.29 Membrane traffic proteinGeneral vesicle transport 0 Matchup
CYGB_HUMAN Q8WWM9 CYGB (STAP) Cytoglobin OS=Homo sapiens GN=CYGB PE=1 SV=1 21386.1 4 0 0 3 2 2.26 495 180.67 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
HMGCL_HUMAN P35914 HMGCL Hydroxymethylglutaryl-CoA lyase, mitochondrial OS=Homo sapiens GN=HMGCL PE=1 SV=234342.3 6 0 2 3 3 2.26 496 180.45 Other lyase Acyl-CoA metabolism 0 High Quality
IF2M_HUMAN P46199 MTIF2 Translation initiation factor IF-2, mitochondrial OS=Homo sapiens GN=MTIF2 PE=2 SV=181327.1 8 0 7 7 9 2.25 497 178.71 Translation initiation factor;HydrolaseProtein biosynthesis 0 High Quality
CRIP1_HUMAN P50238 CRIP1 (CRIP) Cysteine-rich protein 1 OS=Homo sapiens GN=CRIP1 PE=1 SV=38514.7 2 1 4 0 20 2.25 498 177.74 Actin binding cytoskeletal proteinMuscle development 0 Matchup
DCTN2_HUMAN Q13561 DCTN2 (DCTN50)Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=444213.7 8 8 15 1 4 2.25 499 177.48 Microtubule binding motor proteinGeneral vesicle transport;Synaptic transmission;Chromosome segregation;Cell proliferation and differentiation;Cell structure0 High Quality
KU70_HUMAN P12956 XRCC6 (G22P1)ATP-dependent DNA helicase 2 subunit 1 OS=Homo sapiens GN=XRCC6 PE=1 SV=269828.4 14 1 7 6 5 2.25 500 175.85 DNA helicase DNA repair;DNA recombination;Immunity and defense0 High Quality
LAMC1_HUMAN P11047 LAMC1 (LAMB2)Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=2177587.1 23 12 21 8 12 2.24 501 175.19 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
F262_HUMAN O60825 PFKFB2 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2 OS=Homo sapiens GN=PFKFB2 PE=1 SV=258460 16 1 7 2 6 2.24 502 174.17 Carbohydrate phosphataseGlycolysis;Monosaccharide metabolism0 High Quality
TCPD_HUMAN P50991 CCT4 (CCTD) (SRB)T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=457907.9 22 3 17 1 7 2.24 503 174.16 Chaperonin Protein folding;Protein complex assembly0 High Quality
ACS2L_HUMAN Q9NUB1 ACSS1 (ACAS2L) (KIAA1846)Acetyl-coenzyme A synthetase 2-like, mitochondrial OS=Homo sapiens GN=ACSS1 PE=2 SV=274838.6 19 0 8 4 6 2.24 504 172.69 Synthetase;Other ligase Fatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
PUR9_HUMAN P31939 ATIC (PURH) (OK/SW-cl.86)Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=364598.5 20 2 30 5 2 2.24 505 172.54 Methyltransferase;Other hydrolasePurine metabolism De novo purine biosynthesis->AICAR transformylase;;De novo purine biosynthesis->IMP cyclohydrolase;;;High Quality
PDC6I_HUMAN Q8WUM4 PDCD6IP (AIP1) (ALIX) (KIAA1375)Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=196007.4 47 0 23 3 7 2.23 506 171.64 Transmembrane receptor regulatory/adaptor proteinInduction of apoptosis;Cell proliferation and differentiation0 High Quality
PDCD5_HUMAN O14737 PDCD5 (TFAR19)Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=314267.3 8 15 5 7 0 2.22 507 167.09 Select regulatory moleculeInduction of apoptosis;Apoptotic processes0 High Quality
NDUV1_HUMAN P49821 NDUFV1 (UQOR1)NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=Homo sapiens GN=NDUFV1 PE=1 SV=450799.8 15 4 20 1 3 2.22 508 166.00 Dehydrogenase;ReductaseOxidative phosphorylation 0 High Quality
TIM13_HUMAN Q9Y5L4 TIMM13 (TIM13B) (TIMM13A) (TIMM13B)Mitochondrial import inner membrane translocase subunit Tim13 OS=Homo sapiens GN=TIMM13 PE=1 SV=110482.2 5 2 10 0 34 2.22 509 165.43 Other miscellaneous function proteinIntracellular protein traffic;Protein targeting;Transport;Hearing0 High Quality
FLNA_HUMAN P21333 FLNA (FLN) (FLN1)Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 280711.4 74 18 52 13 11 2.22 510 164.70 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
NUBPL_HUMAN Q8TB37 NUBPL (C14orf127)Nucleotide-binding protein-like OS=Homo sapiens GN=NUBPL PE=1 SV=334064.8 10 0 5 1 3 2.21 511 163.43 Other hydrolase Protein metabolism and modification0 High Quality
UBP5_HUMAN P45974 USP5 (ISOT) Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=295770.1 28 1 14 11 2 2.21 512 163.00 Cysteine protease Proteolysis 0 High Quality
NDKA_HUMAN P15531 NME1 (NDPKA) (NM23)Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=117130.7 1 0 0 3 5 2.21 513 162.90 Nucleotide kinase Pyrimidine metabolismDe novo purine biosynthesis->GDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->UDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthMatchup
ORN_HUMAN Q9Y3B8 REXO2 (SFN) (SMFN) (CGI-114)Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=326815.7 4 1 3 3 1 2.21 514 161.65 Molecular function unclassifiedBiological process unclassified 0 High Quality
COX17_HUMAN Q14061 COX17 Cytochrome c oxidase copper chaperone OS=Homo sapiens GN=COX17 PE=1 SV=26897.2 2 3 8 0 7 2.21 515 161.37 Transfer/carrier proteinOxidative phosphorylation 0 High Quality
DHB4_HUMAN P51659 HSD17B4 (EDH17B4)Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=379670.4 16 3 18 3 5 2.21 516 160.34 Dehydrogenase;ReductaseSteroid metabolism Androgen/estrogene/progesterone biosynthesis->Estradiol 17beta-dehydrogenase;;High Quality
TLN1_HUMAN Q9Y490 TLN1 (KIAA1027) (TLN)Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 269747.1 92 14 79 2 14 2.20 517 158.33 Cell adhesion molecule;Actin binding cytoskeletal proteinCell structure 0 High Quality
FBLN2_HUMAN P98095 FBLN2 Fibulin-2 OS=Homo sapiens GN=FBLN2 PE=1 SV=1 126521.6 5 4 15 7 4 2.19 518 156.03 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 High Quality
PTGDS_HUMAN P41222 PTGDS (PDS) Prostaglandin-H2 D-isomerase OS=Homo sapiens GN=PTGDS PE=1 SV=121011.1 6 3 8 9 0 2.18 519 152.52 Synthase;Isomerase Fatty acid biosynthesis;Lipid metabolism;Intracellular signaling cascade;Transport;Muscle contraction;Developmental processes;Other metabolism0 High Quality
ACTA_HUMAN P62736 ACTA2 (ACTSA) (ACTVS) (GIG46)Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=142002.1 0 41 0 0 24 2.18 520 151.72 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
IDE_HUMAN P14735 IDE Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=3118009 8 0 0 11 6 2.18 521 150.03 Metalloprotease Proteolysis 0 High Quality
S10AD_HUMAN Q99584 S100A13 Protein S100-A13 OS=Homo sapiens GN=S100A13 PE=1 SV=111453.7 7 6 10 0 4 2.17 522 147.73 Calmodulin related proteinSignal transduction;Developmental processes;Cell proliferation and differentiation0 High Quality
HSPB6_HUMAN O14558 HSPB6 Heat shock protein beta-6 OS=Homo sapiens GN=HSPB6 PE=1 SV=217117.2 11 12 18 25 0 2.17 523 146.82 Other chaperones Protein folding;Stress response0 High Quality
TIM8A_HUMAN O60220 TIMM8A (DDP) (DDP1) (TIM8A)Mitochondrial import inner membrane translocase subunit Tim8 A OS=Homo sapiens GN=TIMM8A PE=1 SV=110980.2 2 2 8 9 0 2.16 524 144.02 Other transporter Protein targeting;Other transport;Hearing;Neurogenesis0 High Quality
SDSL_HUMAN Q96GA7 SDSL Serine dehydratase-like OS=Homo sapiens GN=SDSL PE=2 SV=134655.2 4 0 3 4 1 2.16 525 144.01 Dehydratase Gluconeogenesis;Amino acid metabolism0 High Quality
RS28_HUMAN P62857 RPS28 40S ribosomal protein S28 OS=Homo sapiens GN=RPS28 PE=1 SV=17822.9 6 10 5 3 0 2.15 526 142.84 Ribosomal protein Protein biosynthesis 0 High Quality
GANAB_HUMAN Q14697 GANAB (G2AN) (KIAA0088)Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3106857.9 39 2 13 3 3 2.15 527 142.77 Glucosidase Other polysaccharide metabolism;Protein modification0 High Quality
PSMD8_HUMAN P48556 PSMD8 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=129988.6 6 0 1 1 3 2.15 528 142.16 Select regulatory moleculeProteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
PALLD_HUMAN Q8WX93 PALLD (KIAA0992) (CGI-151)Palladin OS=Homo sapiens GN=PALLD PE=1 SV=2 150519.8 19 14 32 2 7 2.15 529 140.99 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
CX6B1_HUMAN P14854 COX6B1 (COX6B)Cytochrome c oxidase subunit VIb isoform 1 OS=Homo sapiens GN=COX6B1 PE=2 SV=210174.3 3 7 6 9 0 2.15 530 140.85 Oxidase Oxidative phosphorylation 0 High Quality
SSB_HUMAN Q04837 SSBP1 Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=117241.7 9 15 3 10 0 2.14 531 138.99 Single-stranded DNA-binding proteinDNA replication;DNA replication0 High Quality
DBPA_HUMAN P16989 CSDA (DBPA)DNA-binding protein A OS=Homo sapiens GN=CSDA PE=1 SV=440071.4 3 4 1 4 1 2.14 532 138.95 Other transcription factor;Nucleic acid bindingmRNA transcription regulation0 High Quality
DP13A_HUMAN Q9UKG1 APPL1 (APPL) (DIP13A) (KIAA1428)DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=179647.1 8 1 13 6 2 2.14 533 136.84 Molecular function unclassifiedBiological process unclassified 0 High Quality
UBIQ_HUMAN P62988 RPS27A (UBA80) (UBCEP1); UBA52 (UBCEP2); UBB; UBCUbiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1 8547.2 17 22 2 11 0 2.13 534 135.58 Ribosomal protein Proteolysis 0 High Quality
LAC_HUMAN P01842 IGLC1; IGLC2; IGLC3Ig lambda chain C regions OS=Homo sapiens GN=IGLC1 PE=1 SV=111218.1 6 4 10 15 0 2.13 535 134.00 Molecular function unclassifiedBiological process unclassified 0 High Quality
BLVRB_HUMAN P30043 BLVRB (FLR) Flavin reductase OS=Homo sapiens GN=BLVRB PE=1 SV=322100.7 9 3 18 12 0 2.13 536 133.95 Reductase Biological process unclassified 0 High Quality
GDIR2_HUMAN P52566 ARHGDIB (GDIA2) (GDID4) (RAP1GN1)Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=322970.4 13 4 8 0 16 2.12 537 131.07 Other signaling molecule;Other G-protein modulatorIntracellular signaling cascade 0 High Quality
D3D2_HUMAN P42126 DCI 3,2-trans-enoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=DCI PE=1 SV=132798.5 14 8 14 9 0 2.11 538 130.13 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
EEA1_HUMAN Q15075 EEA1 (ZFYVE2)Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=1162450 28 5 16 3 19 2.11 539 128.55 Membrane traffic regulatory proteinEndocytosis 0 High Quality
KNG1_HUMAN P01042 KNG1 (BDK) (KNG)Kininogen-1 OS=Homo sapiens GN=KNG1 PE=1 SV=2 71939.6 0 0 11 3 7 2.10 540 127.21 Cysteine protease inhibitorBlood clotting;Regulation of vasoconstriction, dilationBlood coagulation->High molecular weight kininogen;;Blood coagulation->Bradykinin;;Blood coagulation->Kininogen;;;;High Quality
FBLN1_HUMAN P23142 FBLN1 (PP213)Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=3 77240.8 8 0 9 1 6 2.10 541 126.54 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 High Quality
CALD1_HUMAN Q05682 CALD1 (CAD) (CDM)Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=2 93232.8 11 18 6 1 12 2.10 542 125.52 Non-motor actin binding proteinMitosis;Cell structure 0 High Quality
S10AA_HUMAN P60903 S100A10 (ANX2LG) (CAL1L) (CLP11)Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=211185.5 10 5 7 0 7 2.10 543 124.98 Calmodulin related proteinDevelopmental processes 0 High Quality
BDH2_HUMAN Q9BUT1 BDH2 (DHRS6) (UNQ6308/PRO20933)3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=226705.9 2 0 0 3 2 2.09 544 124.05 Dehydrogenase;ReductaseOther metabolism 0 High Quality
SNX3_HUMAN O60493 SNX3 Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=3 18745 11 9 10 0 1 2.09 545 123.14 Molecular function unclassifiedBiological process unclassified 0 High Quality
CL005_HUMAN Q9NQ88 TIGAR Uncharacterized protein C12orf5 OS=Homo sapiens GN=C12orf5 PE=1 SV=130045.1 2 0 0 3 2 2.09 546 122.21 Other synthase/synthetase;MutaseVitamin biosynthesisCobalamin biosynthesis->Ribazole-5-phosphate phosphatase;;High Quality
APM2_HUMAN Q15847 APM2 (C10orf116)Adipose most abundant gene transcript 2 protein OS=Homo sapiens GN=APM2 PE=1 SV=17836.7 1 1 5 0 21 2.09 547 122.14 Molecular function unclassifiedBiological process unclassified 0 High Quality
ACSL1_HUMAN P33121 ACSL1 (FACL1) (FACL2) (LACS) (LACS1) (LACS2)Long-chain-fatty-acid--CoA ligase 1 OS=Homo sapiens GN=ACSL1 PE=1 SV=177927.1 26 2 7 1 5 2.09 548 121.89 Other ligase Fatty acid metabolism 0 High Quality
ACYP2_HUMAN P14621 ACYP2 (ACYP)Acylphosphatase-2 OS=Homo sapiens GN=ACYP2 PE=1 SV=211121.4 13 12 5 0 6 2.09 549 121.73 Other phosphatase Miscellaneous 0 High Quality
VPS35_HUMAN Q96QK1 VPS35 (MEM3) (TCCCTA00141)Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=291692 14 0 6 2 6 2.07 550 116.98 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
IMA3_HUMAN O00505 KPNA3 Importin subunit alpha-3 OS=Homo sapiens GN=KPNA3 PE=1 SV=257868.9 4 1 1 6 1 2.06 551 115.75 Transfer/carrier proteinNuclear transport;Protein targeting0 High Quality
CYB5_HUMAN P00167 CYB5A (CYB5)Cytochrome b5 OS=Homo sapiens GN=CYB5A PE=1 SV=215312.3 4 2 0 0 30 2.06 552 114.52 Oxidase Steroid metabolism;Other pathways of electron transport0 High Quality
CYTA_HUMAN P01040 CSTA (STF1) (STFA)Cystatin-A OS=Homo sapiens GN=CSTA PE=1 SV=1 10988.6 0 5 1 28 0 2.06 553 114.33 Cysteine protease inhibitorProteolysis 0 High Quality
PPIL1_HUMAN Q9Y3C6 PPIL1 (CYPL1) (CGI-124) (UNQ2425/PRO4984)Peptidyl-prolyl cis-trans isomerase-like 1 OS=Homo sapiens GN=PPIL1 PE=1 SV=118219.3 9 4 4 4 0 2.05 554 112.53 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
DSC1_HUMAN Q08554 DSC1 (CDHF1)Desmocollin-1 OS=Homo sapiens GN=DSC1 PE=1 SV=1 100028.2 2 2 3 13 2 2.05 555 112.40 Cadherin;Other cell junction proteinCell adhesion-mediated signaling;Cell adhesion0 High Quality
MCEE_HUMAN Q96PE7 MCEE Methylmalonyl-CoA epimerase, mitochondrial OS=Homo sapiens GN=MCEE PE=2 SV=118730.8 2 4 6 0 29 2.05 556 111.94 DNA glycosylase Biological process unclassifiedMethylmalonyl pathway->Methylmalonyl-CoA epimerase;;High Quality
CLH1_HUMAN Q00610 CLTC (CLH17) (CLTCL2) (KIAA0034)Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5191600.9 5 1 11 5 2 2.05 557 111.82 Vesicle coat protein Ligand-mediated signaling;Receptor mediated endocytosis;Neurotransmitter releaseHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Clathrin;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Clathrin;;;High Quality
ELOB_HUMAN Q15370 TCEB2 Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=113115.2 3 10 12 10 0 2.04 558 110.47 Transcription cofactor mRNA transcription elongation0 High Quality
NDUV2_HUMAN P19404 NDUFV2 NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Homo sapiens GN=NDUFV2 PE=1 SV=227373.8 9 10 9 6 0 2.04 559 110.08 Dehydrogenase;ReductaseOxidative phosphorylationParkinson disease->Complex I;;High Quality
FHIT_HUMAN P49789 FHIT Bis(5'-adenosyl)-triphosphatase OS=Homo sapiens GN=FHIT PE=1 SV=316839.6 6 0 6 0 20 2.04 560 109.59 Nucleotide phosphataseBiological process unclassified 0 High Quality
RO60_HUMAN P10155 TROVE2 (RO60) (SSA2)60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=260654.1 8 0 6 1 5 2.04 561 109.09 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism;Protein biosynthesis0 High Quality
CALL5_HUMAN Q9NZT1 CALML5 (CLSP)Calmodulin-like protein 5 OS=Homo sapiens GN=CALML5 PE=1 SV=115902.9 3 7 3 23 0 2.04 562 108.43 Calmodulin related proteinCalcium mediated signaling;Cell cycle;Cell proliferation and differentiation0 High Quality
THTM_HUMAN P25325 MPST (TST2) 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=333160.8 12 9 11 3 0 2.03 563 108.13 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
DCTN1_HUMAN Q14203 DCTN1 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3141679.6 26 15 10 4 3 2.03 564 108.03 Non-motor microtubule binding proteinGeneral vesicle transportHuntington disease->Dynactin;;High Quality
HMGB1_HUMAN P09429 HMGB1 (HMG1)High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=324876.7 26 0 26 0 15 2.03 565 107.80 Molecular function unclassifiedBiological process unclassified 0 High Quality
DYHC1_HUMAN Q14204 DYNC1H1 (DHC1) (DNCH1) (DNCL) (DNECL) (DYHC) (KIAA0325)Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5532387.6 70 38 36 21 9 2.02 566 104.88 Microtubule binding motor protein;HydrolaseGeneral vesicle transport;Gametogenesis;Fertilization;Chromosome segregation;Cell proliferation and differentiation;Cell structureHuntington disease->Dynein complex;;High Quality
MK03_HUMAN P27361 MAPK3 (ERK1) (PRKM3)Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=443119.4 2 4 4 0 28 2.02 567 103.82 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAngiotensin II-stimulated signaling through G proteins and beta-arrestin->mitogen-activated protein kinase;;Interleukin signaling pathway->Extracellular signal-regulated kinase family;;Ras Pathway->Extracellular signal-regulated kinase;;B cell activation-High Quality
LAMA2_HUMAN P24043 LAMA2 (LAMM)Laminin subunit alpha-2 OS=Homo sapiens GN=LAMA2 PE=1 SV=3342752.6 35 9 48 10 8 2.02 568 103.62 Extracellular matrix linker proteinExtracellular matrix protein-mediated signaling;Cell adhesion;Developmental processesIntegrin signalling pathway->Laminin;;High Quality
VATA_HUMAN P38606 ATP6V1A (ATP6A1) (ATP6V1A1) (VPP2)Vacuolar ATP synthase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=268287.4 9 0 6 1 5 2.01 569 103.17 Other ion channel;Hydrogen transporter;ATP synthase;HydrolaseOther nucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
PSMD2_HUMAN Q13200 PSMD2 (TRAP2)26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3100184.2 29 1 4 3 2 2.01 570 102.76 Other enzyme regulatorProteolysis;Cell cycle controlUbiquitin proteasome pathway->26S proteasome;;High Quality
TAGL_HUMAN Q01995 TAGLN (SM22) (WS3-10)Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=4 22592.9 26 13 19 0 10 2.01 571 101.89 Non-motor actin binding proteinMuscle contraction 0 High Quality
K22E_HUMAN P35908 KRT2 (KRT2A) (KRT2E)Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=165848.4 56 44 16 16 0 2.00 572 99.39 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
KAT_HUMAN Q8NFU3 KAT Putative thiosulfate sulfurtransferase KAT OS=Homo sapiens GN=KAT PE=1 SV=312512.7 4 8 3 1 0 2.00 573 99.37 Miscellaneous function Mitosis 0 High Quality
DYL2_HUMAN Q96FJ2 DYNLL2 (DLC2)Dynein light chain 2, cytoplasmic OS=Homo sapiens GN=DYNLL2 PE=1 SV=110332.1 4 0 7 0 10 2.00 574 99.26 Cytoskeletal protein Intracellular protein traffic;Developmental processes0 High Quality
INP4B_HUMAN O15327 INPP4B Type II inositol-3,4-bisphosphate 4-phosphatase OS=Homo sapiens GN=INPP4B PE=2 SV=3104707 7 0 14 5 2 1.99 575 97.46 Molecular function unclassifiedBiological process unclassified 0 High Quality
GLRX1_HUMAN P35754 GLRX (GRX) Glutaredoxin-1 OS=Homo sapiens GN=GLRX PE=1 SV=2 11757.8 6 2 7 5 0 1.98 576 94.59 Other oxidoreductase Sulfur redox metabolism 0 High Quality
ATIF1_HUMAN Q9UII2 ATPIF1 (ATPI)ATPase inhibitor, mitochondrial OS=Homo sapiens GN=ATPIF1 PE=2 SV=112230.8 3 15 4 8 0 1.97 577 93.43 Other miscellaneous function proteinOxidative phosphorylation 0 High Quality
CAND2_HUMAN O75155 CAND2 (KIAA0667)Cullin-associated NEDD8-dissociated protein 2 OS=Homo sapiens GN=CAND2 PE=2 SV=2122667.6 4 3 5 5 3 1.97 578 93.03 Transcription factor mRNA transcription 0 High Quality
CA031_HUMAN Q5JTJ3 C1orf31 Uncharacterized protein C1orf31 OS=Homo sapiens GN=C1orf31 PE=2 SV=114098.5 2 2 0 0 10 1.97 579 92.45 Molecular function unclassifiedBiological process unclassified 0 High Quality
SPB3_HUMAN P29508 SERPINB3 (SCCA) (SCCA1)Serpin B3 OS=Homo sapiens GN=SERPINB3 PE=1 SV=2 44547.9 0 6 0 41 0 1.97 580 92.41 Serine protease inhibitorProteolysis 0 High Quality
COX5A_HUMAN P20674 COX5A Cytochrome c oxidase subunit 5A, mitochondrial OS=Homo sapiens GN=COX5A PE=1 SV=116756.6 4 4 8 12 0 1.97 581 92.27 Oxidase Oxidative phosphorylation 0 High Quality
SRBS2_HUMAN O94875 SORBS2 (ARGBP2) (KIAA0777)Sorbin and SH3 domain-containing protein 2 OS=Homo sapiens GN=SORBS2 PE=1 SV=3124092.1 10 13 5 2 3 1.96 582 91.95 Cytoskeletal protein Biological process unclassified 0 High Quality
AN32A_HUMAN P39687 ANP32A (C15orf1) (LANP) (MAPM) (PHAP1)Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=128568.1 8 9 6 3 0 1.96 583 90.93 Phosphatase inhibitor Biological process unclassified 0 High Quality
PEA15_HUMAN Q15121 PEA15 Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=215023.2 1 4 3 0 16 1.96 584 90.93 Molecular function unclassifiedBiological process unclassified 0 High Quality
EF1D_HUMAN P29692 EEF1D (EF1D)Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=531103.9 7 7 4 0 19 1.96 585 90.81 Translation elongation factorProtein biosynthesis 0 High Quality
FLNB_HUMAN O75369 FLNB (FLN1L) (FLN3) (TABP) (TAP)Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=1 278171.9 39 3 26 3 17 1.96 586 90.37 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
DDAH1_HUMAN O94760 DDAH1 (DDAH)N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=331103.7 4 3 5 0 21 1.95 587 89.95 Other hydrolase Angiogenesis;Cell proliferation and differentiation0 High Quality
GLSK_HUMAN O94925 GLS (GLS1) (KIAA0838)Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=173444.2 0 0 3 4 5 1.95 588 88.48 Hydrolase Amino acid metabolism 0 High Quality
MSTN1_HUMAN Q8IVN3 MUSTN1 Musculoskeletal embryonic nuclear protein 1 OS=Homo sapiens GN=MUSTN1 PE=2 SV=18907.1 6 13 2 0 2 1.94 589 87.80 Molecular function unclassifiedBiological process unclassified 0 High Quality
PSA5_HUMAN P28066 PSMA5 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=326393.3 7 4 10 14 0 1.94 590 87.78 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
CD36_HUMAN P16671 CD36 (GP3B) (GP4)Platelet glycoprotein 4 OS=Homo sapiens GN=CD36 PE=1 SV=253036.3 1 0 0 3 2 1.94 591 86.85 Other receptor Cell adhesion;Transport 0 Matchup
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RS21_HUMAN P63220 RPS21 40S ribosomal protein S21 OS=Homo sapiens GN=RPS21 PE=1 SV=19093.6 7 12 9 3 0 1.94 592 86.85 Ribosomal protein Protein biosynthesis 0 High Quality
CASPE_HUMAN P31944 CASP14 Caspase-14 OS=Homo sapiens GN=CASP14 PE=1 SV=2 27661.8 5 5 0 24 0 1.94 593 86.51 Cysteine protease Proteolysis;Apoptosis 0 High Quality
NDUV3_HUMAN P56181 NDUFV3 NADH dehydrogenase [ubiquinone] flavoprotein 3, mitochondrial OS=Homo sapiens GN=NDUFV3 PE=2 SV=211922.8 1 2 0 0 15 1.93 594 86.02 Oxidoreductase Oxidative phosphorylation;Phosphate metabolism;Other metabolism0 Matchup
SYAC_HUMAN P49588 AARS Alanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2106795.2 24 2 12 1 4 1.93 595 85.97 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
UBE2N_HUMAN P61088 UBE2N (BLU) Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=117120.6 6 7 4 12 0 1.93 596 85.84 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Ubc13;;;High Quality
PNPO_HUMAN Q9NVS9 PNPO Pyridoxine-5'-phosphate oxidase OS=Homo sapiens GN=PNPO PE=1 SV=129970.2 11 2 9 0 18 1.93 597 85.17 Oxidase Fatty acid metabolism;Coenzyme metabolismPyridoxal phosphate salvage pathway->Pyridoxine-5-phosphate oxidase;;PLP biosynthesis->Pyridoxine-5-phosphate oxidase;;Vitamin B6 metabolism->Pyridoxamine phosphate oxidase;;Pyridoxal phosphate salvage pathway->Pyridoxamine-5-phosphate oxidase;;;;;High Quality
FIS1_HUMAN Q9Y3D6 FIS1 (TTC11) (CGI-135)Mitochondrial fission 1 protein OS=Homo sapiens GN=FIS1 PE=1 SV=216920.3 1 2 0 0 11 1.92 598 84.07 Molecular function unclassifiedApoptotic processes 0 Matchup
TBCA_HUMAN O75347 TBCA Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=312837.2 16 18 6 0 3 1.92 599 83.63 Chaperonin Protein folding 0 High Quality
ACTN4_HUMAN O43707 ACTN4 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2104839.2 28 0 3 3 2 1.92 600 83.40 Non-motor actin binding proteinCell structure Integrin signalling pathway->alpha actinin;;High Quality
SH3L1_HUMAN O75368 SH3BGRL SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=112756.5 6 7 4 0 5 1.92 601 83.12 Molecular function unclassifiedBiological process unclassified 0 High Quality
FRIH_HUMAN P02794 FTH1 (FTH) (FTHL6) (OK/SW-cl.84) (PIG15)Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=221208.2 19 14 17 5 0 1.92 602 82.61 Storage protein Cation transport;Other homeostasis activities0 High Quality
STXB6_HUMAN Q8NFX7 STXBP6 (HSPC156)Syntaxin-binding protein 6 OS=Homo sapiens GN=STXBP6 PE=1 SV=223536.2 2 0 1 0 12 1.92 603 82.43 Other transfer/carrier proteinRegulated exocytosis;General vesicle transport;Transport0 Matchup
TBB5_HUMAN P07437 TUBB (TUBB5) (OK/SW-cl.56)Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=249652.6 10 6 13 55 0 1.91 604 81.57 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
THIK_HUMAN P09110 ACAA1 (ACAA) (PTHIO)3-ketoacyl-CoA thiolase, peroxisomal OS=Homo sapiens GN=ACAA1 PE=1 SV=244274.1 8 2 14 0 25 1.91 605 81.00 Other transferase Other protein metabolism 0 High Quality
TFAM_HUMAN Q00059 TFAM (TCF6L2)Transcription factor A, mitochondrial OS=Homo sapiens GN=TFAM PE=1 SV=129079.8 9 0 9 0 28 1.91 606 80.76 Molecular function unclassifiedBiological process unclassified 0 High Quality
COX5B_HUMAN P10606 COX5B Cytochrome c oxidase subunit 5B, mitochondrial OS=Homo sapiens GN=COX5B PE=1 SV=213677.7 8 8 1 0 1 1.91 607 80.66 Oxidase Oxidative phosphorylation 0 High Quality
CAN1_HUMAN P07384 CAPN1 (CANPL1) (PIG30)Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=181874.6 0 0 7 2 5 1.91 608 80.58 Cysteine protease Proteolysis;Signal transductionHuntington disease->Calpain;;High Quality
DHSO_HUMAN Q00796 SORD Sorbitol dehydrogenase OS=Homo sapiens GN=SORD PE=1 SV=338278.7 10 0 18 0 21 1.90 609 80.20 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
DLRB1_HUMAN Q9NP97 DYNLRB1 (BITH) (DNCL2A) (DNLC2A) (ROBLD1) (HSPC162)Dynein light chain roadblock-type 1 OS=Homo sapiens GN=DYNLRB1 PE=1 SV=310903.9 4 5 4 3 0 1.90 610 80.13 Microtubule family cytoskeletal proteinCell motility 0 High Quality
CSRP1_HUMAN P21291 CSRP1 (CSRP) (CYRP)Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=320549.1 2 1 3 0 29 1.90 611 79.83 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
FUND2_HUMAN Q9BWH2 FUNDC2 (HCBP6) (DC44) (HCC3) (PD03104)FUN14 domain-containing protein 2 OS=Homo sapiens GN=FUNDC2 PE=1 SV=220657.8 4 0 1 0 35 1.90 612 79.34 Molecular function unclassifiedBiological process unclassified 0 High Quality
SORCN_HUMAN P30626 SRI Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1 21658.7 5 5 7 9 0 1.90 613 79.18 Transmembrane receptor regulatory/adaptor proteinMuscle contraction 0 High Quality
HAP28_HUMAN Q13442 PDAP1 (HASPP28)28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=120612.8 3 5 0 0 21 1.90 614 79.18 Molecular function unclassifiedBiological process unclassified 0 High Quality
PIN1_HUMAN Q13526 PIN1 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens GN=PIN1 PE=1 SV=118225.7 8 6 6 0 3 1.90 615 79.08 Molecular function unclassifiedBiological process unclassified 0 High Quality
TXD17_HUMAN Q9BRA2 TXNDC17 (TXNL5)Thioredoxin domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 PE=1 SV=113922.4 3 2 4 0 6 1.90 616 78.88 Other oxidoreductase Electron transport;Sulfur redox metabolismHypoxia response via HIF activation->thioredoxin;;High Quality
MSRB2_HUMAN Q9Y3D2 MSRB2 (CBS-1) (MSRB) (CGI-131)Methionine-R-sulfoxide reductase B2, mitochondrial OS=Homo sapiens GN=MSRB2 PE=2 SV=219518.3 6 6 7 0 1 1.89 617 78.06 Reductase Protein modification;Stress response0 High Quality
NEDD8_HUMAN Q15843 NEDD8 NEDD8 OS=Homo sapiens GN=NEDD8 PE=1 SV=1 9054 7 11 2 0 1 1.89 618 77.21 Ribosomal protein Proteolysis 0 High Quality
UB2V2_HUMAN Q15819 UBE2V2 (MMS2) (UEV2)Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=416344.9 11 11 0 3 0 1.88 619 75.79 Other ligase Protein modification;Proteolysis;Cell cycle controlUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Uev1A;;;High Quality
CNPY2_HUMAN Q9Y2B0 CNPY2 (MSAP) (TMEM4) (ZSIG9) (UNQ1943/PRO4426)Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=120634.5 2 1 2 0 19 1.88 620 75.58 Molecular function unclassifiedBiological process unclassified 0 High Quality
ACPM_HUMAN O14561 NDUFAB1 Acyl carrier protein, mitochondrial OS=Homo sapiens GN=NDUFAB1 PE=1 SV=317399.9 0 0 0 12 5 1.88 621 75.57 Transfer/carrier proteinFatty acid biosynthesis 0 High Quality
RL28_HUMAN P46779 RPL28 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=315729.9 0 0 2 0 4 1.87 622 74.43 Ribosomal protein Protein biosynthesis 0 High Quality
SAA_HUMAN P02735 SAA1 Serum amyloid A protein OS=Homo sapiens GN=SAA1 PE=1 SV=213514.5 3 10 5 0 3 1.87 623 74.17 Transporter;Apolipoprotein;Defense/immunity proteinImmunity and defense 0 High Quality
CHC10_HUMAN Q8WYQ3 CHCHD10 (C22orf16)Coiled-coil-helix-coiled-coil-helix domain-containing protein 10 OS=Homo sapiens GN=CHCHD10 PE=1 SV=114130.7 0 0 4 12 0 1.87 624 73.76 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;High Quality
LACRT_HUMAN Q9GZZ8 LACRT Extracellular glycoprotein lacritin OS=Homo sapiens GN=LACRT PE=1 SV=114228.4 0 1 0 5 0 1.87 625 73.51 Molecular function unclassifiedBiological process unclassified 0 Matchup
HDGF_HUMAN P51858 HDGF (HMG1L2)Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=126770.5 5 6 5 0 9 1.87 626 73.33 Growth factor mRNA transcription;Ligand-mediated signaling;Cell proliferation and differentiation0 High Quality
NDUA7_HUMAN O95182 NDUFA7 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 7 OS=Homo sapiens GN=NDUFA7 PE=1 SV=312533.8 9 4 2 0 4 1.86 627 72.58 Other oxidoreductase Biological process unclassified 0 High Quality
H4_HUMAN P62805 HIST1H4A (H4/A) (H4FA); HIST1H4B (H4/I) (H4FI); HIST1H4C (H4/G) (H4FG); HIST1H4D (H4/B) (H4FB); HIST1H4E (H4/J) (H4FJ); HIST1H4F (H4/C) (H4FC); HIST1H4H (H4/H) (H4FH); HIST1H4I (H4/M) (H4FM); HIST1H4J (H4/E) (H4FE); HIST1H4K (H4/D) (H4FD); HIST1H4L (H4/K)Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2 11349.7 0 0 2 0 3 1.86 628 72.47 Histone Chromatin packaging and remodeling0 Matchup
RAB7A_HUMAN P51149 RAB7A (RAB7)Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=123472 2 0 2 0 5 1.86 629 72.18 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RLA2_HUMAN P05387 RPLP2 (D11S2243E) (RPP2)60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=111647.4 3 6 4 0 3 1.86 630 71.95 Ribosomal protein Protein biosynthesis 0 High Quality
PSMD9_HUMAN O00233 PSMD9 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=2 SV=224635.2 6 6 6 0 6 1.86 631 71.94 Select regulatory moleculeProteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
DMD_HUMAN P11532 DMD Dystrophin OS=Homo sapiens GN=DMD PE=1 SV=2 426672.6 8 7 21 4 8 1.85 632 71.28 Non-motor actin binding protein;Select calcium binding proteinNO mediated signal transduction;Synaptic transmission;Muscle development;Cell structure and motility0 High Quality
EDF1_HUMAN O60869 EDF1 Endothelial differentiation-related factor 1 OS=Homo sapiens GN=EDF1 PE=1 SV=116351 4 9 0 0 5 1.85 633 71.09 Transcription cofactor;Nucleic acid bindingmRNA transcription regulation0 High Quality
AIF1_HUMAN P55008 AIF1 (G1) (IBA1)Allograft inflammatory factor 1 OS=Homo sapiens GN=AIF1 PE=1 SV=116686.8 0 3 0 0 17 1.85 634 71.03 Calmodulin related protein;AnnexinStress response;Cell cycle control;Cell proliferation and differentiation0 Matchup
KCC2D_HUMAN Q13557 CAMK2D (CAMKD)Calcium/calmodulin-dependent protein kinase type II delta chain OS=Homo sapiens GN=CAMK2D PE=1 SV=356352.7 19 1 16 0 21 1.85 635 70.98 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
S10AG_HUMAN Q96FQ6 S100A16 (AAG13)Protein S100-A16 OS=Homo sapiens GN=S100A16 PE=1 SV=111783.9 3 3 0 0 5 1.85 636 70.54 Calmodulin related proteinBiological process unclassified 0 Matchup
PSA1_HUMAN P25786 PSMA1 (PROS30) (PSC2)Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=129538 16 3 16 0 5 1.84 637 68.73 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
RL35_HUMAN P42766 RPL35 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=214534.5 0 0 0 6 5 1.84 638 68.68 Molecular function unclassifiedProtein metabolism and modification0 High Quality
CAP1_HUMAN Q01518 CAP1 (CAP) Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=451837.5 12 0 15 0 20 1.84 639 68.67 Actin binding cytoskeletal protein;Other miscellaneous function proteinOther intracellular signaling cascade;Cell communication;Cell structure and motility0 High Quality
TM1L2_HUMAN Q6ZVM7 TOM1L2 TOM1-like protein 2 OS=Homo sapiens GN=TOM1L2 PE=1 SV=155538.7 3 6 18 0 3 1.84 640 68.64 Other transporter Other intracellular protein traffic;Other transport0 High Quality
ACTG_HUMAN P63261 ACTG1 (Actin, cytoplasmic 2, N-terminally processed) Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141775.9 0 0 0 27 9 1.83 641 68.29 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
MFAP4_HUMAN P55083 MFAP4 Microfibril-associated glycoprotein 4 OS=Homo sapiens GN=MFAP4 PE=1 SV=228631.3 6 0 4 15 0 1.83 642 67.92 Extracellular matrix glycoproteinCell communication;Cell adhesion0 High Quality
RS19_HUMAN P39019 RPS19 40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=216042.5 3 6 2 6 0 1.83 643 67.88 Ribosomal protein Protein biosynthesis 0 High Quality
ATP5L_HUMAN O75964 ATP5L ATP synthase subunit g, mitochondrial OS=Homo sapiens GN=ATP5L PE=1 SV=311410.5 4 0 0 0 11 1.83 644 67.57 Molecular function unclassifiedBiological process unclassified 0 High Quality
PPAC_HUMAN P24666 ACP1 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=318024.7 8 4 9 1 0 1.83 645 67.57 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
PCNP_HUMAN Q8WW12 PCNP PEST proteolytic signal-containing nuclear protein OS=Homo sapiens GN=PCNP PE=1 SV=218907.4 4 8 2 0 6 1.83 646 67.56 Molecular function unclassifiedBiological process unclassified 0 High Quality
IDHP_HUMAN P48735 IDH2 Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=250892.4 0 23 79 0 1 1.83 647 67.45 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Isocitrate Dehydrogenase;;High Quality
NARG1_HUMAN Q9BXJ9 NARG1 (GA19) (NATH) (TBDN100)NMDA receptor-regulated protein 1 OS=Homo sapiens GN=NARG1 PE=1 SV=1101259.9 10 0 0 4 2 1.83 648 67.14 Acetyltransferase mRNA transcription regulation;Protein acetylationMetabotropic glutamate receptor group I pathway->N-methyl-D-aspartate Receptor;;High Quality
SH3BG_HUMAN P55822 SH3BGR SH3 domain-binding glutamic acid-rich protein OS=Homo sapiens GN=SH3BGR PE=1 SV=226039.7 6 5 2 0 6 1.83 649 67.09 Molecular function unclassifiedBiological process unclassified 0 High Quality
IMPA1_HUMAN P29218 IMPA1 (IMPA)Inositol monophosphatase OS=Homo sapiens GN=IMPA1 PE=1 SV=130170.5 17 2 13 0 4 1.82 650 66.74 Other phosphatase Phospholipid metabolism 0 High Quality
KV204_HUMAN P01617 n.o Ig kappa chain V-II region TEW OS=Homo sapiens PE=1 SV=112297.3 0 0 4 8 0 1.82 651 66.61 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
ICAL_HUMAN P20810 CAST Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=4 76557.3 21 12 29 0 15 1.82 652 66.44 Cysteine protease inhibitorProteolysis 0 High Quality
REEP5_HUMAN Q00765 REEP5 (C5orf18) (DP1) (TB2)Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=321476.5 5 4 1 0 5 1.82 653 66.24 Receptor;Transporter Carbohydrate transport;Transport0 High Quality
RS12_HUMAN P25398 RPS12 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=214507.7 3 0 6 0 5 1.82 654 65.89 Ribosomal protein Protein biosynthesis 0 High Quality
DUT_HUMAN P33316 DUT Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=326689 8 5 2 0 6 1.82 655 65.75 Other phosphatase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolismDe novo pyrimidine deoxyribonucleotide biosynthesis->dUTP pyrophosphatase;;High Quality
ISOC2_HUMAN Q96AB3 ISOC2 Isochorismatase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ISOC2 PE=1 SV=122319.4 2 0 10 6 0 1.82 656 65.68 Hydroxylase Other metabolism 0 High Quality
KV122_HUMAN P04430 n.o Ig kappa chain V-I region BAN OS=Homo sapiens PE=1 SV=111822.3 0 0 1 3 0 1.82 657 65.59 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
TNNI1_HUMAN P19237 TNNI1 Troponin I, slow skeletal muscle OS=Homo sapiens GN=TNNI1 PE=1 SV=321674.9 2 1 2 0 23 1.82 658 65.35 Non-motor actin binding proteinMuscle contraction;Muscle development0 High Quality
ENSA_HUMAN O43768 ENSA Alpha-endosulfine OS=Homo sapiens GN=ENSA PE=1 SV=113371.4 0 0 0 6 3 1.81 659 65.15 Other miscellaneous function proteinCation transport 0 Matchup
PA1B2_HUMAN P68402 PAFAH1B2 (PAFAHB)Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=125551.5 3 1 5 8 0 1.81 660 64.88 Molecular function unclassifiedBiological process unclassified 0 High Quality
HMGN2_HUMANP05204 HMGN2 (HMG17)Non-histone chromosomal protein HMG-17 OS=Homo sapiens GN=HMGN2 PE=1 SV=39375.1 0 2 2 0 4 1.81 661 64.54 Chromatin/chromatin-binding proteinDNA replication;mRNA transcription;DNA replication0 Matchup
GCSH_HUMAN P23434 GCSH Glycine cleavage system H protein, mitochondrial OS=Homo sapiens GN=GCSH PE=2 SV=118892.7 1 0 11 6 0 1.80 662 63.82 Other hydrolase Amino acid catabolism 0 High Quality
EFTS_HUMAN P43897 TSFM Elongation factor Ts, mitochondrial OS=Homo sapiens GN=TSFM PE=1 SV=235373 13 0 12 12 0 1.80 663 63.71 Translation elongation factor;Guanyl-nucleotide exchange factorProtein biosynthesis 0 High Quality
CPZIP_HUMAN Q6JBY9 RCSD1 (CAPZIP)Capz-interacting protein OS=Homo sapiens GN=RCSD1 PE=1 SV=144485.1 1 2 0 3 0 1.80 664 63.57 Cytoskeletal protein MAPKKK cascade;JNK cascade 0 Matchup
PROSC_HUMAN O94903 PROSC Proline synthetase co-transcribed bacterial homolog protein OS=Homo sapiens GN=PROSC PE=1 SV=130325.8 13 3 9 0 4 1.80 665 63.47 Other synthase/synthetaseAmino acid metabolism 0 High Quality
ODB2_HUMAN P11182 DBT (BCATE2)Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DBT PE=1 SV=353470.5 24 8 13 0 8 1.80 666 63.30 Acyltransferase Other metabolism 0 High Quality
TLN2_HUMAN Q9Y4G6 TLN2 (KIAA0320)Talin-2 OS=Homo sapiens GN=TLN2 PE=1 SV=3 271535 14 0 11 7 1 1.80 667 63.26 Cell adhesion molecule;Actin binding cytoskeletal proteinCell structure 0 High Quality
SEPT2_HUMAN Q15019 SEPT2 (DIFF6) (KIAA0158) (NEDD5)Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 41470.1 12 7 10 0 7 1.80 668 63.23 Cytoskeletal protein;Small GTPaseCytokinesis Parkinson disease->Cell division cycle-related protein 1;;High Quality
GLRX5_HUMAN Q86SX6 GLRX5 (C14orf87)Glutaredoxin-related protein 5 OS=Homo sapiens GN=GLRX5 PE=1 SV=216610.1 2 0 6 9 0 1.80 669 63.22 Reductase Electron transport;Sulfur redox metabolism;Stress response;Antioxidation and free radical removal0 High Quality
HIG1A_HUMAN Q9Y241 HIGD1A (HIG1) (HSPC010)HIG1 domain family member 1A OS=Homo sapiens GN=HIGD1A PE=1 SV=110125.1 1 0 0 3 0 1.80 670 62.87 Molecular function unclassifiedBiological process unclassified 0 Matchup
XTP3A_HUMAN Q9H773 DCTPP1 XTP3-transactivated gene A protein OS=Homo sapiens GN=XTP3TPA PE=1 SV=118663.2 2 2 7 4 0 1.80 671 62.49 Microtubule binding motor proteinLipid metabolism;Other metabolism0 High Quality
ARPC4_HUMAN P59998 ARPC4 (ARC20)Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=319649.4 5 5 2 0 4 1.80 672 62.47 Other actin family cytoskeletal proteinCell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;High Quality
SRP14_HUMAN P37108 SRP14 Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=214552.6 0 0 2 1 0 1.79 673 61.83 Other RNA-binding proteinProtein targeting 0 High Quality
DHB8_HUMAN Q92506 HSD17B8 (FABGL) (HKE6) (RING2)Estradiol 17-beta-dehydrogenase 8 OS=Homo sapiens GN=HSD17B8 PE=1 SV=226955.2 8 2 7 0 5 1.79 674 61.32 Dehydrogenase;ReductaseOther metabolism 0 High Quality
MYL6_HUMAN P60660 MYL6 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=216911.8 6 10 8 0 1 1.79 675 61.31 Actin binding cytoskeletal protein;Calmodulin related proteinMuscle contraction 0 High Quality
LKHA4_HUMAN P09960 LTA4H (LTA4)Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=269269.1 23 2 12 0 17 1.78 676 60.92 Other hydrolase;MetalloproteaseFatty acid biosynthesis;Lipid metabolism;Proteolysis;Other immune and defense0 High Quality
RS3_HUMAN P23396 RPS3 (OK/SW-cl.26)40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=226670.5 16 0 9 0 8 1.78 677 60.76 Ribosomal protein Protein biosynthesis 0 High Quality
ZA2G_HUMAN P25311 AZGP1 (ZAG) (ZNGP1)Zinc-alpha-2-glycoprotein OS=Homo sapiens GN=AZGP1 PE=1 SV=133854.1 3 2 3 16 0 1.78 678 60.76 Major histocompatibility complex antigenMHCI-mediated immunity 0 High Quality
PFD2_HUMAN Q9UHV9 PFDN2 (PFD2) (HSPC231)Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=116629.8 9 11 6 0 2 1.78 679 60.54 Chaperone Protein folding 0 High Quality
MARCS_HUMAN P29966 MARCKS (MACS) (PRKCSL)Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=431536.2 4 3 0 0 12 1.78 680 60.29 Other signaling molecule;Non-motor actin binding protein;Structural proteinCalcium mediated signaling 0 High Quality
SGTA_HUMAN O43765 SGTA (SGT) (SGT1)Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=134045.9 4 5 3 10 0 1.78 681 60.09 Other chaperones Protein folding 0 High Quality
TIM9_HUMAN Q9Y5J7 TIMM9 (TIM9) (TIM9A) (TIMM9A)Mitochondrial import inner membrane translocase subunit Tim9 OS=Homo sapiens GN=TIMM9 PE=1 SV=110360.1 3 2 0 3 0 1.78 682 60.04 Mitochondrial carrier proteinMitochondrial transport 0 High Quality
IAH1_HUMAN Q2TAA2 IAH1 Isoamyl acetate-hydrolyzing esterase 1 homolog OS=Homo sapiens GN=IAH1 PE=2 SV=127581.7 4 0 6 9 0 1.78 683 59.94 Molecular function unclassifiedBiological process unclassified 0 High Quality
SAHH_HUMAN P23526 AHCY (SAHH)Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=447699.1 21 3 14 9 0 1.78 684 59.89 Other hydrolase Purine metabolism 0 High Quality
NDUA5_HUMAN Q16718 NDUFA5 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5 OS=Homo sapiens GN=NDUFA5 PE=1 SV=313441 3 3 5 0 2 1.78 685 59.60 Other oxidoreductase Oxidative phosphorylation 0 High Quality
2A5D_HUMAN Q14738 PPP2R5D Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=169976.4 5 4 2 0 4 1.77 686 59.10 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
CYBP_HUMAN Q9HB71 CACYBP (S100A6BP) (SIP) (PNAS-107)Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=226192.3 9 4 6 6 0 1.77 687 58.96 Ubiquitin-protein ligase Proteolysis 0 High Quality
RADI_HUMAN P35241 RDX Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 68547.5 25 20 10 0 12 1.77 688 58.95 Actin binding cytoskeletal proteinCell structure 0 High Quality
NSF1C_HUMAN Q9UNZ2 NSFL1C (UBXN2C)NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=240555.2 10 17 7 0 5 1.77 689 58.94 Membrane traffic regulatory proteinMitosis 0 High Quality
SYFB_HUMAN Q9NSD9 FARSB (FARSLB) (FRSB) (HSPC173)Phenylalanyl-tRNA synthetase beta chain OS=Homo sapiens GN=FARSB PE=1 SV=266114.6 12 1 8 0 3 1.77 690 58.78 Molecular function unclassifiedBiological process unclassified 0 High Quality
RDH13_HUMAN Q8NBN7 RDH13 (PSEC0082) (UNQ736/PRO1430)Retinol dehydrogenase 13 OS=Homo sapiens GN=RDH13 PE=2 SV=235915.1 13 3 5 0 7 1.77 691 58.77 Dehydrogenase;ReductaseOther metabolism Pentose phosphate pathway->Ribitol Dehydrogenase;;High Quality
EIF1_HUMAN P41567 EIF1 (Eukaryotic translation initiation factor 1 OS=Homo sapiens GN=EIF1B PE=1 SV=2OS=Homo sapiens GN=EIF1B PE=1 SV=212714.9 0 2 1 0 6 1.77 692 58.56 Molecular function unclassifiedBiological process unclassified 0 High Quality
ATPO_HUMAN P48047 ATP5O (ATPO)ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=123259.4 8 5 12 3 0 1.77 693 58.34 Hydrogen transporter;Synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Coenzyme metabolism;Cation transport0 High Quality
TERA_HUMAN P55072 VCP Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=489306.8 55 7 0 21 0 1.77 694 58.26 Molecular function unclassifiedProtein metabolism and modification;Exocytosis;Protein targeting and localization;Transport0 High Quality
M6PBP_HUMAN O60664 M6PRBP1 (TIP47)Mannose-6-phosphate receptor-binding protein 1 OS=Homo sapiens GN=M6PRBP1 PE=1 SV=247027.6 12 2 13 0 9 1.76 695 58.04 Transfer/carrier proteinRegulation of lipid, fatty acid and steroid metabolism0 High Quality
MARE1_HUMAN Q15691 MAPRE1 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=329981.5 12 2 8 6 0 1.76 696 58.02 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
RL21_HUMAN P46778 RPL21 60S ribosomal protein L21 OS=Homo sapiens GN=RPL21 PE=1 SV=218547 0 0 3 0 2 1.76 697 58.02 Ribosomal protein Protein biosynthesis 0 High Quality
EF1B_HUMAN P24534 EEF1B2 (EEF1B) (EF1B)Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=324746.2 3 3 6 0 5 1.76 698 58.00 Translation elongation factorProtein biosynthesis 0 High Quality
CNN3_HUMAN Q15417 CNN3 Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=1 36396.6 4 7 17 0 4 1.76 699 57.76 Non-motor actin binding proteinMuscle contraction 0 High Quality
CCD72_HUMAN Q9Y2S6 CCDC72 (HSPC016) (HSPC330)Coiled-coil domain-containing protein 72 OS=Homo sapiens GN=CCDC72 PE=2 SV=17048.8 1 3 1 0 2 1.76 700 57.72 Molecular function unclassifiedBiological process unclassified 0 Matchup
ACTS_HUMAN P68133 ACTA1 (ACTA)Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=142034.1 8 0 11 0 26 1.76 701 57.71 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
NIT1_HUMAN Q86X76 NIT1 Nitrilase homolog 1 OS=Homo sapiens GN=NIT1 PE=2 SV=235878.6 10 0 16 6 0 1.76 702 57.70 Other hydrolase Other carbon metabolismPyrimidine Metabolism->Beta-Ureidopropionase;;High Quality
MCCA_HUMAN Q96RQ3 MCCC1 (MCCA)Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Homo sapiens GN=MCCC1 PE=1 SV=380455.6 26 6 33 0 12 1.76 703 57.68 Other ligase Gluconeogenesis 0 High Quality
PSD13_HUMAN Q9UNM6 PSMD13 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=142900.9 7 0 6 3 0 1.76 704 57.38 Other enzyme regulatorProteolysis Cell cycle->Proteasome;;Parkinson disease->19S proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;;High Quality
HEBP1_HUMAN Q9NRV9 HEBP1 (HBP) Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=121079.4 8 5 8 0 3 1.76 705 57.30 Other miscellaneous function proteinProtein biosynthesis 0 High Quality
CMBL_HUMAN Q96DG6 CMBL Carboxymethylenebutenolidase homolog OS=Homo sapiens GN=CMBL PE=1 SV=128030.6 4 0 9 0 10 1.76 706 57.28 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism 0 High Quality
COXAM_HUMAN Q7Z7K0 CMC1 (C3orf68)COX assembly mitochondrial protein homolog OS=Homo sapiens GN=CMC1 PE=2 SV=112471.8 2 4 0 0 2 1.76 707 57.15 Hydrolase;Other miscellaneous function proteinCarbohydrate metabolism 0 High Quality
HEM2_HUMAN P13716 ALAD Delta-aminolevulinic acid dehydratase OS=Homo sapiens GN=ALAD PE=1 SV=136277.3 13 0 8 10 0 1.76 708 56.95 Dehydratase Porphyrin metabolismHeme biosynthesis->porphobilinogen synthase;;High Quality
NDUS2_HUMAN O75306 NDUFS2 NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial OS=Homo sapiens GN=NDUFS2 PE=1 SV=252528.5 6 0 3 0 3 1.76 709 56.91 Dehydrogenase;ReductaseOxidative phosphorylation 0 High Quality
GNPI1_HUMAN P46926 GNPDA1 (GNPI) (HLN) (KIAA0060)Glucosamine-6-phosphate isomerase 1 OS=Homo sapiens GN=GNPDA1 PE=1 SV=132651.4 15 0 11 0 6 1.75 710 56.86 Other miscellaneous function proteinSignal transduction;Protein targeting0 High Quality
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EF1G_HUMAN P26641 EEF1G (EF1G) (PRO1608)Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=350101.4 19 1 7 12 0 1.75 711 56.83 Translation elongation factor;Other cytoskeletal proteinsProtein biosynthesisHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
NDRG1_HUMAN Q92597 NDRG1 (CAP43) (DRG1) (RTP)Protein NDRG1 OS=Homo sapiens GN=NDRG1 PE=1 SV=142816.9 3 2 10 0 7 1.75 712 56.54 Molecular function unclassifiedCell proliferation and differentiation0 High Quality
RT4I1_HUMAN Q8WWV3 RTN4IP1 (NIMP)Reticulon-4-interacting protein 1 OS=Homo sapiens GN=RTN4IP1 PE=1 SV=243571.1 7 3 3 0 10 1.75 713 56.44 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
BASI_HUMAN P35613 BSG (UNQ6505/PRO21383)Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 42181.7 3 1 2 3 0 1.75 714 56.28 Transmembrane receptor regulatory/adaptor proteinCell surface receptor mediated signal transduction;Developmental processes0 High Quality
IVD_HUMAN P26440 IVD Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=146302.6 13 3 14 0 7 1.75 715 56.14 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
LYPL1_HUMAN Q5VWZ2 LYPLAL1 Lysophospholipase-like protein 1 OS=Homo sapiens GN=LYPLAL1 PE=1 SV=326299 6 1 6 0 4 1.75 716 56.12 Phospholipase Lipid metabolism 0 High Quality
LANC1_HUMAN O43813 LANCL1 (GPR69A)LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=145266.8 7 3 3 0 8 1.75 717 56.01 Molecular function unclassifiedBiological process unclassified 0 High Quality
PPCE_HUMAN P48147 PREP (PEP) Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=180747.5 26 0 6 23 0 1.75 718 55.93 Serine protease Proteolysis Vasopressin synthesis->Endo Peptidase;;High Quality
PSB6_HUMAN P28072 PSMB6 (LMPY)Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=425339.9 6 2 5 4 0 1.75 719 55.89 Other proteases Proteolysis 0 High Quality
PURB_HUMAN Q96QR8 PURB Transcriptional activator protein Pur-beta OS=Homo sapiens GN=PURB PE=1 SV=333223.9 2 0 3 0 29 1.74 720 55.55 Other transcription factor;Single-stranded DNA-binding protein;Other DNA-binding proteinGeneral mRNA transcription activities0 High Quality
TPPP_HUMAN O94811 TPPP (TPPP1)Tubulin polymerization-promoting protein OS=Homo sapiens GN=TPPP PE=1 SV=123676.1 5 4 3 0 5 1.74 721 55.48 Serine protease Proteolysis 0 High Quality
APT_HUMAN P07741 APRT Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=219590.5 4 3 3 3 0 1.74 722 55.44 Molecular function unclassifiedBiological process unclassified 0 High Quality
CLCB_HUMAN P09497 CLTB Clathrin light chain B OS=Homo sapiens GN=CLTB PE=1 SV=125172.5 6 10 0 0 3 1.74 723 55.11 Vesicle coat protein Receptor mediated endocytosisHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Clathrin;;Huntington disease->Clathrin;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Clathrin;;;;High Quality
RLA1_HUMAN P05386 RPLP1 (RRP1)60S acidic ribosomal protein P1 OS=Homo sapiens GN=RPLP1 PE=1 SV=111496.1 0 0 5 3 0 1.74 724 54.98 Ribosomal protein Protein biosynthesis 0 High Quality
STAT_HUMAN P02808 STATH Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 7286.8 0 0 2 3 0 1.74 725 54.90 Molecular function unclassifiedBiological process unclassified 0 Matchup
GSHR_HUMAN P00390 GSR (GLUR) (GRD1)Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=256239.4 15 1 25 11 0 1.74 726 54.69 Reductase Electron transport;Other metabolism0 High Quality
CBR1_HUMAN P16152 CBR1 (CBR) (CRN)Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=330356.8 21 0 22 4 0 1.74 727 54.67 Dehydrogenase;ReductaseOther metabolism 0 High Quality
VTNC_HUMAN P04004 VTN Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 54288.1 3 1 7 0 15 1.74 728 54.61 Cell adhesion molecule Cell adhesion-mediated signaling;Cell adhesion0 High Quality
PTGR1_HUMAN Q14914 PTGR1 (LTB4DH)Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=235852.5 23 1 4 0 5 1.74 729 54.54 Molecular function unclassifiedBiological process unclassified 0 High Quality
LMNA_HUMAN P02545 LMNA (LMN1)Lamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 74122.6 6 8 13 5 0 1.74 730 54.49 Intermediate filament;Structural proteinCell structure FAS signaling pathway->Nuclear Lamin;;High Quality
CK054_HUMAN Q9H0W9 C11orf54 (LP4947) (PTD012)Ester hydrolase C11orf54 OS=Homo sapiens GN=C11orf54 PE=1 SV=135099.7 0 1 15 10 0 1.73 731 53.76 Molecular function unclassifiedBiological process unclassified 0 High Quality
FRDA_HUMAN Q16595 FXN (FRDA) (X25)Frataxin, mitochondrial OS=Homo sapiens GN=FXN PE=1 SV=223118 5 7 3 3 0 1.73 732 53.70 Molecular function unclassifiedBiological process unclassified 0 High Quality
EIF1B_HUMAN O60739 EIF1B Eukaryotic translation initiation factor 1b OS=Homo sapiens GN=EIF1B PE=1 SV=212805.9 0 0 5 6 0 1.73 733 53.48 Molecular function unclassifiedBiological process unclassified 0 High Quality
PSB5_HUMAN P28074 PSMB5 (LMPX)Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=328463 4 0 13 9 0 1.73 734 53.20 Other proteases Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
MAP4_HUMAN P27816 MAP4 Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=2121002.5 27 21 44 0 13 1.72 735 53.02 Non-motor microtubule binding proteinApoptosis;Cell structure 0 High Quality
BTF3_HUMAN P20290 BTF3 (NACB) (OK/SW-cl.8)Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=122150.3 2 3 5 3 0 1.72 736 52.98 Molecular function unclassifiedBiological process unclassified 0 High Quality
PCBP1_HUMAN Q15365 PCBP1 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=237480.2 7 2 27 4 0 1.72 737 52.91 Select regulatory moleculeProtein metabolism and modification0 High Quality
GRPE1_HUMAN Q9HAV7 GRPEL1 (GREPEL1)GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=224261.2 6 5 4 0 4 1.72 738 52.91 Other chaperones Protein folding 0 High Quality
RAB1B_HUMAN Q9H0U4 RAB1B Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=122154 7 3 0 0 4 1.72 739 52.81 Small GTPase General vesicle transport 0 High Quality
HDD1A_HUMAN Q08623 HDHD1A (DXF68S1E) (FAM16AX) (GS1)Haloacid dehalogenase-like hydrolase domain-containing protein 1A OS=Homo sapiens GN=HDHD1A PE=2 SV=223713.2 0 0 5 0 7 1.72 740 52.70 Phosphatase Biological process unclassified 0 High Quality
SUOX_HUMAN P51687 SUOX Sulfite oxidase, mitochondrial OS=Homo sapiens GN=SUOX PE=1 SV=260263.7 15 5 9 8 0 1.72 741 52.23 Oxidase Electron transport;Sulfur redox metabolism;Other metabolism0 High Quality
SEPT7_HUMAN Q16181 SEPT7 (CDC10)Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 50662.2 11 9 12 0 6 1.72 742 52.10 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
ANXA7_HUMAN P20073 ANXA7 (ANX7) (SNX) (OK/SW-cl.95)Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=2 52722.5 15 2 12 8 0 1.72 743 52.04 Transfer/carrier protein;AnnexinIntracellular protein traffic 0 High Quality
KAPCA_HUMAN P17612 PRKACA (PKACA)cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=240573.3 17 0 6 0 8 1.72 744 51.97 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Cell communication;Developmental processes;Mitosis;Cell proliferation and differentiationHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Protein kinase A;;GABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;PDGF signaling pathway->p90RSK;;Endothelin sigHigh Quality
EPDR1_HUMAN Q9UM22 EPDR1 (MERP1) (UCC1)Mammalian ependymin-related protein 1 OS=Homo sapiens GN=EPDR1 PE=2 SV=225419.5 5 2 2 4 0 1.72 745 51.96 Molecular function unclassifiedBiological process unclassified 0 High Quality
AIBP_HUMAN Q8NCW5 APOA1BP (AIBP) (YJEFN1)Apolipoprotein A-I-binding protein OS=Homo sapiens GN=APOA1BP PE=1 SV=231657.4 2 0 4 15 0 1.72 746 51.96 Molecular function unclassifiedBiological process unclassified 0 High Quality
RL32_HUMAN P62910 RPL32 (PP9932)60S ribosomal protein L32 OS=Homo sapiens GN=RPL32 PE=1 SV=215842.4 0 0 3 0 2 1.71 747 51.85 Ribosomal protein Protein biosynthesis 0 Matchup
NAGK_HUMAN Q9UJ70 NAGK N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=437359.1 15 0 3 0 7 1.71 748 51.60 Molecular function unclassifiedBiological process unclassified 0 High Quality
FSCN1_HUMAN Q16658 FSCN1 (FAN1) (HSN) (SNL)Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 54512.3 11 0 15 13 0 1.71 749 51.57 Non-motor actin binding proteinOncogenesis;Cell motility 0 High Quality
DPYL3_HUMAN Q14195 DPYSL3 (CRMP4) (DRP3) (ULIP)Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=161946.1 10 6 20 9 0 1.71 750 51.57 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
ILK_HUMAN Q13418 ILK (ILK1) (ILK2)Integrin-linked protein kinase OS=Homo sapiens GN=ILK PE=1 SV=251401.7 22 5 16 0 4 1.71 751 51.56 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signalingIntegrin signalling pathway->Integrin linked kinase;;High Quality
ARPC3_HUMAN O15145 ARPC3 (ARC21)Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=320529.8 4 4 2 0 2 1.71 752 51.51 Other actin family cytoskeletal proteinCell structure Integrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protein 2/3 complex;;;;High Quality
IPKA_HUMAN P61925 PKIA (PRKACN1)cAMP-dependent protein kinase inhibitor alpha OS=Homo sapiens GN=PKIA PE=1 SV=27970.7 1 3 1 0 1 1.71 753 51.32 Kinase inhibitor Other intracellular signaling cascade;Muscle development0 High Quality
HEMH_HUMAN P22830 FECH Ferrochelatase, mitochondrial OS=Homo sapiens GN=FECH PE=1 SV=247845.1 6 1 10 0 9 1.71 754 51.12 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;High Quality
SIRT3_HUMAN Q9NTG7 SIRT3 (SIR2L3)NAD-dependent deacetylase sirtuin-3, mitochondrial OS=Homo sapiens GN=SIRT3 PE=1 SV=243555.4 3 0 5 3 0 1.71 755 51.03 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
HSC20_HUMAN Q8IWL3 HSCB (DNAJC20) (HSC20)Co-chaperone protein HscB, mitochondrial OS=Homo sapiens GN=HSCB PE=1 SV=327405.2 4 0 3 0 11 1.71 756 50.99 Molecular function unclassifiedBiological process unclassified 0 High Quality
K1C14_HUMAN P02533 KRT14 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=351604.6 16 9 3 12 0 1.71 757 50.98 Intermediate filament;Structural proteinCell structure 0 High Quality
PRUNE_HUMAN Q86TP1 PRUNE Protein prune homolog OS=Homo sapiens GN=PRUNE PE=1 SV=150210.7 9 0 9 0 9 1.71 758 50.92 Molecular function unclassifiedBiological process unclassified 0 High Quality
BPNT1_HUMAN O95861 BPNT1 3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=2 SV=133374.7 6 2 14 0 4 1.71 759 50.89 Hydrolase Detoxification;Other metabolism0 High Quality
PTPA_HUMAN Q15257 PPP2R4 (PTPA)Serine/threonine-protein phosphatase 2A regulatory subunit B' OS=Homo sapiens GN=PPP2R4 PE=1 SV=340649.7 6 2 0 0 10 1.71 760 50.81 Phosphatase activator Protein modification 0 High Quality
COX41_HUMAN P13073 COX4I1 (COX4)Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Homo sapiens GN=COX4I1 PE=1 SV=119558.8 7 4 4 3 0 1.70 761 50.56 Oxidase Oxidative phosphorylation 0 High Quality
WBP2_HUMAN Q969T9 WBP2 WW domain-binding protein 2 OS=Homo sapiens GN=WBP2 PE=1 SV=128069.2 7 1 7 3 0 1.70 762 50.50 Molecular function unclassifiedBiological process unclassified 0 High Quality
MGDP1_HUMAN Q86V88 MDP1 Magnesium-dependent phosphatase 1 OS=Homo sapiens GN=MDP1 PE=2 SV=120091.3 2 3 0 0 1 1.70 763 50.45 Dehydrogenase Tricarboxylic acid pathway 0 High Quality
C10_HUMAN Q99622 C12orf57 (C10)Protein C10 OS=Homo sapiens GN=C12orf57 PE=2 SV=1 13160.1 0 2 2 0 2 1.70 764 50.42 Molecular function unclassifiedBiological process unclassified 0 Matchup
PP1B_HUMAN P62140 PPP1CB Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=337170.3 9 0 2 10 0 1.70 765 50.41 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
NDUS4_HUMAN O43181 NDUFS4 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial OS=Homo sapiens GN=NDUFS4 PE=1 SV=120089.9 5 6 2 0 2 1.70 766 50.08 Dehydrogenase;ReductaseOxidative phosphorylation 0 High Quality
GL1AD_HUMAN Q6EEV4 GRINL1A Protein GRINL1A, isoforms 15/16 OS=Homo sapiens GN=GRINL1A PE=2 SV=115113 0 1 1 1 0 1.70 767 50.05 Molecular function unclassifiedBiological process unclassified 0 Matchup
UCHL1_HUMAN P09936 UCHL1 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=224806.3 5 4 5 0 2 1.70 768 49.83 Cysteine protease Proteolysis 0 High Quality
IF2A_HUMAN P05198 EIF2S1 (EIF2A)Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=336094.7 10 3 5 7 0 1.70 769 49.83 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
K1C16_HUMAN P08779 KRT16 (KRT16A)Keratin, type I cytoskeletal 16 OS=Homo sapiens GN=KRT16 PE=1 SV=451251 33 15 1 6 0 1.70 770 49.80 Intermediate filament;Structural proteinCell structure 0 High Quality
EHD1_HUMAN Q9H4M9 EHD1 (PAST) (PAST1) (CDABP0131)EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=260611.1 29 3 14 0 6 1.70 771 49.75 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
K2C5_HUMAN P13647 KRT5 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=362361.6 24 21 5 9 0 1.70 772 49.66 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PSMD4_HUMAN P55036 PSMD4 (MCB1)26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=140719.2 3 6 9 5 0 1.69 773 49.43 Select regulatory moleculeProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
PRS7_HUMAN P35998 PSMC2 (MSS1)26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=348617.6 18 4 13 3 0 1.69 774 49.41 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
GLOD4_HUMAN Q9HC38 GLOD4 (C17orf25) (CGI-150) (My027)Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=134776.1 15 1 9 0 4 1.69 775 49.28 Other lyase Other carbon metabolism 0 High Quality
SCRN3_HUMAN Q0VDG4 SCRN3 Secernin-3 OS=Homo sapiens GN=SCRN3 PE=2 SV=1 48527.1 5 0 1 0 5 1.69 776 49.23 Other miscellaneous function proteinProteolysis 0 High Quality
BAF_HUMAN O75531 BANF1 (BAF) (BCRG1)Barrier-to-autointegration factor OS=Homo sapiens GN=BANF1 PE=1 SV=110040.7 0 1 3 0 2 1.69 777 49.15 Molecular function unclassifiedBiological process unclassified 0 High Quality
PSD11_HUMAN O00231 PSMD11 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=347448.3 19 2 2 8 0 1.69 778 49.09 Miscellaneous function Proteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
CAZA2_HUMAN P47755 CAPZA2 F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=332931.2 9 3 8 3 0 1.69 779 48.89 Non-motor actin binding proteinCell structure 0 High Quality
2ABA_HUMAN P63151 PPP2R2A Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=151675.4 12 1 8 0 8 1.69 780 48.85 Protein phosphatase Protein phosphorylation;Stress responseFGF signaling pathway->protein phosphatase 2A;;High Quality
LEG7_HUMAN P47929 LGALS7 (PIG1)Galectin-7 OS=Homo sapiens GN=LGALS7 PE=1 SV=2 15056.7 5 0 0 6 0 1.69 781 48.82 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
SUMO1_HUMAN P63165 SUMO1 (SMT3C) (SMT3H3) (UBL1) (OK/SW-cl.43)Small ubiquitin-related modifier 1 OS=Homo sapiens GN=SUMO1 PE=1 SV=111539 0 0 2 0 4 1.69 782 48.82 Other miscellaneous function proteinProtein modification;Inhibition of apoptosis;Chromosome segregation;Miscellaneousp53 pathway->Small ubiquitin-like modifier 1;;Matchup
VDAC1_HUMAN P21796 VDAC1 (VDAC)Voltage-dependent anion-selective channel protein 1 OS=Homo sapiens GN=VDAC1 PE=1 SV=230755.9 6 0 8 6 0 1.69 783 48.71 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
APEX1_HUMAN P27695 APEX1 (APE) (APEX) (APX) (HAP1) (REF1)DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=235537.7 7 2 7 0 5 1.69 784 48.43 Exodeoxyribonuclease;EndodeoxyribonucleaseDNA repair 0 High Quality
TMOD1_HUMAN P28289 TMOD1 (D9S57E) (TMOD)Tropomodulin-1 OS=Homo sapiens GN=TMOD1 PE=1 SV=140552.8 2 2 6 0 10 1.68 785 48.36 Actin binding cytoskeletal proteinCell structure 0 High Quality
ACPH_HUMAN P13798 APEH (D3F15S2) (D3S48E) (DNF15S2)Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=481206 19 4 13 9 0 1.68 786 48.25 Serine protease Protein acetylation;Proteolysis0 High Quality
TWF2_HUMAN Q6IBS0 TWF2 (PTK9L) (MSTP011)Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 39530.8 4 0 12 11 0 1.68 787 48.14 Non-motor actin binding proteinCell structure;Cell motility 0 High Quality
PRS6A_HUMAN P17980 PSMC3 (TBP1)26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=349187 17 6 13 0 4 1.68 788 48.07 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
CO9_HUMAN P02748 C9 Complement component C9 OS=Homo sapiens GN=C9 PE=1 SV=263156.8 9 0 5 0 18 1.68 789 47.96 Complement componentComplement-mediated immunity0 High Quality
NUDT4_HUMAN Q9NZJ9 NUDT4 (DIPP2) (KIAA0487) (HDCMB47P)Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens GN=NUDT4 PE=1 SV=220287.9 3 0 3 0 4 1.68 790 47.92 Other phosphatase Phospholipid metabolism 0 High Quality
RRAS2_HUMAN P62070 RRAS2 (TC21)Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=123381.6 6 2 13 0 2 1.68 791 47.83 Small GTPase Signal transduction;Synaptic transmissionTGF-beta signaling pathway->Ras-GTP;;TGF-beta signaling pathway->Ras-GDP;;PDGF signaling pathway->Ras;;;;High Quality
NLTP_HUMAN P22307 SCP2 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=258976.6 9 6 3 0 9 1.68 792 47.65 Other transfer/carrier protein;Dehydrogenase;ReductaseOther metabolism 0 High Quality
SIRT5_HUMAN Q9NXA8 SIRT5 (SIR2L5)NAD-dependent deacetylase sirtuin-5 OS=Homo sapiens GN=SIRT5 PE=1 SV=233862.5 11 0 6 0 4 1.68 793 47.62 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
PGES2_HUMAN Q9H7Z7 PTGES2 (C9orf15) (PGES2)Prostaglandin E synthase 2 OS=Homo sapiens GN=PTGES2 PE=1 SV=141925.6 20 1 12 5 0 1.68 794 47.60 Reductase Electron transport;Other metabolism0 High Quality
PRS8_HUMAN P62195 PSMC5 (SUG1)26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=145609.1 12 0 9 3 0 1.68 795 47.53 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
CNBP_HUMAN P62633 CNBP (RNF163) (ZNF9)Cellular nucleic acid-binding protein OS=Homo sapiens GN=CNBP PE=1 SV=119444.1 0 0 3 3 0 1.68 796 47.53 Nucleic acid binding Steroid metabolism;Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
IF5_HUMAN P55010 EIF5 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=249205.4 7 6 7 8 0 1.68 797 47.42 Translation initiation factor;Other G-protein modulatorProtein biosynthesis 0 High Quality
ARP19_HUMAN P56211 ARPP19 cAMP-regulated phosphoprotein 19 OS=Homo sapiens GN=ARPP19 PE=1 SV=212305.3 0 5 0 2 0 1.68 798 47.40 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
PPIB_HUMAN P23284 PPIB (CYPB) Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=122724.9 4 9 4 0 2 1.68 799 47.32 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
TFG_HUMAN Q92734 TFG Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=1 43416.2 2 2 5 6 0 1.67 800 47.28 Molecular function unclassifiedBiological process unclassified 0 High Quality
A1BG_HUMAN P04217 A1BG Alpha-1B-glycoprotein OS=Homo sapiens GN=A1BG PE=1 SV=354254.4 5 2 9 7 0 1.67 801 47.13 Immunoglobulin receptor family member;Defense/immunity proteinLigand-mediated signaling;Natural killer cell mediated immunity0 High Quality
COX7C_HUMAN P15954 COX7C Cytochrome c oxidase subunit 7C, mitochondrial OS=Homo sapiens GN=COX7C PE=1 SV=17227.6 3 0 1 0 1 1.67 802 47.10 Oxidase Oxidative phosphorylation 0 High Quality
IGHG2_HUMAN P01859 IGHG2 Ig gamma-2 chain C region OS=Homo sapiens GN=IGHG2 PE=1 SV=135865.2 5 0 8 9 0 1.67 803 47.09 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
NFS1_HUMAN Q9Y697 NFS1 (NIFS) (HUSSY-08)Cysteine desulfurase, mitochondrial OS=Homo sapiens GN=NFS1 PE=1 SV=350178.1 18 0 18 6 0 1.67 804 47.05 Other lyase Amino acid biosynthesis;Other coenzyme and prosthetic group metabolism;Other sulfur metabolism0 High Quality
PSA2_HUMAN P25787 PSMA2 (PSC3)Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=225880.9 6 0 9 3 0 1.67 805 46.94 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
PSB2_HUMAN P49721 PSMB2 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=122819.5 0 0 2 3 0 1.67 806 46.88 Other proteases Proteolysis 0 Matchup
ARPC5_HUMAN O15511 ARPC5 (ARC16)Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens GN=ARPC5 PE=1 SV=316302.6 1 1 4 0 4 1.67 807 46.87 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
CUTA_HUMAN O60888 CUTA (ACHAP) (C6orf82)Protein CutA OS=Homo sapiens GN=CUTA PE=1 SV=2 19098.1 1 2 0 3 0 1.67 808 46.84 Cation transporter Cation transport;Other homeostasis activities0 Matchup
RS14_HUMAN P62263 RPS14 (PRO2640)40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=316254.9 2 1 2 0 3 1.67 809 46.80 Ribosomal protein Protein biosynthesis 0 High Quality
F10A1_HUMAN P50502 ST13 (FAM10A1) (HIP) (SNC6)Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=241314.4 12 7 10 0 3 1.67 810 46.49 Chaperone Protein folding 0 High Quality
EFG1_HUMAN Q96RP9 GFM1 (EFG) (EFG1) (GFM)Elongation factor G 1, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=283455.5 15 0 10 0 17 1.67 811 46.38 Translation elongation factorProtein biosynthesis 0 High Quality
SRC8_HUMAN Q14247 CTTN (EMS1)Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=161617.4 0 2 9 0 19 1.67 812 46.36 Non-motor actin binding proteinCell structure and motility 0 High Quality
RS3A_HUMAN P61247 RPS3A (MFTL)40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=229927.3 11 3 7 0 3 1.67 813 46.35 Ribosomal protein Protein biosynthesis 0 High Quality
CPNE3_HUMAN O75131 CPNE3 (CPN3) (KIAA0636)Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=1 60113.6 12 0 12 9 0 1.67 814 46.26 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic 0 High Quality
ACTN2_HUMAN P35609 ACTN2 Alpha-actinin-2 OS=Homo sapiens GN=ACTN2 PE=1 SV=1103839.5 39 2 27 10 0 1.66 815 46.23 Non-motor actin binding proteinCell structure Integrin signalling pathway->alpha actinin;;High Quality
PDK2_HUMAN Q15119 PDK2 [Pyruvate dehydrogenase [lipoamide]] kinase isozyme 2, mitochondrial OS=Homo sapiens GN=PDK2 PE=1 SV=246137.3 10 0 4 0 7 1.66 816 46.13 Protein kinase Protein phosphorylationTCA cycle->Pyruvate Dehydrogenase;;High Quality
DENR_HUMAN O43583 DENR (DRP1) (H14)Density-regulated protein OS=Homo sapiens GN=DENR PE=1 SV=222074.4 6 0 3 0 3 1.66 817 46.01 Nuclease;Translation initiation factorProtein biosynthesis;Other metabolism0 High Quality
MTAP_HUMAN Q13126 MTAP (MSAP)S-methyl-5'-thioadenosine phosphorylase OS=Homo sapiens GN=MTAP PE=1 SV=231218.3 15 0 6 0 3 1.66 818 45.96 Phosphorylase Purine metabolism 0 High Quality
ADIPO_HUMAN Q15848 ADIPOQ (ACDC) (ACRP30) (APM1) (GBP28)Adiponectin OS=Homo sapiens GN=ADIPOQ PE=1 SV=1 26396.2 3 0 0 14 0 1.66 819 45.91 Peptide hormone Carbohydrate transport;Gluconeogenesis;Fatty acid beta-oxidation;Transport0 High Quality
LYRM2_HUMAN Q9NU23 LYRM2 LYR motif-containing protein 2 OS=Homo sapiens GN=LYRM2 PE=2 SV=110431.8 2 0 1 0 4 1.66 820 45.91 Molecular function unclassifiedBiological process unclassified 0 Matchup
IMB1_HUMAN Q14974 KPNB1 (NTF97)Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=297153.3 25 1 5 6 0 1.66 821 45.85 Transfer/carrier proteinNuclear transport;Protein targeting;Transport0 High Quality
RL30_HUMAN P62888 RPL30 60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=212766.7 0 0 6 0 3 1.66 822 45.80 Ribosomal protein Protein biosynthesis 0 High Quality
LYSC_HUMAN P61626 LYZ (LZM) Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=1 16518.9 2 5 4 0 1 1.66 823 45.78 Hydrolase;Defense/immunity proteinCarbohydrate metabolism;Stress response0 High Quality
MYLK3_HUMAN Q32MK0 MYLK3 (MLCK)Putative myosin light chain kinase 3 OS=Homo sapiens GN=MYLK3 PE=2 SV=286074.1 16 8 23 8 0 1.66 824 45.75 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;High Quality
LYPA1_HUMAN O75608 LYPLA1 (APT1) (LPL1)Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=124652.2 4 0 3 0 3 1.66 825 45.58 Phospholipase Lipid metabolism;Protein-lipid modification;G-protein mediated signaling;Cell proliferation and differentiation0 High Quality
MIA40_HUMAN Q8N4Q1 CHCHD4 (MIA40)Mitochondrial intermembrane space import and assembly protein 40 OS=Homo sapiens GN=CHCHD4 PE=1 SV=115978.3 1 1 1 3 0 1.66 826 45.58 Molecular function unclassifiedBiological process unclassified 0 Matchup
RT28_HUMAN Q9Y2Q9 MRPS28 (MRPS35) (HSPC007)28S ribosomal protein S28, mitochondrial OS=Homo sapiens GN=MRPS28 PE=2 SV=120825.1 4 4 1 0 2 1.66 827 45.57 Ribosomal protein Protein biosynthesis 0 High Quality
CV025_HUMAN Q6ICL3 C22orf25 Uncharacterized protein C22orf25 OS=Homo sapiens GN=C22orf25 PE=2 SV=130920.3 14 1 5 3 0 1.66 828 45.55 Molecular function unclassifiedBiological process unclassified 0 High Quality
CLIC5_HUMAN Q9NZA1 CLIC5 Chloride intracellular channel protein 5 OS=Homo sapiens GN=CLIC5 PE=1 SV=246452 6 0 11 3 0 1.66 829 45.53 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality

Supplementary Material (ESI) for Molecular BioSystems. This journal is (c) The Royal Society of Chemistry, 2010



RM52_HUMAN Q86TS9 MRPL52 39S ribosomal protein L52, mitochondrial OS=Homo sapiens GN=MRPL52 PE=2 SV=213645.8 0 1 1 0 3 1.65 830 45.10 Molecular function unclassifiedBiological process unclassified 0 Matchup
PACN3_HUMAN Q9UKS6 PACSIN3 Protein kinase C and casein kinase substrate in neurons protein 3 OS=Homo sapiens GN=PACSIN3 PE=1 SV=248468.7 7 3 9 3 0 1.65 831 45.03 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
YBOX1_HUMAN P67809 YBX1 (NSEP1) (YB1)Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=335905.7 5 7 4 0 3 1.65 832 44.85 Other transcription factor;Nucleic acid bindingmRNA transcription regulation0 High Quality
LYAG_HUMAN P10253 GAA Lysosomal alpha-glucosidase OS=Homo sapiens GN=GAA PE=1 SV=2105320.5 5 5 9 6 0 1.65 833 44.64 Glucosidase Glycogen metabolism 0 High Quality
GALM_HUMAN Q96C23 GALM (BLOCK25)Aldose 1-epimerase OS=Homo sapiens GN=GALM PE=1 SV=137747.2 5 0 1 0 2 1.65 834 44.62 Epimerase/racemase Monosaccharide metabolism 0 High Quality
ADK_HUMAN P55263 ADK Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=240528.6 7 1 16 0 3 1.65 835 44.47 Nucleotide kinase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
VPS4A_HUMAN Q9UN37 VPS4A (VPS4)Vacuolar protein sorting-associating protein 4A OS=Homo sapiens GN=VPS4A PE=1 SV=148881.3 3 2 4 0 9 1.65 836 44.47 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
ARL3_HUMAN P36405 ARL3 (ARFL3)ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=220438.3 2 3 2 2 0 1.65 837 44.36 Small GTPase General vesicle transport 0 High Quality
PSB3_HUMAN P49720 PSMB3 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=222931.6 1 0 8 3 0 1.65 838 44.24 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
IMA4_HUMAN O00629 KPNA4 Importin subunit alpha-4 OS=Homo sapiens GN=KPNA4 PE=1 SV=157868.9 2 4 4 0 5 1.65 839 44.19 Transfer/carrier proteinNuclear transport;Protein targeting0 High Quality
CCD44_HUMAN Q9BSH4 CCDC44 (PRO0477)Coiled-coil domain-containing protein 44 OS=Homo sapiens GN=CCDC44 PE=1 SV=132459.3 7 0 7 0 4 1.65 840 44.16 Molecular function unclassifiedBiological process unclassified 0 High Quality
MYL9_HUMAN P24844 MYL9 (MLC2) (MRLC1) (MYRL2)Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=419810.1 2 2 2 0 2 1.64 841 44.06 Other actin family cytoskeletal protein;Calmodulin related proteinMuscle contraction;Muscle development;Cell structure and motility0 High Quality
ITIH4_HUMAN Q14624 ITIH4 (IHRP) (ITIHL1) (PK120) (PRO1851)Inter-alpha-trypsin inhibitor heavy chain H4 OS=Homo sapiens GN=ITIH4 PE=1 SV=3103308.4 15 8 14 10 0 1.64 842 44.04 Serine protease inhibitorProteolysis 0 High Quality
CF142_HUMAN Q5VWP3 C6orf142 Uncharacterized protein C6orf142 OS=Homo sapiens GN=C6orf142 PE=2 SV=250439.7 0 6 6 7 0 1.64 843 43.96 Molecular function unclassifiedBiological process unclassified 0 High Quality
HCC1_HUMAN P82979 SARNP Nuclear protein Hcc-1 OS=Homo sapiens GN=HCC1 PE=1 SV=323653.2 0 4 4 0 3 1.64 844 43.95 Small GTPase General vesicle transport 0 High Quality
GPX4_HUMAN P36969 GPX4 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial OS=Homo sapiens GN=GPX4 PE=1 SV=322157.3 1 0 5 0 7 1.64 845 43.80 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
ACAD8_HUMAN Q9UKU7 ACAD8 (ARC42) (IBD)Isobutyryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACAD8 PE=1 SV=145052.1 8 1 14 0 4 1.64 846 43.78 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
PCY2_HUMAN Q99447 PCYT2 Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=2 SV=143817.1 11 4 8 4 0 1.64 847 43.75 Nucleotidyltransferase Regulation of lipid, fatty acid and steroid metabolism;Phospholipid metabolism0 High Quality
CO4A_HUMAN P0C0L4 C4A (CO4) (CPAMD2)Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1192776.8 0 1 0 10 3 1.64 848 43.61 Molecular function unclassifiedBiological process unclassified 0 High Quality
TPP1_HUMAN O14773 TPP1 (CLN2) (GIG1) (UNQ267/PRO304)Tripeptidyl-peptidase 1 OS=Homo sapiens GN=TPP1 PE=1 SV=261229.6 7 2 4 5 0 1.64 849 43.49 Serine protease Proteolysis 0 High Quality
GSHB_HUMAN P48637 GSS Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=152367.9 15 1 9 6 0 1.64 850 43.45 Synthetase;Other ligase Sulfur redox metabolism 0 High Quality
EIF3K_HUMAN Q9UBQ5 EIF3K (EIF3S12) (ARG134) (HSPC029) (MSTP001) (PTD001)Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=125042.4 5 1 0 3 0 1.64 851 43.37 Molecular function unclassifiedProtein biosynthesis 0 High Quality
HDHD2_HUMAN Q9H0R4 HDHD2 Haloacid dehalogenase-like hydrolase domain-containing protein 2 OS=Homo sapiens GN=HDHD2 PE=2 SV=128518.9 6 0 7 0 3 1.64 852 43.35 Other phosphatase Phosphate metabolism 0 High Quality
AUHM_HUMAN Q13825 AUH Methylglutaconyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=AUH PE=1 SV=135592 15 3 5 0 3 1.64 853 43.17 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
FA49B_HUMAN Q9NUQ9 FAM49B (BM-009)Protein FAM49B OS=Homo sapiens GN=FAM49B PE=1 SV=136730.7 17 0 2 5 0 1.63 854 43.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
NUDT9_HUMAN Q9BW91 NUDT9 (NUDT10) (PSEC0099) (UNQ3012/PRO9771)ADP-ribose pyrophosphatase, mitochondrial OS=Homo sapiens GN=NUDT9 PE=1 SV=139107.5 3 5 3 0 3 1.63 855 42.80 Other hydrolase Biological process unclassified 0 High Quality
BASP_HUMAN P80723 BASP1 (NAP22)Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=222675.3 0 3 0 0 6 1.63 856 42.60 Molecular function unclassifiedExocytosis;Other neuronal activity;Neurogenesis0 High Quality
SPSY_HUMAN P52788 SMS Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=241251.5 3 2 9 0 4 1.63 857 42.59 Synthase Other metabolism 0 High Quality
ARP3_HUMAN P61158 ACTR3 (ARP3)Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=347353.8 16 0 7 5 0 1.63 858 42.58 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureHuntington disease->Actin;;High Quality
ADRM1_HUMAN Q16186 ADRM1 (GP110)Protein ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=242136.2 2 2 1 6 0 1.63 859 42.36 Other miscellaneous function proteinCell adhesion 0 High Quality
RL5_HUMAN P46777 RPL5 (MSTP030)60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=334345.5 10 0 0 0 8 1.63 860 42.30 Ribosomal protein Protein biosynthesis 0 High Quality
CAP2_HUMAN P40123 CAP2 Adenylyl cyclase-associated protein 2 OS=Homo sapiens GN=CAP2 PE=1 SV=152806.4 15 2 9 3 0 1.63 861 42.27 Actin binding cytoskeletal protein;Other miscellaneous function proteinOther intracellular signaling cascade;Cell communication;Cell structure and motility0 High Quality
CSN8_HUMAN Q99627 COPS8 (CSN8)COP9 signalosome complex subunit 8 OS=Homo sapiens GN=COPS8 PE=1 SV=123208.1 6 6 2 1 0 1.63 862 42.21 Other signaling moleculeBiological process unclassified 0 High Quality
RS4X_HUMAN P62701 RPS4X (CCG2) (RPS4) (SCAR)40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=229581.3 14 1 1 0 3 1.62 863 42.03 Ribosomal protein Protein biosynthesis 0 High Quality
NHLC2_HUMAN Q8NBF2 NHLRC2 NHL repeat-containing protein 2 OS=Homo sapiens GN=NHLRC2 PE=1 SV=179427.5 23 0 9 0 7 1.62 864 41.99 Molecular function unclassifiedBiological process unclassified 0 High Quality
SYFA_HUMAN Q9Y285 FARSA (FARS) (FARSL) (FARSLA)Phenylalanyl-tRNA synthetase alpha chain OS=Homo sapiens GN=FARSA PE=1 SV=357546.5 10 0 8 7 0 1.62 865 41.89 Molecular function unclassifiedBiological process unclassified 0 High Quality
ITPA_HUMAN Q9BY32 ITPA (C20orf37) (My049) (OK/SW-cl.9)Inosine triphosphate pyrophosphatase OS=Homo sapiens GN=ITPA PE=1 SV=221427.9 0 0 4 0 5 1.62 866 41.87 Nucleotide phosphataseRegulation of nucleoside, nucleotide metabolism0 High Quality
RS18_HUMAN P62269 RPS18 (D6S218E)40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=317701.3 8 0 2 3 0 1.62 867 41.76 Ribosomal protein Protein biosynthesis 0 High Quality
PEF1_HUMAN Q9UBV8 PEF1 (ABP32) (UNQ1845/PRO3573)Peflin OS=Homo sapiens GN=PEF1 PE=1 SV=1 30363.3 7 0 1 4 0 1.62 868 41.68 Select calcium binding proteinBiological process unclassified 0 High Quality
TRXR1_HUMAN Q16881 TXNRD1 (KDRF)Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=370888.9 14 0 8 11 0 1.62 869 41.66 Reductase Electron transport;Other metabolism0 High Quality
SYSC_HUMAN P49591 SARS (SERS) Seryl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=358760.6 8 0 6 0 3 1.62 870 41.44 Other RNA-binding protein;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
CF203_HUMAN Q9P0P8 C6orf203 (HSPC230)Uncharacterized protein C6orf203 OS=Homo sapiens GN=C6orf203 PE=2 SV=127924.6 2 2 2 0 5 1.62 871 41.27 Molecular function unclassifiedBiological process unclassified 0 High Quality
DSG1_HUMAN Q02413 DSG1 (CDHF4)Desmoglein-1 OS=Homo sapiens GN=DSG1 PE=1 SV=1 113698.8 1 3 2 40 0 1.62 872 41.21 Cadherin;Other cell junction proteinCell adhesion-mediated signaling;Cell adhesion0 High Quality
PAIRB_HUMAN Q8NC51 SERBP1 (PAIRBP1) (CGI-55)Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=244947.8 0 6 5 0 4 1.61 873 40.96 Other RNA-binding proteinBiological process unclassified 0 High Quality
VP26A_HUMAN O75436 VPS26A (VPS26)Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=238153.1 6 1 0 0 2 1.61 874 40.96 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
PRDX4_HUMAN Q13162 PRDX4 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=130523.1 0 0 5 6 0 1.61 875 40.92 Peroxidase Antioxidation and free radical removal0 High Quality
TBA1A_HUMAN Q71U36 TUBA1A (TUBA3)Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=150117.7 0 0 44 3 0 1.61 876 40.91 Molecular function unclassifiedBiological process unclassified 0 High Quality
DDX1_HUMAN Q92499 DDX1 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=282415.1 14 0 21 11 0 1.61 877 40.87 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
E41L2_HUMAN O43491 EPB41L2 Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1112569.8 6 6 4 0 21 1.61 878 40.66 Molecular function unclassifiedBiological process unclassifiedDopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1-like 1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein banHigh Quality
PROF2_HUMAN P35080 PFN2 Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=3 15028.2 1 0 3 4 0 1.61 879 40.49 Molecular function unclassifiedBiological process unclassifiedCytoskeletal regulation by Rho GTPase->Profilin;;High Quality
ZYX_HUMAN Q15942 ZYX Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 61258 5 10 5 0 2 1.61 880 40.39 Actin binding cytoskeletal protein;Kinase modulator;Cell junction proteinOther protein targeting and localization;Mitosis;Cell structure;Cell motility0 High Quality
MARE2_HUMAN Q15555 MAPRE2 (RP1)Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=137013.6 6 1 7 0 3 1.60 881 40.03 Non-motor microtubule binding proteinCell cycle;Cell proliferation and differentiation;Cell structure0 High Quality
VAT1_HUMAN Q99536 VAT1 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=241901.8 10 0 0 0 6 1.60 882 40.03 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
CSDE1_HUMAN O75534 CSDE1 (D1S155E) (KIAA0885) (NRU) (UNR)Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=288867 3 0 5 0 5 1.60 883 40.03 Molecular function unclassifiedBiological process unclassified 0 High Quality
NQO2_HUMAN P16083 NQO2 (NMOR2)Ribosyldihydronicotinamide dehydrogenase [quinone] OS=Homo sapiens GN=NQO2 PE=1 SV=425934.8 2 0 7 0 2 1.60 884 39.99 Molecular function unclassifiedBiological process unclassified 0 High Quality
AHNK_HUMAN Q09666 AHNAK (PM227)Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2629086.4 143 86 176 0 54 1.60 885 39.83 Molecular function unclassifiedBiological process unclassified 0 High Quality
CSN7A_HUMAN Q9UBW8 COPS7A (CSN7A) (DERP10)COP9 signalosome complex subunit 7a OS=Homo sapiens GN=COPS7A PE=1 SV=130258.8 10 0 2 4 0 1.60 886 39.69 Other miscellaneous function proteinMiscellaneous;Cell proliferation and differentiation0 High Quality
ARF1_HUMAN P84077 ARF1 ADP-ribosylation factor 1 OS=Homo sapiens GN=ARF1 PE=1 SV=220583.7 0 0 3 6 0 1.60 887 39.69 Small GTPase General vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;High Quality
CCD50_HUMAN Q8IVM0 CCDC50 (C3orf6)Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=135804.2 0 2 0 0 4 1.60 888 39.65 Molecular function unclassifiedBiological process unclassified 0 Matchup
GSK3B_HUMAN P49841 GSK3B Glycogen synthase kinase-3 beta OS=Homo sapiens GN=GSK3B PE=1 SV=246727.3 3 0 1 0 5 1.60 889 39.63 Non-receptor serine/threonine protein kinaseOther polysaccharide metabolism;Glycogen metabolism;Protein phosphorylation;Other receptor mediated signaling pathway;Other intracellular signaling cascade;Embryogenesis;Segment specification;Neurogenesis;Mesoderm development;Mitosis;Cell proliferation anRas Pathway->Glycogen synthase kinase 3;;PDGF signaling pathway->GSK3;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Glycogen synthase kinase;;Wnt signaling pathway->Glycogen Synthase Kinase-3Beta;;Insulin/IGF pathway-High Quality
THIOM_HUMAN Q99757 TXN2 (TRX2) Thioredoxin, mitochondrial OS=Homo sapiens GN=TXN2 PE=1 SV=218365.2 1 0 4 4 0 1.60 890 39.53 Other oxidoreductase Electron transport;Sulfur redox metabolismHypoxia response via HIF activation->thioredoxin;;High Quality
ANXA4_HUMAN P09525 ANXA4 (ANX4)Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=4 35866.3 20 1 9 3 0 1.60 891 39.52 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
CUL3_HUMAN Q13618 CUL3 (KIAA0617)Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=2 88914.1 5 0 3 0 5 1.60 892 39.42 Molecular function unclassifiedProteolysis;Induction of apoptosis;Cell cycle control;Oncogenesis0 High Quality
CAV1_HUMAN Q03135 CAV1 (CAV) Caveolin-1 OS=Homo sapiens GN=CAV1 PE=1 SV=4 20454.2 3 0 0 0 3 1.60 893 39.42 Lipid and fatty acid transport;G-protein mediated signaling;Endocytosis;Extracellular transport and importLipid and fatty acid transport;G-protein mediated signaling;Endocytosis;Extracellular transport and importIntegrin signalling pathway->Caveolin;;one hit wonders
UBQL2_HUMAN Q9UHD9 UBQLN2 (N4BP4) (PLIC2) (HRIHFB2157)Ubiquilin-2 OS=Homo sapiens GN=UBQLN2 PE=1 SV=2 65679.1 0 4 2 7 0 1.60 894 39.40 Other miscellaneous function proteinProteolysis 0 High Quality
PDP1_HUMAN Q9P0J1 PDP1 (PDP) (PPM2C)[Pyruvate dehydrogenase [acetyl-transferring]]-phosphatase 1, mitochondrial OS=Homo sapiens GN=PDP1 PE=1 SV=361036.7 17 1 11 0 4 1.59 895 39.32 Protein phosphatase Glycolysis 0 High Quality
SAR1B_HUMAN Q9Y6B6 SAR1B (SARA2) (SARB)GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=122393 0 0 4 5 0 1.59 896 39.31 Small GTPase General vesicle transport 0 High Quality
USO1_HUMAN O60763 USO1 (VDP) General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2107879.6 19 2 18 0 5 1.59 897 39.25 Molecular function unclassifiedBiological process unclassified 0 High Quality
LRC47_HUMAN Q8N1G4 LRRC47 (KIAA1185)Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=163456.7 12 2 6 0 6 1.59 898 39.21 Nucleic acid binding;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
PGTB2_HUMAN P53611 RABGGTB (GGTB)Geranylgeranyl transferase type-2 subunit beta OS=Homo sapiens GN=RABGGTB PE=1 SV=236907.2 2 0 1 3 0 1.59 899 39.07 Acyltransferase Protein-lipid modification 0 High Quality
CIP4_HUMAN Q15642 TRIP10 (CIP4) (STOT) (STP)Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=368335.1 2 3 4 0 11 1.59 900 39.05 Other signaling molecule;Cytoskeletal protein;Other miscellaneous function proteinOther cell cycle process;Cell structure0 High Quality
RAB12_HUMAN Q6IQ22 RAB12 Putative Ras-related protein Rab-12 OS=Homo sapiens GN=RAB12 PE=5 SV=327231.7 6 2 0 0 4 1.59 901 38.82 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
NOL3_HUMAN O60936 NOL3 (ARC) (NOP)Nucleolar protein 3 OS=Homo sapiens GN=NOL3 PE=1 SV=124309.7 3 0 5 3 0 1.59 902 38.71 Molecular function unclassifiedmRNA transcription;Other apoptosis0 High Quality
RUVB1_HUMAN Q9Y265 RUVBL1 (INO80H) (NMP238) (TIP49) (TIP49A)RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=1 50211.4 12 0 10 3 0 1.59 903 38.67 Transcription cofactor;DNA helicasemRNA transcription regulation;Embryogenesis;Mesoderm development0 High Quality
DC1L2_HUMAN O43237 DYNC1LI2 (DNCLI2) (LIC2)Cytoplasmic dynein 1 light intermediate chain 2 OS=Homo sapiens GN=DYNC1LI2 PE=1 SV=154081.8 2 8 4 0 4 1.59 904 38.48 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
RL6_HUMAN Q02878 RPL6 (TXREB1)60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=332711.3 5 2 0 0 6 1.59 905 38.47 Ribosomal protein Protein biosynthesis 0 High Quality
XPP1_HUMAN Q9NQW7 XPNPEP1 (XPNPEPL) (XPNPEPL1)Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=369901.2 13 0 20 6 0 1.58 906 38.40 Metalloprotease Proteolysis 0 High Quality
NPL4_HUMAN Q8TAT6 NPLOC4 (KIAA1499) (NPL4)Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=368103.1 8 2 11 4 0 1.58 907 38.23 Molecular function unclassifiedRNA localization;Nuclear transport;Transport;Other metabolism0 High Quality
FBLN5_HUMAN Q9UBX5 FBLN5 (DANCE) (UNQ184/PRO210)Fibulin-5 OS=Homo sapiens GN=FBLN5 PE=1 SV=1 50162.1 3 0 5 3 0 1.58 908 38.23 Signaling molecule;Cell adhesion molecule;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
BIEA_HUMAN P53004 BLVRA (BLVR) (BVR)Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=233411 9 1 6 0 2 1.58 909 38.01 Oxidoreductase Electron transport;Other metabolism0 High Quality
ST38L_HUMAN Q9Y2H1 STK38L (KIAA0965) (NDR2)Serine/threonine-protein kinase 38-like OS=Homo sapiens GN=STK38L PE=1 SV=353987 5 0 3 0 11 1.58 910 37.94 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell cycle control;Cell structure0 High Quality
AL1B1_HUMAN P30837 ALDH1B1 (ALDH5) (ALDHX)Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=2 SV=257220.8 10 0 8 0 6 1.58 911 37.87 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
PUR6_HUMAN P22234 PAICS (ADE2) (AIRC) (PAIS)Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=347062 7 3 2 5 0 1.58 912 37.78 Synthase;Ligase Purine metabolism 0 High Quality
M2OM_HUMAN Q02978 SLC25A11 (SLC20A4)Mitochondrial 2-oxoglutarate/malate carrier protein OS=Homo sapiens GN=SLC25A11 PE=1 SV=334045.2 11 0 0 0 4 1.58 913 37.63 Mitochondrial carrier proteinSmall molecule transport 0 High Quality
CREG1_HUMAN O75629 CREG1 (CREG) (UNQ727/PRO1409)Protein CREG1 OS=Homo sapiens GN=CREG1 PE=1 SV=1 24057 0 0 0 5 2 1.57 914 37.51 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Other metabolism0 Matchup
CDC42_HUMAN P60953 CDC42 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=121292.7 1 0 3 0 4 1.57 915 37.48 Small GTPase G-protein mediated signaling;Cell structure and motilityIntegrin signalling pathway->Cell division cycle 42;;Huntington disease->Rac;;Axon guidance mediated by Slit/Robo->Cell division cycle 42;;T cell activation->cdc42;;p38 MAPK pathway->cell division cycle 42;;EGF receptor signaling pathway->Rac;;CytoskeletaHigh Quality
SYQ_HUMAN P47897 QARS Glutaminyl-tRNA synthetase OS=Homo sapiens GN=QARS PE=1 SV=187781.9 18 0 7 11 0 1.57 916 37.47 Aminoacyl-tRNA synthetaseAmino acid activationHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
RL10A_HUMAN P62906 RPL10A (NEDD6)60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=224814 0 0 3 0 3 1.57 917 37.27 Ribosomal protein Protein biosynthesis 0 Matchup
SFRS3_HUMAN P84103 SFRS3 (SRP20)Splicing factor, arginine/serine-rich 3 OS=Homo sapiens GN=SFRS3 PE=1 SV=119312 3 0 3 3 0 1.57 918 37.22 mRNA splicing factor mRNA splicing 0 High Quality
VAPA_HUMAN Q9P0L0 VAPA (VAP33)Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=327875.9 0 3 0 0 3 1.57 919 37.20 Membrane traffic regulatory proteinGeneral vesicle transport;Cell motility0 Matchup
RB11B_HUMAN Q15907 RAB11B (YPT3)Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=424471 5 0 4 3 0 1.57 920 37.01 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportHuntington disease->Rab8;;PDGF signaling pathway->Ras;;;High Quality
RL8_HUMAN P62917 RPL8 60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=228006.8 4 1 4 0 3 1.57 921 36.99 Other RNA-binding protein;Ribosomal proteinProtein biosynthesis 0 High Quality
CSN1_HUMAN Q13098 GPS1 (COPS1) (CSN1)COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=353355.7 11 0 4 0 5 1.57 922 36.91 Miscellaneous function Proteolysis 0 High Quality
K6PL_HUMAN P17858 PFKL 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=685001.2 9 1 6 0 12 1.57 923 36.90 Carbohydrate kinase Glycolysis Glycolysis->Phosphofructokinase-1;;High Quality
GBB1_HUMAN P62873 GNB1 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=337359.5 4 0 6 3 0 1.57 924 36.86 Large G-protein;HydrolaseG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Opioid proopiomelanocortin pathway->G-protein;;5HT1 type receptor mediated signaling pathway->G-protein;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->G protein, bHigh Quality
AS3MT_HUMAN Q9HBK9 AS3MT (CYT19)Arsenite methyltransferase OS=Homo sapiens GN=AS3MT PE=1 SV=241728.9 0 0 3 3 0 1.56 925 36.72 Methyltransferase Other metabolism 0 High Quality
HMGB2_HUMAN P26583 HMGB2 (HMG2)High mobility group protein B2 OS=Homo sapiens GN=HMGB2 PE=1 SV=224016.6 0 3 4 0 2 1.56 926 36.55 Molecular function unclassifiedBiological process unclassified 0 High Quality
XIRP1_HUMAN Q702N8 XIRP1 (CMYA1) (XIN)Xin actin-binding repeat-containing protein 1 OS=Homo sapiens GN=XIRP1 PE=1 SV=1198540 42 33 32 0 5 1.56 927 36.51 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other blood circulation and gas exchange activityT cell activation->MEKK;;High Quality
K0174_HUMAN P53990 KIAA0174 Uncharacterized protein KIAA0174 OS=Homo sapiens GN=KIAA0174 PE=1 SV=139734.2 1 0 5 0 7 1.56 928 36.33 Molecular function unclassifiedBiological process unclassified 0 High Quality
SIAS_HUMAN Q9NR45 NANS (SAS) Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=240289.9 5 0 7 4 0 1.56 929 36.29 Synthetase;Other lyase Other polysaccharide metabolism;Protein glycosylation0 High Quality
AL1A1_HUMAN P00352 ALDH1A1 (ALDC) (ALDH1) (PUMB1)Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=254844.8 14 0 9 5 0 1.56 930 36.26 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
RS11_HUMAN P62280 RPS11 40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=318413.3 2 0 4 3 0 1.56 931 36.23 Ribosomal protein Protein biosynthesis 0 High Quality
HP1B3_HUMAN Q5SSJ5 HP1BP3 Heterochromatin protein 1-binding protein 3 OS=Homo sapiens GN=HP1BP3 PE=1 SV=161190.7 0 2 4 0 10 1.56 932 36.10 Molecular function unclassifiedBiological process unclassified 0 High Quality
CO8G_HUMAN P07360 C8G Complement component C8 gamma chain OS=Homo sapiens GN=C8G PE=1 SV=322259.3 0 0 2 0 4 1.56 933 36.06 Complement componentImmunity and defense 0 Matchup
AMRP_HUMAN P30533 LRPAP1 (A2MRAP)Alpha-2-macroglobulin receptor-associated protein OS=Homo sapiens GN=LRPAP1 PE=1 SV=141449.6 0 6 2 0 4 1.56 934 35.95 Apolipoprotein Protein folding;Other transport0 High Quality
GRSF1_HUMAN Q12849 GRSF1 G-rich sequence factor 1 OS=Homo sapiens GN=GRSF1 PE=1 SV=250152.8 0 3 5 5 0 1.56 935 35.94 Ribosomal protein mRNA splicing 0 High Quality
PIPNA_HUMAN Q00169 PITPNA (PITPN)Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens GN=PITPNA PE=1 SV=231788.3 15 0 0 3 0 1.56 936 35.92 Molecular function unclassifiedBiological process unclassified 0 High Quality
TSNAX_HUMAN Q99598 TSNAX (TRAX)Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=133095.1 9 2 0 3 0 1.55 937 35.81 Single-stranded DNA-binding proteinBiological process unclassified 0 High Quality
COQ6_HUMAN Q9Y2Z9 COQ6 (CGI-10)Ubiquinone biosynthesis monooxygenase COQ6 OS=Homo sapiens GN=COQ6 PE=2 SV=250852.1 15 0 0 0 3 1.55 938 35.77 Oxygenase Amino acid catabolism 0 High Quality
SPB9_HUMAN P50453 SERPINB9 (PI9)Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=1 42386.3 5 0 5 5 0 1.55 939 35.77 Serine protease inhibitorProteolysis 0 High Quality
CDV3_HUMAN Q9UKY7 CDV3 (H41) Protein CDV3 homolog OS=Homo sapiens GN=CDV3 PE=1 SV=127316.7 2 3 9 0 1 1.55 940 35.66 Molecular function unclassifiedBiological process unclassified 0 High Quality
ZADH2_HUMAN Q8N4Q0 ZADH2 Zinc-binding alcohol dehydrogenase domain-containing protein 2 OS=Homo sapiens GN=ZADH2 PE=1 SV=140122.8 4 0 2 7 0 1.55 941 35.65 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
RL7A_HUMAN P62424 RPL7A (SURF-3) (SURF3)60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=229978.3 7 0 1 0 4 1.55 942 35.53 Ribosomal protein Protein biosynthesis 0 High Quality
FSTL1_HUMAN Q12841 FSTL1 (FRP) Follistatin-related protein 1 OS=Homo sapiens GN=FSTL1 PE=1 SV=134967.3 2 0 0 0 14 1.55 943 35.51 Select regulatory moleculeHomeostasis 0 High Quality
ROAA_HUMAN Q99729 HNRNPAB (ABBP1) (HNRPAB)Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=236207.2 1 0 2 0 2 1.55 944 35.51 Molecular function unclassifiedBiological process unclassified 0 Matchup
JIP4_HUMAN O60271 SPAG9 (HSS) (KIAA0516) (MAPK8IP4) (SYD1) (HLC6)C-jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4146187.2 0 0 5 3 1 1.55 945 35.44 Kinase modulator Intracellular signaling cascade;Transport;Cell structure and motility0 High Quality
MP2K1_HUMAN Q02750 MAP2K1 (MEK1) (PRKMK1)Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=243422.2 6 0 3 0 5 1.55 946 35.40 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 1;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF High Quality
RL11_HUMAN P62913 RPL11 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=220235.2 3 0 2 0 3 1.55 947 35.31 Ribosomal protein Protein biosynthesis 0 High Quality
HBXIP_HUMAN O43504 HBXIP (XIP) Hepatitis B virus X-interacting protein OS=Homo sapiens GN=HBXIP PE=1 SV=19595.7 0 0 4 0 1 1.55 948 35.30 Molecular function unclassifiedBiological process unclassified 0 High Quality
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SFRS2_HUMAN Q01130 SFRS2 Splicing factor, arginine/serine-rich 2 OS=Homo sapiens GN=SFRS2 PE=1 SV=425459.1 4 0 3 3 0 1.55 949 35.26 mRNA splicing factor mRNA splicing 0 High Quality
MEMO1_HUMANQ9Y316 MEMO1 (C2orf4) (NS5ATP7) (CGI-27)Protein MEMO1 OS=Homo sapiens GN=MEMO1 PE=1 SV=133715.7 7 0 2 0 2 1.55 950 35.19 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
PGBM_HUMAN P98160 HSPG2 Basement membrane-specific heparan sulfate proteoglycan core protein OS=Homo sapiens GN=HSPG2 PE=1 SV=2468787.5 34 10 67 24 0 1.55 951 35.16 Extracellular matrix Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion0 High Quality
CP013_HUMAN Q96S19 C16orf13 (JFP2)UPF0585 protein C16orf13 OS=Homo sapiens GN=C16orf13 PE=2 SV=222560.8 7 0 4 0 1 1.55 952 35.11 Other miscellaneous function proteinMitosis 0 High Quality
THUM1_HUMAN Q9NXG2 THUMPD1 THUMP domain-containing protein 1 OS=Homo sapiens GN=THUMPD1 PE=1 SV=239297.5 2 1 1 0 2 1.54 953 35.00 Other RNA-binding proteinBiological process unclassified 0 Matchup
LA_HUMAN P05455 SSB Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=2 46821 8 0 5 0 6 1.54 954 34.81 Ribonucleoprotein tRNA metabolism 0 High Quality
MAPK3_HUMAN Q16644 MAPKAPK3 MAP kinase-activated protein kinase 3 OS=Homo sapiens GN=MAPKAPK3 PE=1 SV=142969.4 0 0 6 0 7 1.54 955 34.77 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascade;Stress responseAngiogenesis->Mitogen-Activated Protein Kinase-Activating Protein Kinase-2 and 3;;PDGF signaling pathway->MAPKAPK2;;Alzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;Interleukin signaling pathway->Mitogen-activated protein kinHigh Quality
RS20_HUMAN P60866 RPS20 40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=113355 0 2 0 0 1 1.54 956 34.75 Ribosomal protein Protein biosynthesis 0 Matchup
SET_HUMAN Q01105 SET Protein SET OS=Homo sapiens GN=SET PE=1 SV=3 33471.4 3 8 2 1 0 1.54 957 34.54 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
COR1B_HUMAN Q9BR76 CORO1B Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=1 54216.9 1 3 4 0 4 1.54 958 34.50 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
RD23B_HUMAN P54727 RAD23B UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=143153.1 5 15 5 1 0 1.54 959 34.44 Damaged DNA-binding proteinDNA repair 0 High Quality
KU86_HUMAN P13010 XRCC5 (G22P2)ATP-dependent DNA helicase 2 subunit 2 OS=Homo sapiens GN=XRCC5 PE=1 SV=382689.1 16 0 7 0 7 1.54 960 34.40 DNA helicase DNA repair;DNA recombination;Immunity and defense0 High Quality
RAB5A_HUMAN P20339 RAB5A (RAB5)Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=223640.8 4 1 0 0 2 1.54 961 34.30 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
COASY_HUMAN Q13057 COASY (PSEC0106)Bifunctional coenzyme A synthase OS=Homo sapiens GN=COASY PE=1 SV=462311.5 8 3 5 3 0 1.54 962 34.28 Kinase;Other miscellaneous function proteinCoenzyme metabolismCoenzyme A biosynthesis->Dephospho-CoA kinase;;Coenzyme A biosynthesis->Pantetheine-phosphate adenyltransferase;;;High Quality
TRI54_HUMAN Q9BYV2 TRIM54 (MURF) (MURF3) (RNF30)Tripartite motif-containing protein 54 OS=Homo sapiens GN=TRIM54 PE=1 SV=240309.3 2 0 8 3 0 1.53 963 34.27 Ubiquitin-protein ligase Proteolysis 0 High Quality
IGHM_HUMAN P01871 IGHM Ig mu chain C region OS=Homo sapiens GN=IGHM PE=1 SV=349287.7 8 0 3 0 3 1.53 964 34.25 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
TPMT_HUMAN P51580 TPMT Thiopurine S-methyltransferase OS=Homo sapiens GN=TPMT PE=1 SV=128163.1 5 0 0 0 4 1.53 965 34.22 Molecular function unclassifiedBiological process unclassified 0 High Quality
NQO1_HUMAN P15559 NQO1 (DIA4) (NMOR1)NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=130851 4 0 3 0 2 1.53 966 34.14 Molecular function unclassifiedBiological process unclassified 0 High Quality
AT5F1_HUMAN P24539 ATP5F1 ATP synthase subunit b, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=228890.8 2 0 6 0 2 1.53 967 33.97 Hydrogen transporter;Synthase;Other hydrolaseCation transport 0 High Quality
ITIH1_HUMAN P19827 ITIH1 (IGHEP1)Inter-alpha-trypsin inhibitor heavy chain H1 OS=Homo sapiens GN=ITIH1 PE=1 SV=3101371.8 8 1 10 6 0 1.53 968 33.94 Serine protease inhibitorProteolysis 0 High Quality
CTNA1_HUMAN P35221 CTNNA1 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1100054.9 6 2 4 0 5 1.53 969 33.86 Non-motor actin binding proteinCell structure Cadherin signaling pathway->Alpha-catenin;;Alzheimer disease-presenilin pathway->alpha-catenin;;Wnt signaling pathway->alpha-Catenin;;;;High Quality
DNM1L_HUMAN O00429 DNM1L (DLP1) (DRP1)Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=281861.2 17 5 17 0 3 1.53 970 33.70 Microtubule family cytoskeletal protein;Small GTPase;Other hydrolaseEndocytosis;Transport;Cell structure0 High Quality
LACTB_HUMAN P83111 LACTB (MRPL56) (UNQ843/PRO1781)Serine beta-lactamase-like protein LACTB, mitochondrial OS=Homo sapiens GN=LACTB PE=1 SV=260676.8 8 0 1 0 9 1.53 971 33.67 Other hydrolase;Serine proteaseNon-vertebrate process 0 High Quality
DTD1_HUMAN Q8TEA8 DTD1 (C20orf88) (HARS2)D-tyrosyl-tRNA(Tyr) deacylase 1 OS=Homo sapiens GN=DTD1 PE=1 SV=223405.6 2 0 1 0 1 1.53 972 33.63 Non-motor actin binding proteinCell structure Cytoskeletal regulation by Rho GTPase->Cofilin;;Matchup
PDE6D_HUMAN O43924 PDE6D (PDED)Retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase subunit delta OS=Homo sapiens GN=PDE6D PE=1 SV=117402.3 0 0 1 0 9 1.53 973 33.60 Phosphodiesterase Metabolism of cyclic nucleotides;Vision0 Matchup
ADPPT_HUMAN Q9NRN7 AASDHPPT (CGI-80) (HAH-P) (HSPC223) (x0005)L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Homo sapiens GN=AASDHPPT PE=1 SV=235759.1 3 0 0 0 10 1.53 974 33.53 Transferase Biological process unclassified 0 High Quality
PREY_HUMAN Q96I23 PREY Protein preY, mitochondrial OS=Homo sapiens GN=PREY PE=1 SV=112637.2 0 0 1 5 0 1.53 975 33.53 Serine protease Proteolysis Vasopressin synthesis->Endo Peptidase;;Matchup
MYH11_HUMAN P35749 MYH11 (KIAA0866)Myosin-11 OS=Homo sapiens GN=MYH11 PE=1 SV=3 227326.6 46 35 24 0 9 1.53 976 33.53 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
CO6_HUMAN P13671 C6 Complement component C6 OS=Homo sapiens GN=C6 PE=1 SV=3104768.2 1 0 2 1 2 1.52 977 33.46 Complement componentComplement-mediated immunity0 High Quality
CN166_HUMAN Q9Y224 C14orf166 (CGI-99)UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=128051.3 0 0 3 0 7 1.52 978 33.44 Other miscellaneous function proteinMitosis 0 High Quality
RAB1A_HUMAN P62820 RAB1A (RAB1)Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=322660.4 3 0 3 3 0 1.52 979 33.35 Small GTPase General vesicle transport 0 High Quality
FN3K_HUMAN Q9H479 FN3K Fructosamine-3-kinase OS=Homo sapiens GN=FN3K PE=1 SV=135154.1 14 2 5 0 1 1.52 980 33.20 Molecular function unclassifiedBiological process unclassified 0 High Quality
RL7_HUMAN P18124 RPL7 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=129209.7 10 1 1 3 0 1.52 981 33.13 Ribosomal protein Protein biosynthesis;Translational regulation0 High Quality
UAP56_HUMAN Q13838 BAT1 (UAP56)Spliceosome RNA helicase BAT1 OS=Homo sapiens GN=BAT1 PE=1 SV=148974 12 2 15 0 1 1.52 982 33.12 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
SYSM_HUMAN Q9NP81 SARS2 (SARSM)Seryl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=SARS2 PE=1 SV=158265.5 9 4 4 3 0 1.52 983 33.10 Other RNA-binding protein;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
SEPT9_HUMAN Q9UHD8 SEPT9 (KIAA0991) (MSF)Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 65384.3 8 10 13 0 2 1.52 984 33.04 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
MP2K4_HUMAN P45985 MAP2K4 (JNKK1) (MKK4) (PRKMK4) (SERK1)Dual specificity mitogen-activated protein kinase kinase 4 OS=Homo sapiens GN=MAP2K4 PE=1 SV=144271 1 0 2 3 0 1.52 985 32.89 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Huntington disease->Mitogen activated protein kinase kinase 4;;FAS signaling pathway->Mitogen-activated protein kinase kinase 4;;FGF sMatchup
COTL1_HUMAN Q14019 COTL1 (CLP) Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=315927.2 5 0 0 1 0 1.52 986 32.86 Molecular function unclassifiedBiological process unclassified 0 High Quality
BLMH_HUMAN Q13867 BLMH Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=152544.5 3 0 0 17 0 1.52 987 32.81 Cysteine protease Proteolysis 0 High Quality
LACB2_HUMAN Q53H82 LACTB2 (CGI-83)Beta-lactamase-like protein 2 OS=Homo sapiens GN=LACTB2 PE=1 SV=232788.7 6 0 4 0 2 1.52 988 32.75 Hydrolase;Defense/immunity proteinImmunity and defense 0 High Quality
PLAK_HUMAN P14923 JUP (CTNNG) (DP3)Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=381727.9 4 0 6 5 0 1.51 989 32.43 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;High Quality
THAP4_HUMAN Q8WY91 THAP4 (CGI-36) (PP238)THAP domain-containing protein 4 OS=Homo sapiens GN=THAP4 PE=1 SV=262871.7 3 3 10 3 0 1.51 990 32.38 Molecular function unclassifiedBiological process unclassified 0 High Quality
SYNC_HUMAN O43776 NARS (ASNS) Asparaginyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=162926.2 8 0 7 0 4 1.51 991 32.38 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
CUL5_HUMAN Q93034 CUL5 (VACM1)Cullin-5 OS=Homo sapiens GN=CUL5 PE=1 SV=4 90941.2 13 1 5 0 7 1.51 992 32.27 Receptor Biological process unclassified 0 High Quality
LC7L2_HUMAN Q9Y383 LUC7L2 (CGI-59) (CGI-74)Putative RNA-binding protein Luc7-like 2 OS=Homo sapiens GN=LUC7L2 PE=1 SV=246496.5 0 0 4 0 13 1.51 993 32.19 Molecular function unclassifiedBiological process unclassified 0 High Quality
RS15A_HUMAN P62244 RPS15A (OK/SW-cl.82)40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=214822 1 0 1 0 4 1.51 994 32.19 Ribosomal protein Protein biosynthesis 0 Matchup
PSB4_HUMAN P28070 PSMB4 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=429187 0 0 5 3 0 1.51 995 32.18 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
SYK_HUMAN Q15046 KARS (KIAA0070)Lysyl-tRNA synthetase OS=Homo sapiens GN=KARS PE=1 SV=368032.4 12 0 4 6 0 1.51 996 32.14 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
PPM1K_HUMAN Q8N3J5 PPM1K (PP2CM)Protein phosphatase 1K, mitochondrial OS=Homo sapiens GN=PPM1K PE=1 SV=140980.3 2 1 4 0 3 1.51 997 32.13 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
4EBP2_HUMAN Q13542 EIF4EBP2 Eukaryotic translation initiation factor 4E-binding protein 2 OS=Homo sapiens GN=EIF4EBP2 PE=1 SV=112921.5 1 0 0 0 4 1.51 998 32.11 Translation factor Protein biosynthesis;Translational regulation;Cell proliferation and differentiation;Tumor suppressor0 Matchup
AL1A2_HUMAN O94788 ALDH1A2 (RALDH2)Retinal dehydrogenase 2 OS=Homo sapiens GN=ALDH1A2 PE=2 SV=356707 3 0 3 3 0 1.51 999 32.08 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
RAB5C_HUMAN P51148 RAB5C (RABL)Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=223464.7 3 0 0 0 3 1.51 1000 32.07 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
ATG3_HUMAN Q9NT62 ATG3 (APG3) (APG3L)Autophagy-related protein 3 OS=Homo sapiens GN=ATG3 PE=1 SV=135846.2 3 4 1 0 1 1.50 1001 31.96 Other ligase Other intracellular protein traffic0 High Quality
CATL1_HUMAN P07711 CTSL1 (CTSL) Cathepsin L1 OS=Homo sapiens GN=CTSL1 PE=1 SV=2 37546.1 0 1 2 6 0 1.50 1002 31.95 Aspartic protease Proteolysis 0 High Quality
CSN2_HUMAN P61201 COPS2 (CSN2) (TRIP15)COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=151581.6 16 0 2 0 3 1.50 1003 31.90 Miscellaneous function Signal transduction;Protein targeting;Cell cycle0 High Quality
CB079_HUMAN Q6GMV3 C2orf79 Uncharacterized protein C2orf79 OS=Homo sapiens GN=C2orf79 PE=1 SV=115787.3 2 0 2 0 1 1.50 1004 31.76 Molecular function unclassifiedBiological process unclassified 0 High Quality
MEP50_HUMAN Q9BQA1 WDR77 (MEP50) (HKMT1069) (Nbla10071)Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=136705.2 0 0 3 5 0 1.50 1005 31.65 Molecular function unclassifiedBiological process unclassified 0 High Quality
ADDA_HUMAN P35611 ADD1 (ADDA)Alpha-adducin OS=Homo sapiens GN=ADD1 PE=1 SV=2 80937.9 7 0 4 0 8 1.50 1006 31.62 Non-motor actin binding proteinProtein complex assembly;Cell structure and motility0 High Quality
EIF3H_HUMAN O15372 EIF3H (EIF3S3)Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=139912.6 2 1 1 0 4 1.50 1007 31.57 Other transcription factorDevelopmental processes 0 Matchup
HSBP1_HUMAN O75506 HSBP1 (HSF1BP)Heat shock factor-binding protein 1 OS=Homo sapiens GN=HSBP1 PE=1 SV=18525.7 0 0 1 0 2 1.50 1008 31.51 Molecular function unclassifiedBiological process unclassified 0 Matchup
IPKG_HUMAN Q9Y2B9 PKIG cAMP-dependent protein kinase inhibitor gamma OS=Homo sapiens GN=PKIG PE=1 SV=17892.3 0 0 1 1 0 1.50 1009 31.48 Kinase modulator Protein modification;Signal transduction0 Matchup
UBE2H_HUMAN P62256 UBE2H Ubiquitin-conjugating enzyme E2 H OS=Homo sapiens GN=UBE2H PE=1 SV=120637.8 2 0 0 0 4 1.50 1010 31.41 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;;High Quality
PLEC1_HUMAN Q15149 PLEC1 Plectin-1 OS=Homo sapiens GN=PLEC1 PE=1 SV=2 531707.9 61 54 18 4 1 1.50 1011 31.39 Actin binding cytoskeletal proteinCell structure 0 High Quality
HYOU1_HUMAN Q9Y4L1 HYOU1 (ORP150)Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1111318.8 13 6 15 0 4 1.50 1012 31.37 Hsp 70 family chaperoneStress response 0 High Quality
TETN_HUMAN P05452 CLEC3B (TNA)Tetranectin OS=Homo sapiens GN=CLEC3B PE=1 SV=2 22549.1 2 0 7 1 0 1.50 1013 31.31 Extracellular matrix structural proteinSkeletal development 0 High Quality
BAG3_HUMAN O95817 BAG3 (BIS) BAG family molecular chaperone regulator 3 OS=Homo sapiens GN=BAG3 PE=1 SV=361575.2 6 11 6 0 1 1.50 1014 31.29 Chaperone Protein folding;Inhibition of apoptosisApoptosis signaling pathway->Bcl-2 associated anthogene-1;;High Quality
RL29_HUMAN P47914 RPL29 60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=217735 1 1 1 0 2 1.49 1015 31.25 Ribosomal protein Protein biosynthesis 0 Matchup
ARC1B_HUMAN O15143 ARPC1B (ARC41)Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=340931.8 5 0 2 0 3 1.49 1016 31.21 Other actin family cytoskeletal proteinCell structure Huntington disease->Actin-related protein 2 and 3 complex;;Integrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
CF211_HUMAN Q9H993 C6orf211 UPF0364 protein C6orf211 OS=Homo sapiens GN=C6orf211 PE=1 SV=151156.2 5 0 1 5 0 1.49 1017 31.17 Molecular function unclassifiedBiological process unclassified 0 High Quality
NUDC_HUMAN Q9Y266 NUDC Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=138225.7 5 0 5 3 0 1.49 1018 31.05 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
RG9D1_HUMAN Q7L0Y3 RG9MTD1 RNA (guanine-9-)-methyltransferase domain-containing protein 1, mitochondrial OS=Homo sapiens GN=RG9MTD1 PE=1 SV=146668.9 4 0 9 0 3 1.49 1019 30.98 DNA methyltransferase;DNA methyltransferaseBiological process unclassified 0 High Quality
ATPG_HUMAN P36542 ATP5C1 (ATP5C) (ATP5CL1)ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=132980 8 0 11 0 1 1.49 1020 30.95 Hydrogen transporter;Synthase;Other hydrolasePurine metabolism;Cation transportATP synthesis->F1 gamma;;High Quality
PIP_HUMAN P12273 PIP (GCDFP15) (GPIP4)Prolactin-inducible protein OS=Homo sapiens GN=PIP PE=1 SV=116555.1 1 1 0 1 0 1.49 1021 30.94 Molecular function unclassifiedBiological process unclassified 0 Matchup
ARGI1_HUMAN P05089 ARG1 Arginase-1 OS=Homo sapiens GN=ARG1 PE=1 SV=2 34718 1 1 0 9 0 1.49 1022 30.89 Other hydrolase Amino acid catabolism 0 Matchup
EMAL2_HUMAN O95834 EML2 (EMAP2) (EMAPL2)Echinoderm microtubule-associated protein-like 2 OS=Homo sapiens GN=EML2 PE=1 SV=170659.3 10 0 12 3 0 1.49 1023 30.88 Molecular function unclassifiedBiological process unclassified 0 High Quality
IPO5_HUMAN O00410 IPO5 (KPNB3) (RANBP5)Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 123614.2 13 0 0 12 0 1.49 1024 30.80 Other transporter;Other G-protein modulatorRNA localization;Nuclear transport;Transport0 High Quality
RT27_HUMAN Q92552 MRPS27 (KIAA0264)28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=2 SV=247652.8 5 0 0 1 0 1.49 1025 30.77 Ribosomal protein Protein biosynthesis 0 High Quality
NNTM_HUMAN Q13423 NNT NAD(P) transhydrogenase, mitochondrial OS=Homo sapiens GN=NNT PE=1 SV=3113881.2 17 0 16 6 0 1.49 1026 30.64 Dehydrogenase Oxidative phosphorylation 0 High Quality
NDUBB_HUMAN Q9NX14 NDUFB11 (UNQ111/PRO1064)NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 11, mitochondrial OS=Homo sapiens GN=NDUFB11 PE=2 SV=117299 1 0 0 0 6 1.48 1027 30.53 Other oxidoreductase Biological process unclassified 0 Matchup
CAZA1_HUMAN P52907 CAPZA1 F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=332905.1 2 2 0 0 2 1.48 1028 30.52 Non-motor actin binding proteinCell structure 0 High Quality
EIF3J_HUMAN O75822 EIF3J (EIF3S1) (PRO0391)Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=229045.3 3 0 3 0 2 1.48 1029 30.44 Translation initiation factorProtein biosynthesis 0 High Quality
UBQL1_HUMAN Q9UMX0 UBQLN1 (DA41) (PLIC1)Ubiquilin-1 OS=Homo sapiens GN=UBQLN1 PE=1 SV=2 62501.5 0 2 1 0 5 1.48 1030 30.41 Other miscellaneous function proteinProteolysis 0 Matchup
MIME_HUMAN P20774 OGN (OIF) (SLRR3A)Mimecan OS=Homo sapiens GN=OGN PE=1 SV=1 33907 2 0 3 0 3 1.48 1031 30.35 Receptor;Extracellular matrixCell surface receptor mediated signal transduction;Mesoderm development0 High Quality
DCPS_HUMAN Q96C86 DCPS (DCS1) (HINT5) (HSPC015)Scavenger mRNA-decapping enzyme DcpS OS=Homo sapiens GN=DCPS PE=1 SV=238591.8 1 1 2 0 3 1.48 1032 30.29 Hydrolase RNA catabolism;Other metabolism0 High Quality
BCKD_HUMAN O14874 BCKDK [3-methyl-2-oxobutanoate dehydrogenase [lipoamide]] kinase, mitochondrial OS=Homo sapiens GN=BCKDK PE=1 SV=246344.4 2 0 6 0 3 1.48 1033 30.22 Protein kinase Amino acid metabolism regulation;Amino acid catabolism;Protein phosphorylation;Signal transduction0 High Quality
GNAI2_HUMAN P04899 GNAI2 (GNAI2B)Guanine nucleotide-binding protein G(i), alpha-2 subunit OS=Homo sapiens GN=GNAI2 PE=1 SV=340434 0 0 4 0 2 1.48 1034 30.13 Large G-protein G-protein mediated signalingOpioid proopiomelanocortin pathway->G-protein;;Dopamine receptor mediated signaling pathway->Gi alpha subunit;;5HT1 type receptor mediated signaling pathway->G-protein;;Inflammation mediated by chemokine and cytokine signaling pathway->Gi alpha subunit;;PHigh Quality
RS8_HUMAN P62241 RPS8 (OK/SW-cl.83)40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=224188.4 0 0 3 0 4 1.48 1035 30.09 Ribosomal protein Protein biosynthesis 0 High Quality
COR1A_HUMAN P31146 CORO1A (CORO1)Coronin-1A OS=Homo sapiens GN=CORO1A PE=1 SV=4 51008 3 5 1 0 2 1.48 1036 30.05 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
EP15R_HUMAN Q9UBC2 EPS15L1 (EPS15R)Epidermal growth factor receptor substrate 15-like 1 OS=Homo sapiens GN=EPS15L1 PE=1 SV=194240.3 3 6 3 7 0 1.48 1037 29.99 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
SPRY4_HUMAN Q8WW59 SPRYD4 SPRY domain-containing protein 4 OS=Homo sapiens GN=SPRYD4 PE=2 SV=123080 1 0 4 0 2 1.48 1038 29.92 Molecular function unclassifiedBiological process unclassified 0 High Quality
RAB5B_HUMAN P61020 RAB5B Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=123688.9 6 0 1 0 1 1.47 1039 29.65 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
PABP1_HUMAN P11940 PABPC1 (PAB1) (PABP1) (PABPC2)Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=270653.3 2 0 1 5 0 1.47 1040 29.52 Other RNA-binding proteinmRNA polyadenylation;mRNA end-processing and stability0 Matchup
SNX5_HUMAN Q9Y5X3 SNX5 Sorting nexin-5 OS=Homo sapiens GN=SNX5 PE=1 SV=1 46799.8 5 2 7 0 2 1.47 1041 29.47 Membrane traffic regulatory proteinIntracellular protein traffic 0 High Quality
SUGT1_HUMAN Q9Y2Z0 SUGT1 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=341006.8 4 0 4 0 3 1.47 1042 29.39 Molecular function unclassifiedBiological process unclassified 0 High Quality
MAON_HUMAN Q16798 ME3 NADP-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME3 PE=2 SV=167038 8 0 4 0 4 1.47 1043 29.33 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
ARD1A_HUMAN P41227 ARD1A (ARD1) (TE2)N-terminal acetyltransferase complex ARD1 subunit homolog A OS=Homo sapiens GN=ARD1A PE=1 SV=126441 7 0 3 0 1 1.47 1044 29.32 Acetyltransferase Protein acetylation 0 High Quality
IF4E_HUMAN P06730 EIF4E (EIF4EL1) (EIF4F)Eukaryotic translation initiation factor 4E OS=Homo sapiens GN=EIF4E PE=1 SV=225079.6 0 0 3 3 0 1.47 1045 29.28 Translation initiation factorProtein biosynthesisp38 MAPK pathway->eukaryotic initiation factor 4E;;High Quality
SNX1_HUMAN Q13596 SNX1 Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=3 59052.8 7 2 7 3 0 1.47 1046 29.25 Membrane traffic regulatory proteinEndocytosis;Protein targeting 0 High Quality
AMPM2_HUMANP50579 METAP2 (MNPEP) (P67EIF2)Methionine aminopeptidase 2 OS=Homo sapiens GN=METAP2 PE=1 SV=152874.3 4 2 8 0 2 1.47 1047 29.23 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 High Quality
PLSL_HUMAN P13796 LCP1 (PLS2) Plastin-2 OS=Homo sapiens GN=LCP1 PE=1 SV=5 70274.1 8 0 7 6 0 1.47 1048 29.23 Non-motor actin binding proteinCell structure 0 High Quality
CSK21_HUMAN P68400 CSNK2A1 (CK2A1)Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=145126.5 2 0 4 0 4 1.46 1049 29.16 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
MP2K3_HUMAN P46734 MAP2K3 (MEK3) (MKK3) (PRKMK3)Dual specificity mitogen-activated protein kinase kinase 3 OS=Homo sapiens GN=MAP2K3 PE=1 SV=239301.3 4 0 2 0 3 1.46 1050 29.14 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;EGF receptor signaling pathway->Dual specificity mitogen-activated protein kinase kinase 3 and 6;;Toll receptor signaling pathway->mitHigh Quality
SNF8_HUMAN Q96H20 SNF8 (EAP30)Vacuolar-sorting protein SNF8 OS=Homo sapiens GN=SNF8 PE=1 SV=128846.9 4 1 0 0 2 1.46 1051 29.10 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Intracellular protein traffic;Protein targeting;Transport;Other metabolism0 High Quality
SPTB2_HUMAN Q01082 SPTBN1 (SPTB2)Spectrin beta chain, brain 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2274595.4 55 8 32 11 0 1.46 1052 29.09 Non-motor actin binding proteinCell structure 0 High Quality
CF130_HUMAN Q9Y530 C6orf130 Uncharacterized protein C6orf130 OS=Homo sapiens GN=C6orf130 PE=1 SV=217007.2 0 0 2 3 0 1.46 1053 28.96 Molecular function unclassifiedBiological process unclassified 0 Matchup
ERF3B_HUMAN Q8IYD1 GSPT2 (ERF3B)Eukaryotic peptide chain release factor GTP-binding subunit ERF3B OS=Homo sapiens GN=GSPT2 PE=1 SV=268865.7 0 0 4 0 16 1.46 1054 28.95 Translation release factorProtein biosynthesis 0 High Quality
RS24_HUMAN P62847 RPS24 40S ribosomal protein S24 OS=Homo sapiens GN=RPS24 PE=1 SV=115405.8 0 0 1 0 6 1.46 1055 28.89 Ribosomal protein Protein biosynthesis 0 Matchup
EIF2A_HUMAN Q9BY44 EIF2A (CDA02) (MSTP004) (MSTP089)Eukaryotic translation initiation factor 2A OS=Homo sapiens GN=EIF2A PE=1 SV=264959.2 1 4 5 3 0 1.46 1056 28.61 Nuclease;Translation initiation factorProtein biosynthesis;Other metabolism0 High Quality
RET7_HUMAN Q96R05 RBP7 Retinoid-binding protein 7 OS=Homo sapiens GN=RBP7 PE=1 SV=115518.2 0 1 1 0 1 1.46 1057 28.58 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 Matchup
GBLP_HUMAN P63244 GNB2L1 (HLC7) (PIG21)Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=335058.9 9 0 7 1 0 1.46 1058 28.56 Other miscellaneous function proteinSignal transduction;Protein targeting0 High Quality
BCDO2_HUMAN Q9BYV7 BCO2 (BCDO2)Beta,beta-carotene 9',10'-oxygenase OS=Homo sapiens GN=BCO2 PE=1 SV=262946.7 12 0 5 3 0 1.45 1059 28.43 Molecular function unclassifiedBiological process unclassified 0 High Quality
CECR5_HUMAN Q9BXW7 CECR5 Cat eye syndrome critical region protein 5 OS=Homo sapiens GN=CECR5 PE=2 SV=146303.6 11 0 8 0 1 1.45 1060 28.40 Molecular function unclassifiedBiological process unclassified 0 High Quality
THNS1_HUMAN Q8IYQ7 THNSL1 Threonine synthase-like 1 OS=Homo sapiens GN=THNSL1 PE=1 SV=283054 2 0 8 0 7 1.45 1061 28.40 Synthase Amino acid biosynthesisThreonine biosynthesis->Threonine synthase;;Vitamin B6 metabolism->Threonine synthase;;;High Quality
DNJC8_HUMAN O75937 DNAJC8 (SPF31) (HSPC315) (HSPC331)DnaJ homolog subfamily C member 8 OS=Homo sapiens GN=DNAJC8 PE=1 SV=229824.2 3 0 2 3 0 1.45 1062 28.33 Chaperone Biological process unclassified 0 High Quality
ACSF3_HUMAN Q4G176 ACSF3 (PSEC0197)Acyl-CoA synthetase family member 3, mitochondrial OS=Homo sapiens GN=ACSF3 PE=2 SV=264095 6 0 10 3 0 1.45 1063 28.07 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 High Quality
TOM1_HUMAN O60784 TOM1 Target of Myb protein 1 OS=Homo sapiens GN=TOM1 PE=1 SV=253801.1 2 3 13 1 0 1.45 1064 28.04 Other transporter Endocytosis;Other intracellular protein traffic0 High Quality
APOD_HUMAN P05090 APOD Apolipoprotein D OS=Homo sapiens GN=APOD PE=1 SV=1 21258 2 0 0 3 0 1.45 1065 28.00 Other transfer/carrier proteinVitamin/cofactor transport;Transport0 Matchup
DC1L1_HUMAN Q9Y6G9 DYNC1LI1 (DNCLI1)Cytoplasmic dynein 1 light intermediate chain 1 OS=Homo sapiens GN=DYNC1LI1 PE=1 SV=356562.2 3 2 8 0 2 1.44 1066 27.84 Microtubule family cytoskeletal protein;Select regulatory moleculeRNA localization;Other intracellular signaling cascade;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
RA1L3_HUMAN P0C7M2 HNRPA1L3 Putative heterogeneous nuclear ribonucleoprotein A1-like protein 3 OS=Homo sapiens GN=HNRPA1L3 PE=5 SV=138828.1 5 0 5 2 0 1.44 1067 27.81 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism0 High Quality
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ARFP1_HUMAN P53367 ARFIP1 Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=2 41721.5 0 0 2 0 9 1.44 1068 27.77 Other G-protein modulatorCell structure;Cell motilityHuntington disease->Arfaptin-2;;High Quality
PPGB_HUMAN P10619 CTSA (PPGB) Lysosomal protective protein OS=Homo sapiens GN=CTSA PE=1 SV=254449.6 2 0 1 8 0 1.44 1069 27.75 Serine protease Proteolysis;Cell surface receptor mediated signal transduction;Lysosome transport0 Matchup
COPZ1_HUMAN P61923 COPZ1 (COPZ) (CGI-120) (HSPC181)Coatomer subunit zeta-1 OS=Homo sapiens GN=COPZ1 PE=1 SV=120180.9 1 1 2 1 0 1.44 1070 27.63 Vesicle coat protein General vesicle transport 0 High Quality
SF01_HUMAN Q15637 SF1 (ZFM1) (ZNF162)Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=4 68312.5 0 1 3 0 1 1.44 1071 27.61 Transcription cofactor;mRNA splicing factormRNA splicing 0 Matchup
CALX_HUMAN P27824 CANX Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 67552.2 4 1 3 3 0 1.44 1072 27.51 Chaperone;Other select calcium binding proteinsProtein folding;Constitutive exocytosis0 High Quality
CAND1_HUMAN Q86VP6 CAND1 (KIAA0829) (TIP120) (TIP120A)Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2136363.1 1 1 10 3 0 1.44 1073 27.35 Transcription factor mRNA transcription 0 High Quality
DNJA2_HUMAN O60884 DNAJA2 (CPR3) (HIRIP4)DnaJ homolog subfamily A member 2 OS=Homo sapiens GN=DNAJA2 PE=1 SV=145727.7 8 0 3 0 2 1.44 1074 27.31 Other chaperones Protein folding;Stress response0 High Quality
PSD12_HUMAN O00232 PSMD12 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=352888.2 16 0 2 0 2 1.44 1075 27.30 Select regulatory moleculeProteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
RT25_HUMAN P82663 MRPS25 (RPMS25)28S ribosomal protein S25, mitochondrial OS=Homo sapiens GN=MRPS25 PE=2 SV=120098.6 0 0 3 0 2 1.43 1076 27.19 Ribosomal protein Protein biosynthesis 0 High Quality
PSMD1_HUMAN Q99460 PSMD1 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2105821.2 10 0 11 0 4 1.43 1077 26.80 Other enzyme regulatorProteolysis;Cell cycle controlUbiquitin proteasome pathway->26S proteasome;;High Quality
UBXD1_HUMAN Q9BZV1 UBXN6 UBX domain-containing protein 1 OS=Homo sapiens GN=UBXD1 PE=1 SV=149737 3 0 4 0 3 1.43 1078 26.80 Other miscellaneous function proteinProteolysis 0 High Quality
IF2BL_HUMAN A6NK07 n.o Eukaryotic translation initiation factor 2 subunit 2-like protein OS=Homo sapiens PE=2 SV=138371.7 5 0 0 0 4 1.43 1079 26.77 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
COSA1_HUMAN Q2UY09 COL28A1 (COL28)Collagen alpha-1(XXVIII) chain OS=Homo sapiens GN=COL28A1 PE=2 SV=2116642.4 0 0 4 0 6 1.43 1080 26.73 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Collagen;;High Quality
PUR8_HUMAN P30566 ADSL (AMPS)Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=254872.5 10 1 12 0 1 1.43 1081 26.68 Other lyase Purine metabolism De novo purine biosynthesis->Adenylosuccinate lyase;;De novo purine biosynthesis->5-Phosphoribosyl-4-(N-succinocarboxamide)-5-aminoimidazole lyase;;;High Quality
NUDC3_HUMAN Q8IVD9 NUDCD3 (KIAA1068)NudC domain-containing protein 3 OS=Homo sapiens GN=NUDCD3 PE=1 SV=340803.6 1 0 3 0 4 1.43 1082 26.61 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
IF6_HUMAN P56537 EIF6 (EIF3A) (ITGB4BP) (OK/SW-cl.27)Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=126580.2 1 0 1 1 0 1.42 1083 26.58 Translation initiation factor;HydrolaseProtein biosynthesis 0 Matchup
PDPR_HUMAN Q8NCN5 PDPR (KIAA1990)Pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial OS=Homo sapiens GN=PDPR PE=2 SV=299348.7 16 0 3 5 0 1.42 1084 26.54 Protein phosphatase Glycolysis 0 High Quality
CO7_HUMAN P10643 C7 Complement component C7 OS=Homo sapiens GN=C7 PE=1 SV=293498.6 13 0 9 3 0 1.42 1085 26.38 Complement componentComplement-mediated immunity0 High Quality
STAT3_HUMAN P40763 STAT3 (APRF)Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=288051.6 12 0 5 3 0 1.42 1086 26.28 Other transcription factor;Nucleic acid bindingmRNA transcription regulation;JAK-STAT cascade;Stress response;Inhibition of apoptosis;Hematopoiesis;Other oncogenesis;Cell motilityAngiogenesis->Signal Transducer and Activator of Transcription 3;;EGF receptor signaling pathway->signal transducer and activator of transcription;;PDGF signaling pathway->STAT;;Interleukin signaling pathway->Signal transducers and activators of transcripHigh Quality
ABHEB_HUMAN Q96IU4 ABHD14B (CIB)Abhydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=122328 1 0 1 3 0 1.42 1087 26.27 Hydrolase Detoxification;Other metabolism0 Matchup
RAB10_HUMAN P61026 RAB10 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=122524.1 2 0 1 0 1 1.42 1088 26.24 Small GTPase General vesicle transportTGF-beta signaling pathway->Ras-GTP;;TGF-beta signaling pathway->Ras-GDP;;;Matchup
K1C13_HUMAN P13646 KRT13 Keratin, type I cytoskeletal 13 OS=Homo sapiens GN=KRT13 PE=1 SV=349569.3 23 6 0 1 0 1.42 1089 26.14 Intermediate filament;Structural proteinCell structure 0 High Quality
TPRGL_HUMAN Q5T0D9 TPRG1L (FAM79A) (MOVER)Tumor protein p63-regulated gene 1-like protein OS=Homo sapiens GN=TPRG1L PE=2 SV=130193.8 0 0 1 2 0 1.42 1090 26.11 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Nuclear transport0 Matchup
FILA_HUMAN P20930 FLG Filaggrin OS=Homo sapiens GN=FLG PE=1 SV=3 435127.7 1 6 0 28 0 1.41 1091 25.99 Other cytoskeletal proteinsProtein complex assembly;Ectoderm development;Cell structure0 High Quality
SYRC_HUMAN P54136 RARS Arginyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=275364 13 0 9 3 0 1.41 1092 25.91 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
GRB2_HUMAN P62993 GRB2 (ASH) Growth factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 SV=125188.8 3 0 0 3 0 1.41 1093 25.78 Other signaling molecule;Other miscellaneous function protein;Transmembrane receptor regulatory/adaptor proteinReceptor protein tyrosine kinase signaling pathway;Other immune and defenseInflammation mediated by chemokine and cytokine signaling pathway->Growth factor receptor-bound protein;;PI3 kinase pathway->Grb2;;FGF signaling pathway->Grb2;;Interleukin signaling pathway->Growth Factor Receptor Binding Protein 2;;T cell activation->GrbHigh Quality
CPNE1_HUMAN Q99829 CPNE1 (CPN1)Copine-1 OS=Homo sapiens GN=CPNE1 PE=2 SV=1 59040.6 2 1 4 3 0 1.41 1094 25.70 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic 0 High Quality
ETFD_HUMAN Q16134 ETFDH Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Homo sapiens GN=ETFDH PE=2 SV=168490.7 2 0 7 3 0 1.41 1095 25.56 Oxidoreductase Electron transport 0 High Quality
AAK1_HUMAN Q2M2I8 AAK1 (KIAA1048)AP2-associated protein kinase 1 OS=Homo sapiens GN=AAK1 PE=1 SV=293559.6 4 5 3 0 2 1.40 1096 25.39 Non-receptor serine/threonine protein kinaseProtein phosphorylation 0 High Quality
AAKG1_HUMAN P54619 PRKAG1 5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens GN=PRKAG1 PE=1 SV=137561.8 5 0 4 1 0 1.40 1097 25.33 Kinase modulator Fatty acid metabolism;Lipid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
ILEU_HUMAN P30740 SERPINB1 (ELANH2) (MNEI) (PI2)Leukocyte elastase inhibitor OS=Homo sapiens GN=SERPINB1 PE=1 SV=142725.8 12 1 4 1 0 1.40 1098 25.24 Serine protease inhibitorProteolysis 0 High Quality
CO4A1_HUMAN P02462 COL4A1 Collagen alpha-1(IV) chain OS=Homo sapiens GN=COL4A1 PE=1 SV=3160599.5 0 0 7 8 0 1.40 1099 25.10 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Collagen;;High Quality
LV102_HUMAN P01700 n.o Ig lambda chain V-I region HA OS=Homo sapiens PE=1 SV=111707.2 0 0 1 0 1 1.40 1100 25.07 No Gene Symbol No Gene Symbol No Gene Symbolone hit wonders
KPCD_HUMAN Q05655 PRKCD Protein kinase C delta type OS=Homo sapiens GN=PRKCD PE=1 SV=277489.4 2 0 0 0 30 1.40 1101 25.06 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylation;Calcium mediated signaling;Cell proliferation and differentiationB cell activation->PKC;;Wnt signaling pathway->Protein Kinase C;;Thyrotropin-releasing hormone receptor signaling pathway->PKC;;Inflammation mediated by chemokine and cytokine signaling pathway->Protein kinase C;;T cell activation->PKC theta;;Alzheimer diHigh Quality
SPTA2_HUMAN Q13813 SPTAN1 (SPTA2)Spectrin alpha chain, brain OS=Homo sapiens GN=SPTAN1 PE=1 SV=3284524.7 53 6 26 0 7 1.40 1102 25.03 Molecular function unclassifiedBiological process unclassified 0 High Quality
PSMD6_HUMAN Q15008 PSMD6 (KIAA0107) (PFAAP4)26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=145515.4 10 0 0 0 2 1.40 1103 25.02 Miscellaneous function Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
RMD1_HUMAN Q96DB5 FAM82B (CGI-90)Regulator of microtubule dynamics protein 1 OS=Homo sapiens GN=FAM82B PE=1 SV=135791.8 3 0 7 0 1 1.40 1104 25.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
RBBP7_HUMAN Q16576 RBBP7 (RBAP46)Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=147802 2 4 0 1 0 1.40 1105 24.98 Other miscellaneous function proteinChromatin packaging and remodeling0 High Quality
HNRH1_HUMAN P31943 HNRNPH1 (HNRPH) (HNRPH1)Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=449211.8 2 0 9 0 1 1.40 1106 24.98 Ribosomal protein mRNA splicing 0 High Quality
H10_HUMAN P07305 H1F0 (H1FV) Histone H1.0 OS=Homo sapiens GN=H1F0 PE=1 SV=3 20846.1 0 0 1 0 5 1.40 1107 24.91 Histone Chromatin packaging and remodeling0 Matchup
AP2M1_HUMAN Q96CW1 AP2M1 (CLAPM1) (KIAA0109)AP-2 complex subunit mu-1 OS=Homo sapiens GN=AP2M1 PE=1 SV=249637.7 6 0 4 0 2 1.39 1108 24.82 Molecular function unclassifiedBiological process unclassified 0 High Quality
PRCM_HUMAN Q96EM0 C14orf149 Probable proline racemase OS=Homo sapiens GN=C14orf149 PE=2 SV=138149.6 1 0 2 5 0 1.39 1109 24.81 Molecular function unclassifiedBiological process unclassified 0 High Quality
RT18B_HUMAN Q9Y676 MRPS18B (HSPC183) (PTD017)28S ribosomal protein S18b, mitochondrial OS=Homo sapiens GN=MRPS18B PE=1 SV=129377.4 5 0 0 0 1 1.39 1110 24.75 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
CK002_HUMAN Q9UID3 FFR Uncharacterized protein C11orf2 OS=Homo sapiens GN=C11orf2 PE=2 SV=286025.5 1 0 0 0 7 1.39 1111 24.58 Other lyase Porphyrin metabolismHeme biosynthesis->Ferrochelatase;;Matchup
AKA12_HUMAN Q02952 AKAP12 (AKAP250)A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=3191456.7 9 4 10 0 6 1.39 1112 24.48 Molecular function unclassifiedBiological process unclassified 0 High Quality
5NT3_HUMAN Q9H0P0 NT5C3 (P5N1) (UMPH1) (HSPC233)Cytosolic 5'-nucleotidase 3 OS=Homo sapiens GN=NT5C3 PE=1 SV=337930.9 6 0 7 1 0 1.39 1113 24.39 Esterase Biological process unclassified 0 High Quality
RAC1_HUMAN P63000 RAC1 (MIG5) Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=121432.6 1 0 0 6 0 1.38 1114 24.25 G-protein mediated signaling;Cell structure and motilityG-protein mediated signaling;Cell structure and motilityIntegrin signalling pathway->Rac;;Inflammation mediated by chemokine and cytokine signaling pathway->Ras related C3 botulinum substrate 1;;p38 MAPK pathway->Rac GTPase;;Huntington disease->Rac;;FGF signaling pathway->Rac;;Axon guidance mediated by Slit/Roone hit wonders
CLPP_HUMAN Q16740 CLPP Putative ATP-dependent Clp protease proteolytic subunit, mitochondrial OS=Homo sapiens GN=CLPP PE=1 SV=130162.5 4 0 1 1 0 1.38 1115 24.24 Serine protease Proteolysis 0 High Quality
GMPR2_HUMAN Q9P2T1 GMPR2 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=137856.5 0 0 6 2 0 1.38 1116 24.23 Reductase Purine metabolism 0 Matchup
DHTK1_HUMAN Q96HY7 DHTKD1 (KIAA1630)Probable 2-oxoglutarate dehydrogenase E1 component DHKTD1, mitochondrial OS=Homo sapiens GN=DHTKD1 PE=2 SV=1103026.3 9 0 8 3 0 1.38 1117 24.06 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->alphaketoglutarate Dehydrogenase;;High Quality
EIF3D_HUMAN O15371 EIF3D (EIF3S7)Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=163955.8 0 0 7 0 1 1.38 1118 24.01 Translation initiation factorProtein biosynthesis 0 High Quality
NUCB2_HUMAN P80303 NUCB2 (NEFA)Nucleobindin-2 OS=Homo sapiens GN=NUCB2 PE=1 SV=150206.3 3 1 0 0 4 1.38 1119 24.00 Nucleic acid binding;Calmodulin related protein;AnnexinCalcium ion homeostasis 0 High Quality
OXSR1_HUMAN O95747 OXSR1 (KIAA1101) (OSR1)Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=158005.4 7 5 4 1 0 1.38 1120 23.93 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
SYVC_HUMAN P26640 VARS (G7A) (VARS2)Valyl-tRNA synthetase OS=Homo sapiens GN=VARS PE=1 SV=4140459.5 11 2 7 0 4 1.38 1121 23.84 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
SYLM_HUMAN Q15031 LARS2 (KIAA0028)Probable leucyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=LARS2 PE=1 SV=2101959.4 12 0 3 5 0 1.38 1122 23.81 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
TPP2_HUMAN P29144 TPP2 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4138334.9 7 0 8 1 0 1.38 1123 23.75 Serine protease Proteolysis 0 High Quality
PNCB_HUMAN Q6XQN6 NAPRT1 (FHIP)Nicotinate phosphoribosyltransferase OS=Homo sapiens GN=NAPRT1 PE=1 SV=257560.5 6 3 4 1 0 1.38 1124 23.74 Molecular function unclassifiedBiological process unclassified 0 High Quality
PICAL_HUMAN Q13492 PICALM (CALM)Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=270738.1 2 0 3 6 0 1.37 1125 23.65 Vesicle coat protein Receptor mediated endocytosis0 High Quality
IPO7_HUMAN O95373 IPO7 (RANBP7)Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 119501.5 9 4 3 0 2 1.37 1126 23.63 Transporter;Small GTPaseNuclear transport 0 High Quality
IQGA1_HUMAN P46940 IQGAP1 (KIAA0051)Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1189240.6 10 0 13 0 8 1.37 1127 23.62 Other G-protein modulatorIntracellular signaling cascade;Cell cycle control0 High Quality
FBLN3_HUMAN Q12805 EFEMP1 (FBLN3) (FBNL)EGF-containing fibulin-like extracellular matrix protein 1 OS=Homo sapiens GN=EFEMP1 PE=1 SV=254621.1 1 0 4 3 0 1.37 1128 23.49 Signaling molecule;Cell adhesion molecule;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
SEPT8_HUMAN Q92599 SEPT8 (KIAA0202)Septin-8 OS=Homo sapiens GN=SEPT8 PE=1 SV=4 55738.4 0 1 5 3 0 1.37 1129 23.42 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
LRC40_HUMAN Q9H9A6 LRRC40 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=168236.3 5 0 1 0 5 1.37 1130 23.40 Other miscellaneous function proteinOther immune and defense;Miscellaneous0 High Quality
LETM1_HUMAN O95202 LETM1 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=183337.9 2 2 0 0 7 1.37 1131 23.35 Calmodulin related protein;AnnexinBiological process unclassified 0 Matchup
EIF3A_HUMAN Q14152 EIF3A (EIF3S10) (KIAA0139)Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1166556.9 13 18 8 0 3 1.37 1132 23.29 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
MYH10_HUMAN P35580 MYH10 Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=2 228927.2 15 6 11 0 9 1.37 1133 23.22 Actin binding motor proteinMuscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
PRS10_HUMAN P62333 PSMC6 (SUG2)26S protease regulatory subunit S10B OS=Homo sapiens GN=PSMC6 PE=1 SV=144156.9 7 0 9 1 0 1.37 1134 23.21 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
TITIN_HUMAN Q8WZ42 TTN Titin OS=Homo sapiens GN=TTN PE=1 SV=2 3815832.2 78 15 83 13 35 1.36 1135 23.14 Actin binding cytoskeletal proteinMuscle contraction 0 High Quality
TCAL3_HUMAN Q969E4 TCEAL3 (MSTP072)Transcription elongation factor A protein-like 3 OS=Homo sapiens GN=TCEAL3 PE=1 SV=122484 1 0 0 0 4 1.36 1136 22.90 Transcription factor mRNA transcription elongation0 Matchup
ACSA_HUMAN Q9NR19 ACSS2 (ACAS2)Acetyl-coenzyme A synthetase, cytoplasmic OS=Homo sapiens GN=ACSS2 PE=1 SV=178561.8 7 0 0 3 0 1.36 1137 22.88 Synthetase;Other ligase Fatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
ANM1_HUMAN Q99873 PRMT1 (HMT2) (HRMT1L2) (IR1B4)Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=241498.1 2 0 0 0 4 1.36 1138 22.87 Methyltransferase Protein methylation 0 Matchup
SWP70_HUMAN Q9UH65 SWAP70 (KIAA0640) (HSPC321)Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=168981.3 0 3 2 0 1 1.36 1139 22.87 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
NUCB1_HUMAN Q02818 NUCB1 (NUC)Nucleobindin-1 OS=Homo sapiens GN=NUCB1 PE=1 SV=453861.6 0 2 0 6 0 1.36 1140 22.77 Nucleic acid binding;Calmodulin related protein;AnnexinCalcium ion homeostasis 0 Matchup
RS13_HUMAN P62277 RPS13 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=217205.3 0 0 1 0 3 1.36 1141 22.72 Ribosomal protein Protein metabolism and modification0 Matchup
DNJC7_HUMAN Q99615 DNAJC7 (TPR2) (TTC2)DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=256424.9 1 0 3 0 6 1.35 1142 22.57 Other chaperones Protein folding 0 High Quality
ACSS3_HUMAN Q9H6R3 ACSS3 Acyl-CoA synthetase short-chain family member 3, mitochondrial OS=Homo sapiens GN=ACSS3 PE=2 SV=174760.7 6 0 5 0 2 1.35 1143 22.56 Synthetase;Other ligase Fatty acid metabolism;Coenzyme metabolismAcetate utilization->Acetyl-CoA synthetase;;Methylcitrate cycle->Acetyl-CoA synthetase;;;High Quality
COPG_HUMAN Q9Y678 COPG (COPG1)Coatomer subunit gamma OS=Homo sapiens GN=COPG PE=1 SV=197701.4 9 0 5 0 3 1.35 1144 22.49 Vesicle coat protein General vesicle transport;Transport0 High Quality
FILA2_HUMAN Q5D862 FLG2 (IFPS) Filaggrin-2 OS=Homo sapiens GN=FLG2 PE=1 SV=1 248034.3 4 4 0 5 0 1.35 1145 22.45 Other cytoskeletal proteinsProtein complex assembly;Ectoderm development;Cell structure0 High Quality
THOP1_HUMAN P52888 THOP1 Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=278822.6 2 0 9 3 0 1.35 1146 22.40 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
MPPB_HUMAN O75439 PMPCB (MPPB)Mitochondrial-processing peptidase subunit beta OS=Homo sapiens GN=PMPCB PE=2 SV=254349.1 7 0 6 0 1 1.34 1147 22.08 Reductase;MetalloproteaseProteolysis;Electron transport 0 High Quality
TPM3L_HUMAN A6NL28 n.o Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=226252 2 0 0 0 3 1.34 1148 22.03 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
AKAP2_HUMAN Q9Y2D5 AKAP2 (KIAA0920) (PRKA2)A-kinase anchor protein 2 OS=Homo sapiens GN=AKAP2 PE=1 SV=296083.6 4 3 9 2 0 1.34 1149 21.98 Other miscellaneous function proteinSignal transduction 0 High Quality
AP2B1_HUMAN P63010 AP2B1 (ADTB2) (CLAPB1)AP-2 complex subunit beta-1 OS=Homo sapiens GN=AP2B1 PE=1 SV=1104537.2 8 0 11 0 2 1.34 1150 21.92 Membrane traffic proteinGeneral vesicle transport 0 High Quality
KCC2B_HUMAN Q13554 CAMK2B (CAM2) (CAMKB)Calcium/calmodulin-dependent protein kinase type II beta chain OS=Homo sapiens GN=CAMK2B PE=1 SV=272709.8 5 2 9 0 1 1.34 1151 21.73 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
VTA1_HUMAN Q9NP79 VTA1 (C6orf55) (HSPC228) (My012)Vacuolar protein sorting-associated protein VTA1 homolog OS=Homo sapiens GN=VTA1 PE=2 SV=133861.9 3 0 2 1 0 1.33 1152 21.55 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
NUPL_HUMAN P52594 AGFG1 Nucleoporin-like protein RIP OS=Homo sapiens GN=HRB PE=1 SV=258241.5 0 0 1 0 3 1.33 1153 21.49 Synthetase;Other ligase Nucleoside, nucleotide and nucleic acid metabolismWnt signaling pathway->NFAT Target Genes;;De novo purine biosynthesis->Adenylosuccinate synthase;;;Matchup
DPP9_HUMAN Q86TI2 DPP9 (DPRP2)Dipeptidyl peptidase 9 OS=Homo sapiens GN=DPP9 PE=1 SV=398246.2 11 0 0 0 2 1.33 1154 21.30 Serine protease Proteolysis 0 High Quality
COPB2_HUMAN P35606 COPB2 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2102471.1 13 0 0 0 3 1.33 1155 21.28 Vesicle coat protein Exocytosis;Endocytosis;Transport0 High Quality
KV309_HUMAN P04433 n.o Ig kappa chain V-III region VG (Fragment) OS=Homo sapiens PE=4 SV=112557.7 1 2 1 0 0 1.32 1156 20.81 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
PTN11_HUMAN Q06124 PTPN11 (PTP2C) (SHPTP2)Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=268418.2 4 1 11 0 1 1.32 1157 20.75 Protein phosphatase Protein phosphorylation;Cytokine and chemokine mediated signaling pathway;Receptor protein tyrosine kinase signaling pathway;JAK-STAT cascade;Cell adhesion-mediated signaling;Protein targeting;Developmental processes;Cell proliferation and differentiationAngiogenesis->Tyrosine Phosphatase Shp2;;FGF signaling pathway->Src homology 2 domain-containing tyrosine phosphatase 2;;Interferon-gamma signaling pathway->protein tyrosine phosphatase;;;;High Quality
ATX10_HUMAN Q9UBB4 ATXN10 (SCA10)Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1 53472.7 5 0 0 1 0 1.32 1158 20.74 Molecular function unclassifiedBiological process unclassified 0 High Quality
CUL2_HUMAN Q13617 CUL2 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2 86967.4 2 0 4 0 3 1.32 1159 20.71 Molecular function unclassifiedProteolysis;Cell cycle 0 High Quality
AT1B1_HUMAN P05026 ATP1B1 (ATP1B)Sodium/potassium-transporting ATPase subunit beta-1 OS=Homo sapiens GN=ATP1B1 PE=1 SV=135044.8 2 0 0 0 3 1.31 1160 20.61 Cation transporter Cation transport 0 Matchup
H90B4_HUMAN Q58FF6 HSP90AB4P Putative heat shock protein HSP 90-beta 4 OS=Homo sapiens GN=HSP90AB4P PE=5 SV=158247.5 1 0 0 0 3 1.31 1161 20.60 Hsp 90 family chaperoneProtein folding;Stress response0 Matchup
EI2BD_HUMAN Q9UI10 EIF2B4 (EIF2BD)Translation initiation factor eIF-2B subunit delta OS=Homo sapiens GN=EIF2B4 PE=1 SV=257538.9 1 0 2 0 4 1.31 1162 20.59 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
TYB4_HUMAN P62328 TMSB4X (TB4X) (THYB4) (TMSB4)Thymosin beta-4 OS=Homo sapiens GN=TMSB4X PE=1 SV=25034.9 0 0 8 0 0 1.31 1163 20.46 Molecular function unclassifiedBiological process unclassified 0 High Quality
EIF3E_HUMAN P60228 EIF3E (EIF3S6) (INT6)Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=152204.6 4 0 1 0 2 1.31 1164 20.39 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
SNTA1_HUMAN Q13424 SNTA1 (SNT1)Alpha-1-syntrophin OS=Homo sapiens GN=SNTA1 PE=1 SV=153878.4 0 1 0 7 0 1.31 1165 20.32 Other cytoskeletal proteins;Non-motor actin binding proteinOther receptor mediated signaling pathway;Other intracellular signaling cascade;Neuromuscular synaptic transmission0 High Quality
CLIP1_HUMAN P30622 CLIP1 (CYLN1) (RSN)CAP-Gly domain-containing linker protein 1 OS=Homo sapiens GN=CLIP1 PE=1 SV=1160975.4 12 5 14 0 3 1.31 1166 20.29 Non-motor microtubule binding proteinGeneral vesicle transport;Protein targeting and localization;Mitosis;Cell structure0 High Quality
MLTK_HUMAN Q9NYL2 MLTK (ZAK) (HCCS4)Mitogen-activated protein kinase kinase kinase MLT OS=Homo sapiens GN=MLTK PE=1 SV=291165.1 3 0 0 0 10 1.31 1167 20.22 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
LGMN_HUMAN Q99538 LGMN (PRSC1)Legumain OS=Homo sapiens GN=LGMN PE=1 SV=1 49393 0 0 2 3 0 1.30 1168 20.09 Cysteine protease Proteolysis 0 Matchup
MAP1S_HUMAN Q66K74 MAP1S (BPY2IP1) (C19orf5) (MAP8) (VCY2IP1)Microtubule-associated protein 1S OS=Homo sapiens GN=MAP1S PE=1 SV=2112194.8 0 0 2 0 18 1.30 1169 20.09 Non-motor microtubule binding proteinCell structure and motility 0 Matchup
TSN_HUMAN Q15631 TSN Translin OS=Homo sapiens GN=TSN PE=1 SV=1 26165.4 0 0 2 0 1 1.30 1170 20.02 Single-stranded DNA-binding proteinDNA recombination;Immunity and defense0 Matchup
K1C17_HUMAN Q04695 KRT17 Keratin, type I cytoskeletal 17 OS=Homo sapiens GN=KRT17 PE=1 SV=248088.7 11 3 0 1 0 1.30 1171 19.80 Intermediate filament;Structural proteinCell structure 0 High Quality
RL31_HUMAN P62899 RPL31 60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=114445.2 1 0 0 0 2 1.29 1172 19.57 Ribosomal protein Protein biosynthesis 0 High Quality
PALD_HUMAN Q9ULE6 PALD (KIAA1274)Paladin OS=Homo sapiens GN=PALD PE=2 SV=3 96736.8 0 0 1 0 3 1.29 1173 19.43 Protein phosphatase Protein phosphorylation 0 Matchup
MAP1B_HUMAN P46821 MAP1B Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=1270602.2 17 6 8 0 4 1.29 1174 19.42 Non-motor microtubule binding proteinCell structure and motility 0 High Quality
DNJB4_HUMAN Q9UDY4 DNAJB4 (DNAJW) (HLJ1)DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=137791 3 1 0 0 1 1.29 1175 19.40 Other chaperones Protein folding 0 High Quality
DYN2_HUMAN P50570 DNM2 (DYN2)Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=2 98049.9 24 0 6 0 1 1.28 1176 19.17 Microtubule family cytoskeletal protein;Small GTPase;Other hydrolaseEndocytosis;Transport;Cell structure0 High Quality
HORN_HUMAN Q86YZ3 HRNR (S100A18)Hornerin OS=Homo sapiens GN=HRNR PE=1 SV=2 282354.7 26 17 2 3 0 1.28 1177 18.99 Other miscellaneous function proteinBlood clotting 0 High Quality
TRFL_HUMAN P02788 LTF (LF) Lactotransferrin OS=Homo sapiens GN=LTF PE=1 SV=6 78164.3 0 0 4 6 0 1.28 1178 18.86 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous 0 High Quality
TSP4_HUMAN P35443 THBS4 (TSP4)Thrombospondin-4 OS=Homo sapiens GN=THBS4 PE=1 SV=2105851.2 2 0 2 0 4 1.28 1179 18.85 Other signaling molecule;Other enzyme regulator;Other extracellular matrixBlood clotting;Other developmental process0 High Quality
PPID_HUMAN Q08752 PPID (CYP40) (CYPD)40 kDa peptidyl-prolyl cis-trans isomerase OS=Homo sapiens GN=PPID PE=1 SV=340746.9 1 0 0 0 10 1.27 1180 18.78 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 Matchup
SNX2_HUMAN O60749 SNX2 (TRG9) Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=2 58454.2 4 0 6 0 1 1.27 1181 18.70 Membrane traffic regulatory proteinEndocytosis;Protein targeting 0 High Quality
XPO2_HUMAN P55060 CSE1L (CAS) (XPO2)Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 110403.9 12 0 1 0 2 1.27 1182 18.67 Transporter;Small GTPaseNuclear transport 0 High Quality
ITA7_HUMAN Q13683 ITGA7 (UNQ406/PRO768)Integrin alpha-7 OS=Homo sapiens GN=ITGA7 PE=1 SV=2128912 0 0 7 6 0 1.27 1183 18.62 Other cell adhesion moleculeCell adhesion Integrin signalling pathway->Integrin  alpha;;High Quality
PDE1C_HUMAN Q14123 PDE1C Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1C OS=Homo sapiens GN=PDE1C PE=2 SV=180744.6 8 0 8 0 1 1.27 1184 18.45 Phosphodiesterase Metabolism of cyclic nucleotides;Signal transduction0 High Quality
IFIT3_HUMAN O14879 IFIT3 (IFI60) (IFIT4)Interferon-induced protein with tetratricopeptide repeats 3 OS=Homo sapiens GN=IFIT3 PE=1 SV=155968 0 1 1 3 0 1.27 1185 18.41 Miscellaneous function Interferon-mediated immunity0 Matchup
METH_HUMAN Q99707 MTR Methionine synthase OS=Homo sapiens GN=MTR PE=1 SV=2140514.4 6 0 5 0 4 1.26 1186 18.31 Methyltransferase Amino acid metabolismFormyltetrahydroformate biosynthesis->Cobalamin dependent homocysteine transmethylase;;S adenosyl methionine biosynthesis->Cobalamin-dependent homocysteine transmethylase;;Methionine biosynthesis->Homocysteine transmethylase;;;;High Quality
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GIMA4_HUMAN Q9NUV9 GIMAP4 (IAN1) (IMAP4) (MSTP062)GTPase IMAP family member 4 OS=Homo sapiens GN=GIMAP4 PE=1 SV=137516.8 2 0 0 3 0 1.26 1187 18.24 Other miscellaneous function proteinImmunity and defense 0 Matchup
CQ10B_HUMAN Q9H8M1 COQ10B Protein COQ10 B, mitochondrial OS=Homo sapiens GN=COQ10B PE=2 SV=127053 2 0 0 0 1 1.26 1188 18.20 Other synthase/synthetaseOther immune and defense 0 Matchup
NMNA3_HUMAN Q96T66 NMNAT3 (FKSG76)Nicotinamide mononucleotide adenylyltransferase 3 OS=Homo sapiens GN=NMNAT3 PE=1 SV=228303.7 0 0 1 3 0 1.26 1189 18.09 Nucleotidyltransferase Purine metabolism 0 Matchup
PSMD5_HUMAN Q16401 PSMD5 (KIAA0072)26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=356179 5 0 0 0 1 1.26 1190 18.07 Molecular function unclassifiedBiological process unclassified 0 High Quality
ABLM1_HUMAN O14639 ABLIM1 (ABLIM) (KIAA0059) (LIMAB1)Actin-binding LIM protein 1 OS=Homo sapiens GN=ABLIM1 PE=1 SV=387671 0 0 7 3 0 1.25 1191 17.88 Actin binding cytoskeletal protein;Structural proteinNeurogenesis;Cell structure;Cell motilityAxon guidance mediated by netrin->Actin binding LIM protein 1;;High Quality
IGBP1_HUMAN P78318 IGBP1 (IBP1) Immunoglobulin-binding protein 1 OS=Homo sapiens GN=IGBP1 PE=1 SV=139204.5 0 2 0 0 1 1.25 1192 17.79 Other defense and immunity protein;Other miscellaneous function proteinSignal transduction;Immunity and defensep53 pathway by glucose deprivation->alpha4;;Matchup
CCD22_HUMAN O60826 CCDC22 (CXorf37) (JM1)Coiled-coil domain-containing protein 22 OS=Homo sapiens GN=CCDC22 PE=1 SV=170738.6 0 1 4 0 2 1.25 1193 17.77 Molecular function unclassifiedBiological process unclassified 0 High Quality
TMSL3_HUMAN A8MW06 TMSL3 Thymosin beta-4-like protein 3 OS=Homo sapiens GN=TMSL3 PE=2 SV=15034.9 0 0 0 0 21 1.25 1194 17.62 Molecular function unclassifiedBiological process unclassified 0 High Quality
CELF2_HUMAN O95319 CUGBP2 (BRUNOL3) (CELF2) (ETR3) (NAPOR)CUG-BP- and ETR-3-like factor 2 OS=Homo sapiens GN=CUGBP2 PE=1 SV=154267.9 0 0 2 3 0 1.25 1195 17.61 Other RNA-binding proteinmRNA splicing 0 Matchup
AMPM1_HUMANP53582 METAP1 (KIAA0094)Methionine aminopeptidase 1 OS=Homo sapiens GN=METAP1 PE=1 SV=243196.8 0 0 3 0 1 1.24 1196 17.36 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 High Quality
CUL4A_HUMAN Q13619 CUL4A Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 87665.7 7 0 2 0 2 1.24 1197 17.35 Molecular function unclassifiedProteolysis;Cell cycle 0 High Quality
KPBB_HUMAN Q93100 PHKB Phosphorylase b kinase regulatory subunit beta OS=Homo sapiens GN=PHKB PE=1 SV=3124871 6 0 2 0 3 1.24 1198 17.31 Kinase activator Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;High Quality
RS9_HUMAN P46781 RPS9 40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=322574.5 0 0 1 0 2 1.24 1199 17.27 Ribosomal protein Protein biosynthesis 0 High Quality
CO8A_HUMAN P07357 C8A Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=265145.8 0 0 3 3 0 1.24 1200 17.27 Complement componentComplement-mediated immunity0 High Quality
OXR1_HUMAN Q8N573 OXR1 (Nbla00307)Oxidation resistance protein 1 OS=Homo sapiens GN=OXR1 PE=1 SV=184934.4 0 0 2 0 4 1.23 1201 16.86 Molecular function unclassifiedBiological process unclassified 0 Matchup
NRP1_HUMAN O14786 NRP1 (NRP) (VEGF165R)Neuropilin-1 OS=Homo sapiens GN=NRP1 PE=1 SV=3 103118.6 0 0 4 5 0 1.23 1202 16.81 Other receptor;Other signaling moleculeOther receptor mediated signaling pathway;Neurogenesis;Angiogenesis;Heart developmentAxon guidance mediated by semaphorins->Neuropilin 1;;Matchup
IPO9_HUMAN Q96P70 IPO9 (IMP9) (KIAA1192) (RANBP9) (HSPC273)Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 115946 2 0 0 0 7 1.22 1203 16.74 Transporter;Small GTPaseNuclear transport 0 Matchup
METLA_HUMAN Q5JPI9 METTL10 Methyltransferase-like protein 10 OS=Homo sapiens GN=METTL10 PE=2 SV=231812.9 1 0 0 0 2 1.22 1204 16.55 Metalloprotease Protein biosynthesis;Protein modification;Proteolysis0 Matchup
RNZ2_HUMAN Q9BQ52 ELAC2 (HPC2)Zinc phosphodiesterase ELAC protein 2 OS=Homo sapiens GN=ELAC2 PE=1 SV=292201.5 0 0 1 3 0 1.22 1205 16.42 Hydrolase Nucleoside, nucleotide and nucleic acid metabolism;Oncogenesis;Non-vertebrate process0 Matchup
IF4G1_HUMAN Q04637 EIF4G1 (EIF4F) (EIF4G) (EIF4GI)Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=3175520.1 6 0 3 0 4 1.22 1206 16.41 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
COQ7_HUMAN Q99807 COQ7 Ubiquinone biosynthesis protein COQ7 homolog OS=Homo sapiens GN=COQ7 PE=2 SV=224289.7 8 7 17 0 0 1.21 1207 16.39 Oxygenase Coenzyme metabolism 0 High Quality
K2C6B_HUMAN P04259 KRT6B Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6A PE=1 SV=360008.7 0 0 1 5 0 1.21 1208 16.23 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PARP1_HUMAN P09874 PARP1 (ADPRT) (PPOL)Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4113069.8 5 4 7 0 1 1.21 1209 16.17 Glycosyltransferase DNA repair;Protein ADP-ribosylation;Stress responseFAS signaling pathway->Poly(ADP-ribose) polymerase;;High Quality
PYR5_HUMAN P11172 UMPS (OK/SW-cl.21)Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=152204.5 0 0 1 0 6 1.21 1210 16.04 Molecular function unclassifiedBiological process unclassified 0 Matchup
MSI2H_HUMAN Q96DH6 MSI2 RNA-binding protein Musashi homolog 2 OS=Homo sapiens GN=MSI2 PE=2 SV=135178.8 1 0 0 0 3 1.20 1211 15.93 Ribonucleoprotein;Other nucleic acid bindingNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Other neuronal activity;Neurogenesis0 Matchup
SYLC_HUMAN Q9P2J5 LARS (KIAA1352)Leucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2134452.8 1 1 4 0 4 1.20 1212 15.85 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 Matchup
NRDC_HUMAN O43847 NRD1 Nardilysin OS=Homo sapiens GN=NRD1 PE=2 SV=2 131557.7 2 0 2 0 5 1.20 1213 15.83 Other hydrolase;MetalloproteaseProteolysis 0 High Quality
PHS_HUMAN P61457 PCBD1 (DCOH) (PCBD)Pterin-4-alpha-carbinolamine dehydratase OS=Homo sapiens GN=PCBD1 PE=1 SV=211981.7 6 9 0 0 0 1.19 1214 15.64 Dehydratase mRNA transcription;Pterin metabolism0 High Quality
SF3B1_HUMAN O75533 SF3B1 (SAP155)Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=2145802.3 0 1 3 0 5 1.19 1215 15.56 mRNA splicing factor mRNA splicing 0 Matchup
TAOK2_HUMAN Q9UL54 TAOK2 (KIAA0881) (MAP3K17) (PSK) (PSK1) (UNQ2971/PRO7431)Serine/threonine-protein kinase TAO2 OS=Homo sapiens GN=TAOK2 PE=1 SV=2138236.7 0 0 0 1 15 1.19 1216 15.47 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Matchup
DESP_HUMAN P15924 DSP Desmoplakin OS=Homo sapiens GN=DSP PE=1 SV=3 331763.4 10 0 7 14 0 1.19 1217 15.38 Molecular function unclassifiedBiological process unclassified 0 High Quality
OTU7B_HUMAN Q6GQQ9 OTUD7B (ZA20D1)OTU domain-containing protein 7B OS=Homo sapiens GN=OTUD7B PE=1 SV=192509.1 0 0 1 0 2 1.18 1218 15.30 Double-stranded DNA binding protein;HydrolaseProteolysis;Other protein metabolism0 Matchup
ERH_HUMAN P84090 ERH Enhancer of rudimentary homolog OS=Homo sapiens GN=ERH PE=1 SV=112241.3 1 3 1 0 0 1.18 1219 15.06 Other transcription factormRNA transcription regulation0 Matchup
PPIE_HUMAN Q9UNP9 PPIE (CYP33) Peptidyl-prolyl cis-trans isomerase E OS=Homo sapiens GN=PPIE PE=1 SV=133413.6 1 0 0 3 0 1.18 1220 15.05 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 Matchup
IF4G2_HUMAN P78344 EIF4G2 (DAP5) (OK/SW-cl.75)Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1102348.8 4 0 1 4 0 1.18 1221 14.99 Translation initiation factorProtein biosynthesis;Translational regulation;Apoptosis;Cell cycle control0 High Quality
ATE1_HUMAN O95260 ATE1 Arginyl-tRNA--protein transferase 1 OS=Homo sapiens GN=ATE1 PE=1 SV=259073.2 1 0 3 1 0 1.18 1222 14.98 Acetyltransferase Amino acid catabolism 0 High Quality
LIPB1_HUMAN Q86W92 PPFIBP1 (KIAA1230)Liprin-beta-1 OS=Homo sapiens GN=PPFIBP1 PE=1 SV=2114010.3 0 1 0 0 10 1.17 1223 14.82 Molecular function unclassifiedProtein targeting 0 Matchup
CUL1_HUMAN Q13616 CUL1 Cullin-1 OS=Homo sapiens GN=CUL1 PE=1 SV=2 89663.4 3 0 2 0 2 1.17 1224 14.70 Molecular function unclassifiedProteolysis;Induction of apoptosis;Cell cycle control;OncogenesisParkinson disease->F-box and WD-40 domain protein 7;;High Quality
HOOK3_HUMAN Q86VS8 HOOK3 Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=283110 0 4 1 0 1 1.17 1225 14.69 Other membrane traffic proteinOther intracellular protein traffic0 High Quality
NEST_HUMAN P48681 NES (Nbla00170)Nestin OS=Homo sapiens GN=NES PE=1 SV=2 177419.1 2 2 0 0 5 1.17 1226 14.63 Intermediate filament;Structural proteinCell structure 0 High Quality
ZFY21_HUMAN Q9BQ24 ZFYVE21 Zinc finger FYVE domain-containing protein 21 OS=Homo sapiens GN=ZFYVE21 PE=2 SV=126487.2 0 0 1 0 1 1.16 1227 14.55 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
PDCD6_HUMAN O75340 PDCD6 (ALG2)Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=121851.1 1 0 0 1 0 1.16 1228 14.48 Calmodulin related proteinIntracellular signaling cascade;Induction of apoptosis0 Matchup
UBP2L_HUMAN Q14157 UBAP2L (KIAA0144) (NICE4)Ubiquitin-associated protein 2-like OS=Homo sapiens GN=UBAP2L PE=1 SV=2114516.1 1 0 3 3 0 1.16 1229 14.47 Molecular function unclassifiedBiological process unclassified 0 High Quality
TRDN_HUMAN Q13061 TRDN Triadin OS=Homo sapiens GN=TRDN PE=1 SV=3 81538.6 0 0 2 3 0 1.16 1230 14.43 Miscellaneous function Muscle contraction 0 High Quality
WNK1_HUMAN Q9H4A3 WNK1 (KDP) (KIAA0344) (PRKWNK1)Serine/threonine-protein kinase WNK1 OS=Homo sapiens GN=WNK1 PE=1 SV=1250732.3 4 3 0 0 3 1.16 1231 14.39 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other blood circulation and gas exchange activityT cell activation->MEKK;;High Quality
PDCD4_HUMAN Q53EL6 PDCD4 (H731)Programmed cell death protein 4 OS=Homo sapiens GN=PDCD4 PE=1 SV=151704.3 0 0 4 1 0 1.16 1232 14.35 Translation elongation factor;Other miscellaneous function proteinProtein biosynthesis;Induction of apoptosis0 Matchup
TPISL_HUMAN Q7Z6K2 n.o Putative triosephosphate isomerase-like protein LOC286016 OS=Homo sapiens PE=2 SV=224728.6 0 0 0 0 47 1.15 1233 14.26 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
FYCO1_HUMAN Q9BQS8 FYCO1 (ZFYVE7)FYVE and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=FYCO1 PE=1 SV=2166937 5 0 6 3 0 1.15 1234 14.11 Molecular function unclassifiedBiological process unclassified 0 High Quality
MYP2_HUMAN P02689 PMP2 Myelin P2 protein OS=Homo sapiens GN=PMP2 PE=1 SV=314891.9 0 0 0 0 30 1.14 1235 13.89 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
MYLK_HUMAN Q15746 MYLK (MLCK)Myosin light chain kinase, smooth muscle OS=Homo sapiens GN=MYLK PE=1 SV=3210753.9 3 4 2 3 0 1.14 1236 13.82 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;High Quality
EMAL5_HUMAN Q05BV3 EML5 Echinoderm microtubule-associated protein-like 5 OS=Homo sapiens GN=EML5 PE=2 SV=2219350.2 3 0 0 0 16 1.14 1237 13.76 Molecular function unclassifiedBiological process unclassified 0 Matchup
LBXCO_HUMAN P84550 LBXCOR1 (CORL1) (FUSSEL15)Ladybird homeobox corepressor 1 OS=Homo sapiens GN=LBXCOR1 PE=1 SV=199814.1 0 0 3 3 0 1.13 1238 13.60 Transcription cofactor mRNA transcription regulation;Neurogenesis0 Matchup
AMD_HUMAN P19021 PAM Peptidyl-glycine alpha-amidating monooxygenase OS=Homo sapiens GN=PAM PE=1 SV=2108314.5 0 0 1 3 0 1.13 1239 13.55 Oxygenase Protein modificationVasopressin synthesis->Amidating Enzyme;;Matchup
K2C3_HUMAN P12035 KRT3 Keratin, type II cytoskeletal 3 OS=Homo sapiens GN=KRT3 PE=1 SV=264488 0 2 0 2 0 1.13 1240 13.50 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
STK33_HUMAN Q9BYT3 STK33 Serine/threonine-protein kinase 33 OS=Homo sapiens GN=STK33 PE=2 SV=157814.1 0 0 1 0 4 1.13 1241 13.39 Non-receptor serine/threonine protein kinaseProtein phosphorylation 0 Matchup
CHIN_HUMAN P15882 CHN1 (ARHGAP2) (CHN)N-chimaerin OS=Homo sapiens GN=CHN1 PE=1 SV=3 53155.9 1 0 0 0 4 1.12 1242 13.16 Other G-protein modulatorOther intracellular signaling cascade0 Matchup
RRAS_HUMAN P10301 RRAS Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=123462.5 0 0 1 1 0 1.12 1243 13.06 Small GTPase MAPKKK cascade;Cell proliferation and differentiation;OncogenePI3 kinase pathway->Ras-GDP;;Inflammation mediated by chemokine and cytokine signaling pathway->Rat Sarcoma GTP-binding protein;;Angiogenesis->Ras;;Integrin signalling pathway->Ras;;VEGF signaling pathway->Ras;;Ras Pathway->Ras;;FGF signaling pathway->RasMatchup
GNAS2_HUMAN P63092 GNAS (GNAS1) (GSP)Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=145647.4 2 0 0 0 1 1.10 1244 12.61 G-protein mediated signalingG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Beta3 adrenergic receptor signaling pathway->G-Protein;;Endothelin signaling pathway->stimulatory G protein;;Histamine H2 receptor mediated signaling pathway->G-Protein;;Enkephalin release->G-Proteone hit wonders
PTBP1_HUMAN P26599 PTBP1 (PTB) Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=157204.5 2 0 0 1 0 1.09 1245 12.20 mRNA splicing factor;RibonucleoproteinmRNA splicing 0 High Quality
MAP1A_HUMAN P78559 MAP1A (MAP1L)Microtubule-associated protein 1A OS=Homo sapiens GN=MAP1A PE=1 SV=5305610.5 3 2 7 0 3 1.08 1246 12.11 Non-motor microtubule binding proteinCell structure 0 High Quality
RN181_HUMAN Q9P0P0 RNF181 (HSPC238)RING finger protein 181 OS=Homo sapiens GN=RNF181 PE=1 SV=117891.1 4 4 1 0 0 1.08 1247 11.91 Ubiquitin-protein ligase Proteolysis;Other protein metabolism0 High Quality
MT1G_HUMAN P13640 MT1G (MT1K) (MT1M)Metallothionein-1G OS=Homo sapiens GN=MT1G PE=1 SV=26023.6 0 0 0 0 7 1.07 1248 11.86 Molecular function unclassifiedBiological process unclassified 0 High Quality
CO8B_HUMAN P07358 C8B Complement component C8 beta chain OS=Homo sapiens GN=C8B PE=1 SV=367028.9 2 0 0 0 1 1.07 1249 11.82 Complement componentComplement-mediated immunity0 Matchup
KAP3_HUMAN P31323 PRKAR2B cAMP-dependent protein kinase type II-beta regulatory subunit OS=Homo sapiens GN=PRKAR2B PE=1 SV=346284.7 1 0 1 1 0 1.07 1250 11.68 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatMatchup
RT36_HUMAN P82909 MRPS36 (DC47)28S ribosomal protein S36, mitochondrial OS=Homo sapiens GN=MRPS36 PE=1 SV=211448.4 17 15 7 0 0 1.06 1251 11.59 Molecular function unclassifiedBiological process unclassified 0 High Quality
IF5A1_HUMAN P63241 EIF5A Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=216814.7 10 6 19 0 0 1.06 1252 11.45 Translation initiation factorProtein biosynthesis 0 High Quality
PFD1_HUMAN O60925 PFDN1 (PFD1)Prefoldin subunit 1 OS=Homo sapiens GN=PFDN1 PE=1 SV=214192.9 9 14 7 0 0 1.05 1253 11.21 Other transcription factorProtein folding;Cell cycle 0 High Quality
NTF2_HUMAN P61970 NUTF2 (NTF2)Nuclear transport factor 2 OS=Homo sapiens GN=NUTF2 PE=1 SV=114460.9 3 3 4 0 0 1.05 1254 11.18 Other miscellaneous function proteinNuclear transport 0 High Quality
ATP5E_HUMAN P56381 ATP5E ATP synthase subunit epsilon, mitochondrial OS=Homo sapiens GN=ATP5E PE=2 SV=25761.8 0 7 4 0 0 1.04 1255 11.09 Molecular function unclassifiedBiological process unclassified 0 High Quality
COX6C_HUMAN P09669 COX6C Cytochrome c oxidase polypeptide VIc OS=Homo sapiens GN=COX6C PE=1 SV=28763.8 6 4 7 0 0 1.04 1256 11.04 Molecular function unclassifiedBiological process unclassified 0 High Quality
SETD7_HUMAN Q8WTS6 SETD7 (KIAA1717) (KMT7) (SET7) (SET9)Histone-lysine N-methyltransferase SETD7 OS=Homo sapiens GN=SETD7 PE=1 SV=140702.7 0 0 1 1 0 1.04 1257 11.03 Transferase Biological process unclassified 0 Matchup
HSPB2_HUMAN Q16082 HSPB2 Heat shock protein beta-2 OS=Homo sapiens GN=HSPB2 PE=1 SV=220214.4 5 11 11 0 0 1.04 1258 11.02 Other chaperones Protein folding;Stress responseVEGF signaling pathway->Heat-Shock Protein 27;;Angiogenesis->Heat-Shock Protein 27;;;High Quality
PFD6_HUMAN O15212 PFDN6 (HKE2) (PFD6)Prefoldin subunit 6 OS=Homo sapiens GN=PFDN6 PE=1 SV=114564.9 7 14 4 0 0 1.04 1259 11.00 Molecular function unclassifiedProtein folding 0 High Quality
CHCH8_HUMAN Q9NYJ1 CHCHD8 (E2IG2)Coiled-coil-helix-coiled-coil-helix domain-containing protein 8 OS=Homo sapiens GN=CHCHD8 PE=2 SV=210115.3 1 4 4 0 0 1.04 1260 10.95 Molecular function unclassifiedBiological process unclassified 0 High Quality
CO6A3_HUMAN P12111 COL6A3 Collagen alpha-3(VI) chain OS=Homo sapiens GN=COL6A3 PE=1 SV=3343532.2 4 0 11 3 0 1.04 1261 10.90 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
MYH2_HUMAN Q9UKX2 MYH2 (MYHSA2)Myosin-2 OS=Homo sapiens GN=MYH2 PE=1 SV=1 223032.3 0 3 0 0 7 1.03 1262 10.70 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;Matchup
C1S_HUMAN P09871 C1S Complement C1s subcomponent OS=Homo sapiens GN=C1S PE=1 SV=176666.2 1 0 0 3 0 1.01 1263 10.29 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 Matchup
TPR_HUMAN P12270 TPR Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=2265580.1 0 0 3 0 8 1.01 1264 10.21 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Nuclear transport0 High Quality
VATG1_HUMAN O75348 ATP6V1G1 (ATP6G) (ATP6G1) (ATP6J)Vacuolar proton pump subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=313739.7 6 5 0 0 0 1.00 1265 10.00 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
SUMO2_HUMAN P61956 SUMO2 (SMT3B) (SMT3H2)Small ubiquitin-related modifier 2 OS=Homo sapiens GN=SUMO2 PE=1 SV=110853.2 2 6 0 0 0 1.00 1266 9.98 Other miscellaneous function proteinProtein modification;Inhibition of apoptosis;Chromosome segregation;Miscellaneousp53 pathway->Small ubiquitin-like modifier 1;;High Quality
NENF_HUMAN Q9UMX5 NENF (CIR2) (SPUF)Neudesin OS=Homo sapiens GN=NENF PE=2 SV=1 18839.1 2 9 6 0 0 1.00 1267 9.98 Signaling molecule Biological process unclassified 0 High Quality
TTHY_HUMAN P02766 TTR (PALB) Transthyretin OS=Homo sapiens GN=TTR PE=1 SV=1 15868.9 2 4 4 0 0 1.00 1268 9.97 Molecular function unclassifiedBiological process unclassified 0 High Quality
WEE1_HUMAN P30291 WEE1 Wee1-like protein kinase OS=Homo sapiens GN=WEE1 PE=1 SV=271581.1 0 0 1 0 2 1.00 1269 9.95 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell cycle control;Mitosis0 Matchup
HS12A_HUMAN O43301 HSPA12A (KIAA0417)Heat shock 70 kDa protein 12A OS=Homo sapiens GN=HSPA12A PE=2 SV=274962.3 3 2 0 0 0 1.00 1270 9.94 Hsp 70 family chaperoneBiological process unclassified 0 High Quality
ERO1A_HUMAN Q96HE7 ERO1L (UNQ434/PRO865)ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=254376.7 4 0 1 0 0 1.00 1271 9.94 Other oxidoreductase Protein folding;Electron transport;General vesicle transport;Other transport;Miscellaneous0 High Quality
SRP54_HUMAN P61011 SRP54 Signal recognition particle 54 kDa protein OS=Homo sapiens GN=SRP54 PE=1 SV=155688.3 1 2 4 0 0 1.00 1272 9.92 Other RNA-binding protein;G-proteinProtein biosynthesis;Protein targeting0 Matchup
BOLA2_HUMAN Q9H3K6 BOLA2 (BOLA2A) (My016); BOLA2BBolA-like protein 2 OS=Homo sapiens GN=BOLA2 PE=1 SV=110098.4 3 6 2 0 0 0.99 1273 9.85 Molecular function unclassifiedBiological process unclassified 0 High Quality
FNTB_HUMAN P49356 FNTB Protein farnesyltransferase subunit beta OS=Homo sapiens GN=FNTB PE=1 SV=148756 1 0 2 0 0 0.99 1274 9.85 Acyltransferase Protein-lipid modification 0 High Quality
HDDC2_HUMAN Q7Z4H3 HDDC2 (C6orf74) (NS5ATP2) (CGI-130)HD domain-containing protein 2 OS=Homo sapiens GN=HDDC2 PE=2 SV=123372.5 6 4 8 0 0 0.99 1275 9.83 Molecular function unclassifiedBiological process unclassified 0 High Quality
LRBA_HUMAN P50851 LRBA (BGL) (CDC4L) (LBA)Lipopolysaccharide-responsive and beige-like anchor protein OS=Homo sapiens GN=LRBA PE=1 SV=3319144.5 3 1 0 6 0 0.99 1276 9.79 Select regulatory moleculeSignal transduction;Protein targeting0 High Quality
G45IP_HUMAN Q8TAE8 GADD45GIP1 (PLINP1) (PRG6)Growth arrest and DNA-damage-inducible proteins-interacting protein 1 OS=Homo sapiens GN=GADD45GIP1 PE=1 SV=125366.1 2 1 0 0 0 0.99 1277 9.78 Molecular function unclassifiedBiological process unclassified 0 High Quality
LSM8_HUMAN O95777 LSM8 U6 snRNA-associated Sm-like protein LSm8 OS=Homo sapiens GN=LSM8 PE=1 SV=310384.6 1 3 4 0 0 0.99 1278 9.73 Nuclease;mRNA splicing factormRNA splicing;Other metabolism0 High Quality
KPB1_HUMAN P46020 PHKA1 (PHKA)Phosphorylase b kinase regulatory subunit alpha, skeletal muscle isoform OS=Homo sapiens GN=PHKA1 PE=1 SV=2137297.6 0 0 2 3 0 0.99 1279 9.73 Kinase activator Glycogen metabolismHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;Matchup
RM12_HUMAN P52815 MRPL12 (RPML12)39S ribosomal protein L12, mitochondrial OS=Homo sapiens GN=MRPL12 PE=1 SV=221330.4 5 6 10 0 0 0.99 1280 9.71 Ribosomal protein Protein biosynthesis 0 High Quality
SCLY_HUMAN Q96I15 SCLY (SCL) Selenocysteine lyase OS=Homo sapiens GN=SCLY PE=1 SV=248130.1 1 0 4 0 0 0.99 1281 9.69 Other lyase Amino acid biosynthesis;Other coenzyme and prosthetic group metabolism;Other sulfur metabolism0 High Quality
CA123_HUMAN Q9NWV4 C1orf123 UPF0587 protein C1orf123 OS=Homo sapiens GN=C1orf123 PE=1 SV=118030.7 5 3 4 0 0 0.98 1282 9.66 Molecular function unclassifiedBiological process unclassified 0 High Quality
PPR3A_HUMAN Q16821 PPP1R3A (PP1G)Protein phosphatase 1 regulatory subunit 3A OS=Homo sapiens GN=PPP1R3A PE=1 SV=2125820.2 0 0 2 3 0 0.98 1283 9.61 Phosphatase modulatorGlycogen metabolism 0 Matchup
SODE_HUMAN P08294 SOD3 Extracellular superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD3 PE=1 SV=225832.3 5 3 10 0 0 0.98 1284 9.61 Other oxidoreductase Immunity and defense 0 High Quality
NDUA2_HUMAN O43678 NDUFA2 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2 OS=Homo sapiens GN=NDUFA2 PE=1 SV=310903.8 6 8 0 0 0 0.98 1285 9.58 Oxidoreductase Oxidative phosphorylation 0 High Quality
RETN_HUMAN Q9HD89 RETN (FIZZ3) (HXCP1) (RSTN) (UNQ407/PRO1199)Resistin OS=Homo sapiens GN=RETN PE=2 SV=1 11401 1 1 2 0 0 0.98 1286 9.53 Molecular function unclassifiedBiological process unclassified 0 High Quality
A2GL_HUMAN P02750 LRG1 (LRG) Leucine-rich alpha-2-glycoprotein OS=Homo sapiens GN=LRG1 PE=1 SV=238161.7 10 5 11 0 0 0.98 1287 9.52 Receptor;Extracellular matrixOther receptor mediated signaling pathway;Developmental processes0 High Quality
CBR3_HUMAN O75828 CBR3 Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=330832.3 4 0 1 0 0 0.98 1288 9.51 Dehydrogenase;ReductaseOther metabolism 0 High Quality
VPS28_HUMAN Q9UK41 VPS28 Vacuolar protein sorting-associated protein 28 homolog OS=Homo sapiens GN=VPS28 PE=2 SV=125408 0 0 4 0 0 0.98 1289 9.47 Molecular function unclassifiedIntracellular protein traffic;Transport0 High Quality
KV114_HUMAN P01606 n.o Ig kappa chain V-I region OU OS=Homo sapiens PE=1 SV=111751.3 2 0 5 0 0 0.98 1290 9.46 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
UCHL3_HUMAN P15374 UCHL3 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=126164.8 6 4 7 0 0 0.98 1291 9.45 Cysteine protease Proteolysis 0 High Quality
MCTS1_HUMAN Q9ULC4 MCTS1 (MCT1)Malignant T cell amplified sequence 1 OS=Homo sapiens GN=MCTS1 PE=1 SV=120537.9 1 0 2 0 0 0.97 1292 9.44 Other receptor Cell cycle 0 High Quality
AIP_HUMAN O00170 AIP (XAP2) AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=137646.6 3 0 2 0 0 0.97 1293 9.44 Chaperone Vision 0 High Quality
F136A_HUMAN Q96C01 FAM136A Protein FAM136A OS=Homo sapiens GN=FAM136A PE=1 SV=115622.9 3 6 3 0 0 0.97 1294 9.40 Molecular function unclassifiedOncogenesis 0 High Quality
AOFB_HUMAN P27338 MAOB Amine oxidase [flavin-containing] B OS=Homo sapiens GN=MAOB PE=1 SV=358745.8 0 0 6 0 0 0.97 1295 9.39 Oxidase Other carbon metabolismDopamine receptor mediated signaling pathway->Monoamine Oxidase;;Adrenaline and noradrenaline biosynthesis->Monoamine Oxidase;;5-Hydroxytryptamine degredation->Monoamine Oxidase;;;;High Quality
FA12_HUMAN P00748 F12 Coagulation factor XII OS=Homo sapiens GN=F12 PE=1 SV=267798.7 0 0 4 0 0 0.97 1296 9.38 Serine protease;Calmodulin related protein;AnnexinProteolysis;Blood clotting;Cell motilityBlood coagulation->Factor XII;;Blood coagulation->Factor XIIa;;;High Quality
PP14C_HUMAN Q8TAE6 PPP1R14C (KEPI)Protein phosphatase 1 regulatory subunit 14C OS=Homo sapiens GN=PPP1R14C PE=1 SV=317824.7 4 3 6 0 0 0.97 1297 9.35 Phosphatase inhibitor Protein phosphorylation;Protein targeting0 High Quality
HINT3_HUMAN Q9NQE9 HINT3 Histidine triad nucleotide-binding protein 3 OS=Homo sapiens GN=HINT3 PE=1 SV=120343 2 2 6 0 0 0.97 1298 9.34 Damaged DNA-binding proteinDNA repair 0 High Quality
ARBK1_HUMAN P25098 ADRBK1 (BARK) (BARK1) (GRK2)Beta-adrenergic receptor kinase 1 OS=Homo sapiens GN=ADRBK1 PE=1 SV=279558.3 0 0 2 1 0 0.97 1299 9.26 Non-receptor serine/threonine protein kinaseProtein phosphorylation;G-protein mediated signalingHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Rhodopsin kinase;;Parkinson disease->G-protein related kinase;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->G protein receptor kinase;;AnMatchup
ABHDB_HUMAN Q8NFV4 ABHD11 (WBSCR21) (PP1226)Abhydrolase domain-containing protein 11 OS=Homo sapiens GN=ABHD11 PE=2 SV=134672.2 13 4 1 0 0 0.97 1300 9.25 Hydrolase Detoxification;Other metabolism0 High Quality
ADFP_HUMAN Q99541 ADFP Adipophilin OS=Homo sapiens GN=ADFP PE=1 SV=2 48057 2 0 3 0 0 0.97 1301 9.25 Molecular function unclassifiedRegulation of lipid, fatty acid and steroid metabolism0 High Quality
AP2A2_HUMAN O94973 AP2A2 (ADTAB) (CLAPA2) (HYPJ) (KIAA0899)AP-2 complex subunit alpha-2 OS=Homo sapiens GN=AP2A2 PE=1 SV=2103944.8 7 0 2 0 0 0.97 1302 9.25 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosisHuntington disease->alpha-Adaptin;;High Quality
ADXL_HUMAN Q6P4F2 FDX1L Adrenodoxin-like protein, mitochondrial OS=Homo sapiens GN=FDX1L PE=2 SV=119502.3 0 4 1 0 0 0.97 1303 9.24 Reductase;Oxidase Steroid metabolism;Protein complex assembly;Ferredoxin metabolism;Vitamin metabolismVitamin D metabolism and pathway->Ferredoxin;;High Quality
RS10_HUMAN P46783 RPS10 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=118880.3 6 7 2 0 0 0.97 1304 9.23 Ribosomal protein Protein biosynthesis 0 High Quality
FRIL_HUMAN P02792 FTL Ferritin light chain OS=Homo sapiens GN=FTL PE=1 SV=220002.6 9 4 3 0 0 0.96 1305 9.22 Storage protein Cation transport;Other homeostasis activities0 High Quality

Supplementary Material (ESI) for Molecular BioSystems. This journal is (c) The Royal Society of Chemistry, 2010



SLIRP_HUMAN Q9GZT3 SLIRP (C14orf156) (DC23) (DC50) (PD04872)SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=112331 6 4 1 0 0 0.96 1306 9.21 Other RNA-binding proteinBiological process unclassified 0 High Quality
SPON1_HUMAN Q9HCB6 SPON1 (KIAA0762) (VSGP)Spondin-1 OS=Homo sapiens GN=SPON1 PE=1 SV=2 90955.6 4 0 3 0 0 0.96 1307 9.20 Extracellular matrix glycoproteinEctoderm development;Cell structure0 High Quality
DERM_HUMAN Q07507 DPT Dermatopontin OS=Homo sapiens GN=DPT PE=2 SV=2 23986.7 0 0 2 0 0 0.96 1308 9.18 Extracellular matrix Extracellular matrix protein-mediated signaling0 High Quality
ARP5L_HUMAN Q9BPX5 ARPC5L Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=116923.3 5 4 4 0 0 0.96 1309 9.09 Other actin family cytoskeletal proteinCell motility Integrin signalling pathway->Arp2/3;;Huntington disease->Actin-related protein 2 and 3 complex;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
TIM8B_HUMAN Q9Y5J9 TIMM8B (DDP2) (DDPL) (TIM8B)Mitochondrial import inner membrane translocase subunit Tim8 B OS=Homo sapiens GN=TIMM8B PE=1 SV=19325.3 2 3 1 0 0 0.96 1310 9.08 Other transporter Protein targeting;Other transport;Hearing;Neurogenesis0 High Quality
CX7A1_HUMAN P24310 COX7A1 (COX7AH)Cytochrome c oxidase polypeptide 7A1, mitochondrial OS=Homo sapiens GN=COX7A1 PE=1 SV=29099.9 3 2 2 0 0 0.96 1311 9.08 Oxidase Oxidative phosphorylation 0 High Quality
NDUS6_HUMAN O75380 NDUFS6 NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial OS=Homo sapiens GN=NDUFS6 PE=1 SV=113693.3 3 5 4 0 0 0.96 1312 9.07 Oxidoreductase Oxidative phosphorylation 0 High Quality
FAH2A_HUMAN Q96GK7 FAHD2A (CGI-105)Fumarylacetoacetate hydrolase domain-containing protein 2A OS=Homo sapiens GN=FAHD2A PE=1 SV=134577.2 10 2 9 0 0 0.96 1313 9.04 Other hydrolase Amino acid catabolism 0 High Quality
STMN1_HUMAN P16949 STMN1 (LAP18) (OP18)Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=3 17285 9 8 2 0 0 0.96 1314 9.04 Other miscellaneous function proteinCell communication Cytoskeletal regulation by Rho GTPase->Stathmin;;High Quality
LYRM4_HUMAN Q9HD34 LYRM4 (C6orf149) (CGI-203)LYR motif-containing protein 4 OS=Homo sapiens GN=LYRM4 PE=2 SV=110740.9 3 5 4 0 0 0.96 1315 9.03 Molecular function unclassifiedBiological process unclassified 0 High Quality
FBN1_HUMAN P35555 FBN1 (FBN) Fibrillin-1 OS=Homo sapiens GN=FBN1 PE=1 SV=1 312283 0 0 4 0 5 0.96 1316 9.03 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
TPD54_HUMAN O43399 TPD52L2 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=222219.9 7 5 11 0 0 0.96 1317 9.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
VPS25_HUMAN Q9BRG1 VPS25 (DERP9) (EAP20)Vacuolar protein-sorting-associated protein 25 OS=Homo sapiens GN=VPS25 PE=1 SV=120730 5 3 4 0 0 0.95 1318 9.00 Molecular function unclassifiedNucleoside, nucleotide and nucleic acid metabolism;Protein metabolism and modification;Intracellular protein traffic;Protein targeting;Transport;Other metabolism0 High Quality
THTPA_HUMAN Q9BU02 THTPA Thiamine-triphosphatase OS=Homo sapiens GN=THTPA PE=1 SV=325547.9 4 4 1 0 0 0.95 1319 9.00 Molecular function unclassifiedBiological process unclassifiedThiamine metabolism->Thiamine triphosphatase;;High Quality
ACYP1_HUMAN P07311 ACYP1 (ACYPE)Acylphosphatase-1 OS=Homo sapiens GN=ACYP1 PE=1 SV=211242.8 3 5 0 0 0 0.95 1320 8.97 Other phosphatase Miscellaneous 0 High Quality
APOC1_HUMAN P02654 APOC1 Apolipoprotein C-I OS=Homo sapiens GN=APOC1 PE=1 SV=19314.3 0 0 0 0 4 0.95 1321 8.91 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
UCRIL_HUMAN P0C7P4 UQCRFSL1 Cytochrome b-c1 complex subunit Rieske-like protein 1 OS=Homo sapiens GN=UQCRFSL1 PE=2 SV=129649.8 7 6 0 0 0 0.95 1322 8.90 Reductase Oxidative phosphorylation 0 High Quality
TTL12_HUMAN Q14166 TTLL12 (KIAA0153)Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens GN=TTLL12 PE=1 SV=274385.7 3 0 3 0 0 0.95 1323 8.89 Molecular function unclassifiedBiological process unclassified 0 High Quality
NUDC2_HUMAN Q8WVJ2 NUDCD2 NudC domain-containing protein 2 OS=Homo sapiens GN=NUDCD2 PE=1 SV=117657.9 3 3 4 0 0 0.95 1324 8.86 Other microtubule family cytoskeletal proteinMitosis 0 High Quality
CK073_HUMAN Q53FT3 C11orf73 (HSPC138) (HSPC179) (HSPC248)Uncharacterized protein C11orf73 OS=Homo sapiens GN=C11orf73 PE=2 SV=221609.5 2 3 0 0 0 0.95 1325 8.86 Molecular function unclassifiedBiological process unclassified 0 High Quality
DDAH2_HUMAN O95865 DDAH2 (DDAH) (G6A) (NG30)N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=129626.3 10 2 4 0 0 0.95 1326 8.84 Other hydrolase Cell proliferation and differentiation0 High Quality
CFAI_HUMAN P05156 CFI (IF) Complement factor I OS=Homo sapiens GN=CFI PE=1 SV=165701.8 5 0 0 0 0 0.95 1327 8.82 Hydrolase;Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
DRG2_HUMAN P55039 DRG2 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=2 SV=140729.8 2 0 3 0 0 0.94 1328 8.81 Small GTPase Cytokinesis 0 High Quality
BRK1_HUMAN Q8WUW1 C3orf10 (HSPC300) (MDS027)Probable protein BRICK1 OS=Homo sapiens GN=C3orf10 PE=1 SV=18727.3 1 5 0 0 0 0.94 1329 8.80 Molecular function unclassifiedBiological process unclassified 0 High Quality
HV305_HUMAN P01766 n.o Ig heavy chain V-III region BRO OS=Homo sapiens PE=1 SV=113208.7 4 0 3 0 0 0.94 1330 8.77 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
LSM6_HUMAN P62312 LSM6 U6 snRNA-associated Sm-like protein LSm6 OS=Homo sapiens GN=LSM6 PE=1 SV=19109.8 3 3 0 0 0 0.94 1331 8.77 mRNA splicing factor mRNA splicing 0 High Quality
RSSA_HUMAN P08865 RPSA (LAMBR) (LAMR1)40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=432836.1 6 2 8 0 0 0.94 1332 8.76 Molecular function unclassifiedBiological process unclassified 0 High Quality
KV402_HUMAN P01625 n.o Ig kappa chain V-IV region Len OS=Homo sapiens PE=1 SV=212622.4 3 0 5 0 0 0.94 1333 8.75 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
GFPT1_HUMAN Q06210 GFPT1 (GFAT) (GFPT)Glucosamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=378789.7 1 0 0 3 0 0.94 1334 8.73 Transaminase Other carbohydrate metabolismO-antigen biosynthesis->Fructose-6-phosphate aminotransferase;;N-acetylglucosamine metabolism->Fructose-6-phosphate aminotransferase;;;Matchup
EIF3B_HUMAN P55884 EIF3B (EIF3S9)Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=292474.8 5 2 1 0 0 0.94 1335 8.73 Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
VATE1_HUMAN P36543 ATP6V1E1 (ATP6E) (ATP6E2)Vacuolar proton pump subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=126128.2 12 5 5 0 0 0.94 1336 8.72 Hydrogen transporter;ATP synthase;HydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
KV302_HUMAN P01620 n.o Ig kappa chain V-III region SIE OS=Homo sapiens PE=1 SV=111728.5 3 2 0 0 0 0.94 1337 8.69 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
ACOT2_HUMAN P49753 ACOT2 (PTE2) (PTE2A)Acyl-coenzyme A thioesterase 2, mitochondrial OS=Homo sapiens GN=ACOT2 PE=1 SV=553220.5 31 0 27 0 0 0.94 1338 8.68 Molecular function unclassifiedBiological process unclassified 0 High Quality
MYO1H_HUMAN Q8N1T3 MYO1H Myosin-Ih OS=Homo sapiens GN=MYO1H PE=2 SV=2 119024 1 0 0 0 5 0.94 1339 8.66 Actin binding motor proteinGeneral vesicle transportNicotinic acetylcholine receptor signaling pathway->Myosin;;Matchup
RHOA_HUMAN P61586 RHOA (ARH12) (ARHA) (RHO12)Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=121750.4 5 3 4 0 0 0.94 1340 8.66 Small GTPase G-protein mediated signaling;Cell structure and motilityAngiogenesis->Rho guanosine triphosphatase;;Axon guidance mediated by Slit/Robo->Ras homologue gene family, member A;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->RhoA GTPase;;Heterotrimeric G-protein signaling pathway-Gq alphHigh Quality
CHM4A_HUMAN Q9BY43 CHMP4A (C14orf123) (SHAX2) (CDA04) (HSPC134)Charged multivesicular body protein 4a OS=Homo sapiens GN=CHMP4A PE=1 SV=325080.9 0 8 2 0 0 0.93 1341 8.57 Molecular function unclassifiedBiological process unclassified 0 High Quality
TBCB_HUMAN Q99426 TBCB (CG22) (CKAP1)Tubulin folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=227307.5 5 4 1 0 0 0.93 1342 8.56 Other chaperones;Non-motor microtubule binding proteinProtein folding;Cell structure 0 High Quality
HBG2_HUMAN P69892 HBG2 (Hemoglobin subunit gamma-2) Hemoglobin subunit gamma-1 OS=Homo sapiens GN=HBG1 PE=1 SV=216108.5 0 0 0 0 6 0.93 1343 8.55 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
CSPG2_HUMAN P13611 VCAN (CSPG2)Versican core protein OS=Homo sapiens GN=VCAN PE=1 SV=3372794.6 3 2 7 0 1 0.93 1344 8.54 Chaperone Protein folding;Protein complex assembly0 High Quality
MOS2S_HUMAN O96033 MOCS2 (MOCO1)Molybdenum cofactor synthesis protein 2 small subunit OS=Homo sapiens GN=MOCS2 PE=2 SV=19737.2 1 3 1 0 0 0.93 1345 8.53 Synthase Pterin metabolism;Sulfur metabolism0 High Quality
SAE1_HUMAN Q9UBE0 SAE1 (AOS1) (SUA1) (UBLE1A)SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=138432.1 2 1 1 0 0 0.93 1346 8.52 Other ligase Protein modification;Nuclear transportUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
ECHD3_HUMAN Q96DC8 ECHDC3 (PP1494) (PP8332)Enoyl-CoA hydratase domain-containing protein 3, mitochondrial OS=Homo sapiens GN=ECHDC3 PE=2 SV=132676 9 5 0 0 0 0.93 1347 8.52 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
HYEP_HUMAN P07099 EPHX1 (EPHX) (EPOX)Epoxide hydrolase 1 OS=Homo sapiens GN=EPHX1 PE=1 SV=152933.1 6 0 0 0 0 0.93 1348 8.50 Other hydrolase Lipid metabolism;Detoxification0 High Quality
FPPS_HUMAN P14324 FDPS (FPS) (KIAA1293)Farnesyl pyrophosphate synthetase OS=Homo sapiens GN=FDPS PE=1 SV=340515.6 4 0 0 0 0 0.93 1349 8.49 Synthetase;AcyltransferaseCholesterol metabolism;Other metabolismCholesterol biosynthesis->Geranyl trans-transferase;;High Quality
ISCA2_HUMAN Q86U28 ISCA2 (HBLD1)Iron-sulfur cluster assembly 2 homolog, mitochondrial OS=Homo sapiens GN=ISCA2 PE=2 SV=216458.3 2 3 5 0 0 0.93 1350 8.46 Molecular function unclassifiedBiological process unclassified 0 High Quality
TSR2_HUMAN Q969E8 TSR2 Pre-rRNA-processing protein TSR2 homolog OS=Homo sapiens GN=TSR2 PE=2 SV=120875.6 0 0 2 0 0 0.93 1351 8.42 Molecular function unclassifiedBiological process unclassified 0 High Quality
BOLA3_HUMAN Q53S33 BOLA3 BolA-like protein 3 OS=Homo sapiens GN=BOLA3 PE=2 SV=112096.4 1 6 0 0 0 0.92 1352 8.41 Molecular function unclassifiedBiological process unclassified 0 High Quality
PHS2_HUMAN Q9H0N5 PCBD2 (DCOH2) (DCOHM)Pterin-4-alpha-carbinolamine dehydratase 2 OS=Homo sapiens GN=PCBD2 PE=1 SV=311743.5 2 4 2 0 0 0.92 1353 8.40 Dehydratase mRNA transcription;Pterin metabolism0 High Quality
LV302_HUMAN P80748 n.o Ig lambda chain V-III region LOI OS=Homo sapiens PE=1 SV=111916.9 0 1 1 0 0 0.92 1354 8.39 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 Matchup
CANB1_HUMAN P63098 PPP3R1 (CNA2) (CNB)Calcineurin subunit B type 1 OS=Homo sapiens GN=PPP3R1 PE=1 SV=219282.4 0 0 3 0 0 0.92 1355 8.35 Protein phosphatase;Calmodulin related proteinProtein modification;Calcium mediated signaling;Other homeostasis activitiesWnt signaling pathway->Calcineurin;;High Quality
PTMS_HUMAN P20962 PTMS Parathymosin OS=Homo sapiens GN=PTMS PE=2 SV=2 11511.6 1 2 3 0 0 0.92 1356 8.34 Miscellaneous function Nucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
TYPH_HUMAN P19971 TYMP (ECGF1)Thymidine phosphorylase OS=Homo sapiens GN=TYMP PE=1 SV=249937.8 10 6 4 0 0 0.92 1357 8.33 Reductase Electron transport;Other metabolism0 High Quality
PSA4_HUMAN P25789 PSMA4 (PSC9)Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=129466.8 10 0 12 0 0 0.92 1358 8.31 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
IPP2_HUMAN P41236 PPP1R2 (IPP2)Protein phosphatase inhibitor 2 OS=Homo sapiens GN=PPP1R2 PE=1 SV=222998 0 7 4 0 0 0.92 1359 8.30 Phosphatase inhibitor Glycogen metabolism 0 High Quality
HN1L_HUMAN Q9H910 HN1L (C16orf34) (L11)Hematological and neurological expressed 1-like protein OS=Homo sapiens GN=HN1L PE=1 SV=120045.6 5 8 0 0 0 0.92 1360 8.29 Molecular function unclassifiedBiological process unclassified 0 High Quality
PP2AA_HUMAN P67775 PPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=135576.5 9 0 12 0 0 0.92 1361 8.29 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;High Quality
PDXK_HUMAN O00764 PDXK (C21orf124) (C21orf97) (PKH) (PNK)Pyridoxal kinase OS=Homo sapiens GN=PDXK PE=1 SV=135083.7 11 0 12 0 0 0.92 1362 8.29 Other kinase Vitamin catabolism Pyridoxal phosphate salvage pathway->Pyridoxal kinase;;Vitamin B6 metabolism->Pyridoxal kinase;;Pyridoxal phosphate salvage pathway->Pyridoxamine kinase;;;;High Quality
CHM2A_HUMAN O43633 CHMP2A (BC2) (CHMP2)Charged multivesicular body protein 2a OS=Homo sapiens GN=CHMP2A PE=1 SV=125087 10 8 3 0 0 0.92 1363 8.28 Molecular function unclassifiedGeneral vesicle transport 0 High Quality
ETHE1_HUMAN O95571 ETHE1 (HSCO)Protein ETHE1, mitochondrial OS=Homo sapiens GN=ETHE1 PE=1 SV=227855.2 3 1 12 0 0 0.92 1364 8.27 Other hydrolase Other carbon metabolism 0 High Quality
HNRH2_HUMAN P55795 HNRNPH2 (FTP3) (HNRPH2)Heterogeneous nuclear ribonucleoprotein H2 OS=Homo sapiens GN=HNRNPH2 PE=1 SV=149246.1 0 0 4 0 0 0.92 1365 8.27 Ribosomal protein mRNA splicing 0 High Quality
PSA6_HUMAN P60900 PSMA6 (PROS27)Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=127381.5 3 2 12 0 0 0.92 1366 8.25 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
CHM4B_HUMAN Q9H444 CHMP4B (C20orf178) (SHAX1)Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B PE=1 SV=124933.2 2 7 3 0 0 0.92 1367 8.25 Other transfer/carrier proteinIntracellular protein traffic 0 High Quality
TR112_HUMAN Q9UI30 AD-001 (HSPC152) (HSPC170)TRM112-like protein OS=Homo sapiens GN=AD-001 PE=1 SV=114181.4 2 2 1 0 0 0.92 1368 8.23 Other phosphatase Miscellaneous 0 High Quality
TBRG4_HUMAN Q969Z0 TBRG4 (CPR2) (FASTKD4) (KIAA0948)Protein TBRG4 OS=Homo sapiens GN=TBRG4 PE=1 SV=1 70721.8 6 0 0 0 0 0.91 1369 8.21 Molecular function unclassifiedCell cycle 0 High Quality
CHCH2_HUMAN Q9Y6H1 CHCHD2 (C7orf17) (AAG10)Coiled-coil-helix-coiled-coil-helix domain-containing protein 2, mitochondrial OS=Homo sapiens GN=CHCHD2 PE=1 SV=115494.3 3 0 3 0 0 0.91 1370 8.20 Molecular function unclassifiedBiological process unclassified 0 High Quality
PSA3_HUMAN P25788 PSMA3 (PSC8)Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=228415.7 12 0 8 0 0 0.91 1371 8.18 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
HYPK_HUMAN Q9NX55 HYPK (HSPC136)Huntingtin-interacting protein K OS=Homo sapiens GN=HYPK PE=1 SV=119314 0 0 3 0 0 0.91 1372 8.16 Hsp 70 family chaperoneStress response 0 High Quality
HMGN4_HUMANO00479 HMGN4 (HMG17L3) (NHC)High mobility group nucleosome-binding domain-containing protein 4 OS=Homo sapiens GN=HMGN4 PE=1 SV=39521.5 2 3 2 0 0 0.91 1373 8.16 Chromatin/chromatin-binding proteinDNA replication;mRNA transcription;DNA replication0 High Quality
ENOPH_HUMAN Q9UHY7 ENOPH1 (MASA) (MSTP145)Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=128914.4 5 0 7 0 0 0.91 1374 8.14 Lyase Glycolysis Glycolysis->Enolase;;High Quality
M10L1_HUMAN Q9BXT6 MOV10L1 Putative helicase Mov10l1 OS=Homo sapiens GN=MOV10L1 PE=1 SV=1135276.7 1 0 0 0 4 0.91 1375 8.13 Helicase Biological process unclassified 0 Matchup
ANT3_HUMAN P01008 SERPINC1 (AT3) (PRO0309)Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=152586 20 5 4 0 0 0.91 1376 8.12 Serine protease inhibitorProteolysis Blood coagulation->Antithrombin III;;High Quality
AMBP_HUMAN P02760 AMBP (HCP) (ITIL)AMBP protein OS=Homo sapiens GN=AMBP PE=1 SV=1 38981.5 5 1 8 0 0 0.91 1377 8.12 Serine protease inhibitorProteolysis 0 High Quality
UBC12_HUMAN P61081 UBE2M (UBC12)NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=120882.9 7 2 1 0 0 0.91 1378 8.12 Other ligase Protein modification 0 High Quality
UBE2B_HUMAN P63146 UBE2B (RAD6B)Ubiquitin-conjugating enzyme E2 B OS=Homo sapiens GN=UBE2B PE=1 SV=117294.6 1 2 2 0 0 0.91 1379 8.11 Other ligase Protein modification;Cell cycle control;Mitosis;Cell proliferation and differentiationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;High Quality
MIMIT_HUMAN Q8N183 NDUFAF2 (NDUFA12L)Mimitin, mitochondrial OS=Homo sapiens GN=NDUFAF2 PE=1 SV=119838.8 3 7 0 0 0 0.91 1380 8.10 Transfer/carrier proteinFatty acid biosynthesis 0 High Quality
RRFM_HUMAN Q96E11 MRRF Ribosome-recycling factor, mitochondrial OS=Homo sapiens GN=MRRF PE=2 SV=129259.5 8 3 6 0 0 0.91 1381 8.10 Ribosomal protein Protein biosynthesis;Translational regulation0 High Quality
CB39L_HUMAN Q9H9S4 CAB39L Calcium-binding protein 39-like OS=Homo sapiens GN=CAB39L PE=1 SV=339072.1 3 0 2 0 0 0.91 1382 8.09 Annexin Biological process unclassified 0 High Quality
AN32E_HUMAN Q9BTT0 ANP32E Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=130675.3 1 2 2 0 0 0.91 1383 8.09 Phosphatase inhibitor Biological process unclassified 0 Matchup
CCS_HUMAN O14618 CCS Copper chaperone for superoxide dismutase OS=Homo sapiens GN=CCS PE=1 SV=129022.1 0 6 2 0 0 0.91 1384 8.08 Chaperone;Cation transporter;Other oxidoreductaseCation transport;Immunity and defense0 Matchup
COX19_HUMAN Q49B96 COX19 Cytochrome c oxidase assembly protein COX19 OS=Homo sapiens GN=COX19 PE=1 SV=110376.6 2 3 0 0 0 0.91 1385 8.08 Molecular function unclassifiedBiological process unclassified 0 High Quality
CX7A2_HUMAN P14406 COX7A2 (COX7AL)Cytochrome c oxidase polypeptide 7A2, mitochondrial OS=Homo sapiens GN=COX7A2 PE=1 SV=19378.6 1 1 3 0 0 0.91 1386 8.08 Oxidase Oxidative phosphorylation 0 High Quality
RET1_HUMAN P09455 RBP1 (CRBP1)Retinol-binding protein 1 OS=Homo sapiens GN=RBP1 PE=2 SV=215832.1 2 2 5 0 0 0.91 1387 8.08 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
QCR6_HUMAN P07919 UQCRH Cytochrome b-c1 complex subunit 6, mitochondrial OS=Homo sapiens GN=UQCRH PE=1 SV=210720.5 0 0 6 0 0 0.91 1388 8.07 Reductase Oxidative phosphorylation 0 High Quality
SHLB1_HUMAN Q9Y371 SH3GLB1 (KIAA0491) (CGI-61)Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=1 40780 5 4 9 0 0 0.91 1389 8.07 Molecular function unclassifiedNeuronal activities;Apoptosis 0 High Quality
SYUG_HUMAN O76070 SNCG (BCSG1) (PERSYN) (PRSN)Gamma-synuclein OS=Homo sapiens GN=SNCG PE=1 SV=213311.6 1 5 1 0 0 0.91 1390 8.04 Other signaling molecule;Other cytoskeletal proteins;Other miscellaneous function proteinMAPKKK cascade;Other apoptosis;Other oncogenesisParkinson disease->gamma-Synuclein;;High Quality
APOE_HUMAN P02649 APOE Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=136135.5 3 0 2 0 0 0.91 1391 8.04 Transporter;ApolipoproteinLipid and fatty acid transport;Transport0 High Quality
GBB2_HUMAN P62879 GNB2 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=337313.8 1 0 2 0 0 0.90 1392 8.02 Large G-protein;HydrolaseG-protein mediated signaling5HT4 type receptor mediated signaling pathway->G-protein;;Opioid proopiomelanocortin pathway->G-protein;;5HT1 type receptor mediated signaling pathway->G-protein;;Heterotrimeric G-protein signaling pathway-rod outer segment phototransduction->G protein, bHigh Quality
PPM1A_HUMAN P35813 PPM1A (PPPM1A)Protein phosphatase 1A OS=Homo sapiens GN=PPM1A PE=1 SV=142429.4 8 3 8 0 0 0.90 1393 8.02 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
NDUA4_HUMAN O00483 NDUFA4 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 4 OS=Homo sapiens GN=NDUFA4 PE=1 SV=19352.4 3 2 0 0 0 0.90 1394 8.02 Oxidoreductase Other carbon metabolism 0 High Quality
ECHD2_HUMAN Q86YB7 ECHDC2 Enoyl-CoA hydratase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ECHDC2 PE=2 SV=231108.7 10 2 4 0 0 0.90 1395 8.02 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
BID_HUMAN P55957 BID BH3-interacting domain death agonist OS=Homo sapiens GN=BID PE=1 SV=121977.3 4 2 1 0 0 0.90 1396 7.94 Molecular function unclassifiedBiological process unclassified 0 High Quality
ERP29_HUMAN P30040 ERP29 (C12orf8) (ERP28)Endoplasmic reticulum protein ERp29 OS=Homo sapiens GN=ERP29 PE=1 SV=428976.9 10 7 0 0 0 0.90 1397 7.94 Membrane traffic proteinConstitutive exocytosis 0 High Quality
APOB_HUMAN P04114 APOB Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=1515554.2 3 0 5 0 5 0.90 1398 7.94 Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
PGP_HUMAN A6NDG6 PGP Phosphoglycolate phosphatase OS=Homo sapiens GN=PGP PE=1 SV=133988.6 9 0 10 0 0 0.90 1399 7.94 Cysteine protease Proteolysis;Ligand-mediated signaling0 High Quality
IGHG4_HUMAN P01861 IGHG4 Ig gamma-4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=135921.5 8 0 8 0 0 0.90 1400 7.92 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
LMCD1_HUMAN Q9NZU5 LMCD1 LIM and cysteine-rich domains protein 1 OS=Homo sapiens GN=LMCD1 PE=1 SV=140815.1 10 3 8 0 0 0.90 1401 7.91 Molecular function unclassifiedBiological process unclassified 0 High Quality
MCA1_HUMAN Q12904 AIMP1 Multisynthetase complex auxiliary component p43 OS=Homo sapiens GN=SCYE1 PE=1 SV=234335 5 3 8 0 0 0.90 1402 7.91 Molecular function unclassifiedBiological process unclassified 0 High Quality
CF125_HUMAN Q9BRT2 C6orf125 Uncharacterized protein C6orf125 OS=Homo sapiens GN=C6orf125 PE=2 SV=114857.4 1 5 1 0 0 0.90 1403 7.91 Molecular function unclassifiedBiological process unclassified 0 Matchup
ARSA1_HUMAN O43681 ASNA1 (ARSA)Arsenical pump-driving ATPase OS=Homo sapiens GN=ASNA1 PE=2 SV=238775.5 5 0 9 0 0 0.90 1404 7.90 Other transporter;Nucleotide phosphataseIon transport;Detoxification 0 High Quality
CSN4_HUMAN Q9BT78 COPS4 (CSN4)COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=146252.2 15 0 14 0 0 0.90 1405 7.90 Other miscellaneous function proteinProteolysis 0 High Quality
H2B1B_HUMAN P33778 HIST1H2BB (H2BFF)Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=213902.6 0 0 0 5 0 0.90 1406 7.90 Molecular function unclassifiedBiological process unclassified 0 High Quality
HMGLX_HUMAN Q9UGV6 HMG1L10 (High mobility group protein 1-like 10) High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=324201.2 0 10 0 0 0 0.90 1407 7.89 Molecular function unclassifiedBiological process unclassified 0 High Quality
CLYBL_HUMAN Q8N0X4 CLYBL (CLB) Citrate lyase subunit beta-like protein, mitochondrial OS=Homo sapiens GN=CLYBL PE=2 SV=237342.7 9 2 8 0 0 0.90 1408 7.88 Molecular function unclassifiedBiological process unclassified 0 High Quality
BT3L4_HUMAN Q96K17 BTF3L4 Transcription factor BTF3 homolog 4 OS=Homo sapiens GN=BTF3L4 PE=2 SV=117253 2 2 3 0 0 0.90 1409 7.87 Molecular function unclassifiedBiological process unclassified 0 High Quality
CSTP1_HUMAN Q9BRF8 CPPED1 Uncharacterized metallophosphoesterase CSTP1 OS=Homo sapiens GN=CSTP1 PE=1 SV=235558.6 8 1 5 0 0 0.90 1410 7.86 Oxidase Coenzyme metabolism;Porphyrin metabolismHeme biosynthesis->Coproporphyrinogen Oxidase (oxygen dependent);;High Quality
RM19_HUMAN P49406 MRPL19 (KIAA0104) (MRPL15)39S ribosomal protein L19, mitochondrial OS=Homo sapiens GN=MRPL19 PE=2 SV=233517.6 5 0 0 0 0 0.89 1411 7.84 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
NPM_HUMAN P06748 NPM1 (NPM)Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=232557.4 2 4 6 0 0 0.89 1412 7.83 Other chaperones rRNA metabolism 0 High Quality
CO6A2_HUMAN P12110 COL6A2 Collagen alpha-2(VI) chain OS=Homo sapiens GN=COL6A2 PE=1 SV=4108562.8 3 0 7 0 0 0.89 1413 7.83 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
SYEP_HUMAN P07814 EPRS (GLNS) (PARS) (QARS) (QPRS) (PIG32)Bifunctional aminoacyl-tRNA synthetase OS=Homo sapiens GN=EPRS PE=1 SV=3170632.2 0 0 20 0 0 0.89 1414 7.82 Other membrane traffic proteinIntracellular signaling cascade;Receptor mediated endocytosis0 High Quality
PP14B_HUMAN Q96C90 PPP1R14B (PLCB3N) (PNG)Protein phosphatase 1 regulatory subunit 14B OS=Homo sapiens GN=PPP1R14B PE=1 SV=315893.5 3 2 0 0 0 0.89 1415 7.81 Phosphatase inhibitor Protein phosphorylation;Protein targeting0 High Quality
SPB12_HUMAN Q96P63 SERPINB12 Serpin B12 OS=Homo sapiens GN=SERPINB12 PE=1 SV=146259.7 0 0 0 16 0 0.89 1416 7.81 Serine protease inhibitorProteolysis 0 High Quality
RB3GP_HUMAN Q15042 RAB3GAP1 (KIAA0066) (RAB3GAP)Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3110507.9 1 2 3 0 0 0.89 1417 7.81 Molecular function unclassifiedBiological process unclassified 0 High Quality
RCL_HUMAN O43598 RCL (C6orf108)c-Myc-responsive protein Rcl OS=Homo sapiens GN=RCL PE=1 SV=119090.3 2 1 3 0 0 0.89 1418 7.80 Molecular function unclassifiedBiological process unclassified 0 High Quality
CRK_HUMAN P46108 CRK Proto-oncogene C-crk OS=Homo sapiens GN=CRK PE=1 SV=233812.8 8 5 2 0 0 0.89 1419 7.79 Molecular function unclassifiedBiological process unclassifiedAngiogenesis->Crk oncogene;;High Quality
KCD12_HUMAN Q96CX2 KCTD12 (C13orf2) (KIAA1778) (PFET1)BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=135683.8 9 2 6 0 0 0.89 1420 7.78 Select regulatory moleculeCation transport 0 High Quality
LACE1_HUMAN Q8WV93 LACE1 (AFG1)Lactation elevated protein 1 OS=Homo sapiens GN=LACE1 PE=2 SV=254829 2 0 3 0 0 0.89 1421 7.78 Hydrolase Biological process unclassified 0 Matchup
PPIL3_HUMAN Q9H2H8 PPIL3 Peptidyl-prolyl cis-trans isomerase-like 3 OS=Homo sapiens GN=PPIL3 PE=1 SV=118136.7 4 2 2 0 0 0.89 1422 7.78 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
RL12_HUMAN P30050 RPL12 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=117801.1 5 2 3 0 0 0.89 1423 7.76 Ribosomal protein Protein biosynthesis 0 High Quality
H2B1C_HUMAN P62807 HIST1H2BC (  Histone H2B type 1-C/E/F/G/I) Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=213890.6 0 3 4 0 0 0.89 1424 7.76 Molecular function unclassifiedBiological process unclassified 0 High Quality
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GALK1_HUMAN P51570 GALK1 (GALK)Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=1 42254.1 7 2 9 0 0 0.89 1425 7.76 Carbohydrate kinase Monosaccharide metabolismFructose galactose metabolism->Galactokinase;;High Quality
FAHD1_HUMAN Q6P587 FAHD1 (C16orf36) (YISKL)Fumarylacetoacetate hydrolase domain-containing protein 1 OS=Homo sapiens GN=FAHD1 PE=1 SV=224825.4 7 0 7 0 0 0.89 1426 7.75 Other hydrolase Amino acid catabolism 0 High Quality
HSPB8_HUMAN Q9UJY1 HSPB8 (CRYAC) (E2IG1) (HSP22) (PP1629)Heat shock protein beta-8 OS=Homo sapiens GN=HSPB8 PE=1 SV=121586.4 2 5 0 0 0 0.89 1427 7.73 Other chaperones Protein folding;Stress response0 High Quality
PNPT1_HUMAN Q8TCS8 PNPT1 (PNPASE)Polyribonucleotide nucleotidyltransferase 1, mitochondrial OS=Homo sapiens GN=PNPT1 PE=1 SV=285934.1 21 3 19 0 0 0.89 1428 7.73 Exoribonuclease;Nucleotidyltransferase;EsteraseRNA catabolism 0 High Quality
MTND_HUMAN Q9BV57 ADI1 (MTCBP1) (HMFT1638)1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase OS=Homo sapiens GN=ADI1 PE=1 SV=121481.2 3 5 0 0 0 0.89 1429 7.72 Oxidoreductase Amino acid metabolism 0 High Quality
LG3BP_HUMAN Q08380 LGALS3BP (M2BP)Galectin-3-binding protein OS=Homo sapiens GN=LGALS3BP PE=1 SV=165314.1 11 0 8 0 0 0.89 1430 7.72 Other receptor Cell adhesion-mediated signaling;Macrophage-mediated immunity0 High Quality
LAMB2_HUMAN P55268 LAMB2 (LAMS)Laminin subunit beta-2 OS=Homo sapiens GN=LAMB2 PE=1 SV=2195957.9 20 13 18 0 0 0.89 1431 7.71 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
PPM1F_HUMAN P49593 PPM1F (KIAA0015) (POPX2)Protein phosphatase 1F OS=Homo sapiens GN=PPM1F PE=1 SV=349812.3 6 1 9 0 0 0.89 1432 7.70 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
TTC38_HUMAN Q5R3I4 TTC38 Tetratricopeptide repeat protein 38 OS=Homo sapiens GN=TTC38 PE=1 SV=152770.4 5 0 0 0 0 0.89 1433 7.70 Molecular function unclassifiedRNA catabolism;Other metabolism0 High Quality
DCTN3_HUMAN O75935 DCTN3 (DCTN22)Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=121101.8 2 4 1 0 0 0.89 1434 7.69 Molecular function unclassifiedBiological process unclassified 0 High Quality
PACN2_HUMAN Q9UNF0 PACSIN2 Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens GN=PACSIN2 PE=1 SV=255720.9 0 4 15 0 0 0.89 1435 7.69 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
HSPB3_HUMAN Q12988 HSPB3 (HSPL27)Heat shock protein beta-3 OS=Homo sapiens GN=HSPB3 PE=2 SV=216948 5 0 4 0 0 0.88 1436 7.67 Other chaperones Protein folding;Stress response0 High Quality
LCN1_HUMAN P31025 LCN1 (VEGP) Lipocalin-1 OS=Homo sapiens GN=LCN1 PE=1 SV=1 19232.3 2 4 0 0 0 0.88 1437 7.66 Other transfer/carrier proteinTaste 0 High Quality
SRR_HUMAN Q9GZT4 SRR Serine racemase OS=Homo sapiens GN=SRR PE=1 SV=1 36547.9 2 0 2 0 0 0.88 1438 7.64 Lyase;Epimerase/racemaseAmino acid metabolism;Synaptic transmission;Other neuronal activity0 Matchup
LYRM1_HUMAN O43325 LYRM1 LYR motif-containing protein 1 OS=Homo sapiens GN=LYRM1 PE=2 SV=114264.5 4 3 0 0 0 0.88 1439 7.64 Molecular function unclassifiedBiological process unclassified 0 High Quality
ATP5S_HUMAN Q99766 ATP5S (ATPW)ATP synthase subunit s, mitochondrial OS=Homo sapiens GN=ATP5S PE=1 SV=224865 2 0 1 0 0 0.88 1440 7.61 Hydrogen transporter Cation transport 0 Matchup
RANB3_HUMAN Q9H6Z4 RANBP3 Ran-binding protein 3 OS=Homo sapiens GN=RANBP3 PE=1 SV=160191.9 0 1 3 0 0 0.88 1441 7.58 Other G-protein modulatorNuclear transport;Protein targeting0 High Quality
PIN4_HUMAN Q9Y237 PIN4 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 OS=Homo sapiens GN=PIN4 PE=1 SV=113792.1 5 3 0 0 0 0.88 1442 7.58 Other isomerase Protein folding;Cytokinesis 0 High Quality
LZIC_HUMAN Q8WZA0 LZIC Protein LZIC OS=Homo sapiens GN=LZIC PE=1 SV=1 21477.7 3 4 1 0 0 0.88 1443 7.56 Molecular function unclassifiedBiological process unclassified 0 High Quality
HOP_HUMAN Q9BPY8 HOPX (HOD) (HOP) (LAGY) (NECC1) (OB1)Homeodomain-only protein OS=Homo sapiens GN=HOPX PE=2 SV=18242.2 0 0 0 0 2 0.88 1444 7.56 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
SMD3_HUMAN P62318 SNRPD3 Small nuclear ribonucleoprotein Sm D3 OS=Homo sapiens GN=SNRPD3 PE=1 SV=113898.6 2 2 2 0 0 0.88 1445 7.56 mRNA splicing factor;RibonucleoproteinmRNA splicing 0 Matchup
SPTB1_HUMAN P11277 SPTB (SPTB1)Spectrin beta chain, erythrocyte OS=Homo sapiens GN=SPTB PE=1 SV=4246307.2 1 0 6 0 1 0.88 1446 7.56 Non-motor actin binding proteinCell structure 0 High Quality
NEK7_HUMAN Q8TDX7 NEK7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=134533.9 10 0 6 0 0 0.88 1447 7.55 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
ENOG_HUMAN P09104 ENO2 Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=347251.7 9 5 5 0 0 0.88 1448 7.54 Lyase Glycolysis Glycolysis->Enolase;;High Quality
AP3S1_HUMAN Q92572 AP3S1 (CLAPS3)AP-3 complex subunit sigma-1 OS=Homo sapiens GN=AP3S1 PE=2 SV=121714.7 2 0 0 0 0 0.88 1449 7.53 Vesicle coat protein Biological process unclassified 0 High Quality
HOT_HUMAN Q8IWW8 ADHFE1 (HMFT2263)Hydroxyacid-oxoacid transhydrogenase, mitochondrial OS=Homo sapiens GN=ADHFE1 PE=1 SV=150290.8 7 1 11 0 0 0.88 1450 7.51 Dehydrogenase Other carbohydrate metabolism0 High Quality
YM014_HUMAN Q8IW45 CARKD Uncharacterized protein FLJ10769 OS=Homo sapiens PE=1 SV=136557.6 10 0 6 0 0 0.88 1451 7.50 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 High Quality
LSM3_HUMAN P62310 LSM3 (MDS017)U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens GN=LSM3 PE=1 SV=211827.5 0 3 0 0 0 0.88 1452 7.50 mRNA splicing factor mRNA splicing 0 High Quality
TGM3_HUMAN Q08188 TGM3 Protein-glutamine gamma-glutamyltransferase E OS=Homo sapiens GN=TGM3 PE=1 SV=376741.3 0 0 0 23 0 0.87 1453 7.50 Acyltransferase;Other transferaseOther developmental process 0 High Quality
RWDD4_HUMAN Q6NW29 RWDD4A (FAM28A)RWD domain-containing protein 4A OS=Homo sapiens GN=RWDD4A PE=2 SV=321233.6 3 2 0 0 0 0.87 1454 7.49 Molecular function unclassifiedBiological process unclassified 0 High Quality
H2A1A_HUMAN Q96QV6 HIST1H2AA (H2AFR)Histone H2A type 1-A OS=Homo sapiens GN=HIST1H2AA PE=1 SV=315127.1 3 2 0 0 0 0.87 1455 7.49 Histone Chromatin packaging and remodeling0 High Quality
BAX_HUMAN Q07812 BAX (BCL2L4)Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=121167.2 3 2 1 0 0 0.87 1456 7.48 Other signaling moleculeInduction of apoptosis;Gametogenesis;Hematopoiesis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressorp53 pathway->BCL2-associated X protein;;Apoptosis signaling pathway->Bcl-2 associated x protein;;Huntington disease->Bcl-2-associated X protein;;;;High Quality
COMD1_HUMAN Q8N668 COMMD1 (C2orf5) (MURR1)COMM domain-containing protein 1 OS=Homo sapiens GN=COMMD1 PE=1 SV=121160.9 2 2 0 0 0 0.87 1457 7.48 Molecular function unclassifiedBiological process unclassified 0 High Quality
STUB1_HUMAN Q9UNE7 STUB1 (CHIP) (PP1131)STIP1 homology and U box-containing protein 1 OS=Homo sapiens GN=STUB1 PE=1 SV=234839 6 0 9 0 0 0.87 1458 7.47 Molecular function unclassifiedBiological process unclassifiedParkinson disease->Carboxyl terminus of the Hsc-70 interacting protein;;High Quality
COX2_HUMAN P00403 MT-CO2 (COII) (COXII) (MTCO2)Cytochrome c oxidase subunit 2 OS=Homo sapiens GN=MT-CO2 PE=1 SV=125548.4 2 0 1 0 0 0.87 1459 7.47 Phosphorylase Purine metabolism 0 High Quality
DYSF_HUMAN O75923 DYSF (FER1L1)Dysferlin OS=Homo sapiens GN=DYSF PE=1 SV=1 237283.7 0 0 2 0 4 0.87 1460 7.47 Other membrane traffic proteinMuscle contraction 0 Matchup
RUVB2_HUMAN Q9Y230 RUVBL2 (INO80J) (TIP48) (TIP49B) (CGI-46)RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=3 51140.1 15 4 6 0 0 0.87 1461 7.46 Transcription cofactor;DNA helicasemRNA transcription regulation;Embryogenesis;Mesoderm development0 High Quality
PGRP2_HUMAN Q96PD5 PGLYRP2 (PGLYRPL) (PGRPL) (UNQ3103/PRO10102)N-acetylmuramoyl-L-alanine amidase OS=Homo sapiens GN=PGLYRP2 PE=1 SV=162199.9 0 0 4 0 0 0.87 1462 7.45 Other receptor Complement-mediated immunity0 High Quality
NID1_HUMAN P14543 NID1 (NID) Nidogen-1 OS=Homo sapiens GN=NID1 PE=1 SV=2 136433.8 12 5 14 0 0 0.87 1463 7.45 Extracellular matrix glycoproteinCell adhesion 0 High Quality
LSM2_HUMAN Q9Y333 LSM2 (C6orf28) (G7B)U6 snRNA-associated Sm-like protein LSm2 OS=Homo sapiens GN=LSM2 PE=1 SV=110816.6 1 1 3 0 0 0.87 1464 7.45 Ribonucleoprotein mRNA splicing 0 High Quality
VASP_HUMAN P50552 VASP Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=339811.1 0 6 5 0 0 0.87 1465 7.45 Non-motor actin binding proteinCell motility Axon guidance mediated by netrin->Enabled;;Cytoskeletal regulation by Rho GTPase->Enabled/vasodialator stimulated phosphoprotein;;Axon guidance mediated by Slit/Robo->Mammalian enabled;;Integrin signalling pathway->Vasodilator-stimulated phosphoprotein;;;High Quality
ANGT_HUMAN P01019 AGT (SERPINA8)Angiotensinogen OS=Homo sapiens GN=AGT PE=1 SV=1 53136.8 5 4 0 0 0 0.87 1466 7.44 Serine protease inhibitorProteolysis Angiotensin II-stimulated signaling through G proteins and beta-arrestin->Angiotensin II;;High Quality
SMD2_HUMAN P62316 SNRPD2 (SNRPD1)Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=113509.1 2 2 1 0 0 0.87 1467 7.43 mRNA processing factorPre-mRNA processing 0 High Quality
UBC9_HUMAN P63279 UBE2I (UBC9) (UBCE9)SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=117989.5 3 2 0 0 0 0.87 1468 7.43 Other ligase Protein modification;Meiosis;Embryogenesis;Determination of dorsal/ventral axis;Chromosome segregation;Cell proliferation and differentiation0 High Quality
RTN4_HUMAN Q9NQC3 RTN4 (KIAA0886) (NOGO) (My043) (SP1507)Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 129916.5 3 0 10 0 0 0.87 1469 7.43 Membrane traffic proteinIntracellular protein traffic;Neurogenesis0 High Quality
PAK2_HUMAN Q13177 PAK2 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=358026.1 2 7 5 0 0 0.87 1470 7.42 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;High Quality
EMAL1_HUMAN O00423 EML1 (EMAP1) (EMAPL) (EMAPL1)Echinoderm microtubule-associated protein-like 1 OS=Homo sapiens GN=EML1 PE=2 SV=289800.9 7 5 9 0 0 0.87 1471 7.34 Molecular function unclassifiedBiological process unclassified 0 High Quality
SCRN2_HUMAN Q96FV2 SCRN2 Secernin-2 OS=Homo sapiens GN=SCRN2 PE=2 SV=2 46545.9 7 0 6 0 0 0.86 1472 7.33 Other miscellaneous function proteinProteolysis 0 High Quality
OPLA_HUMAN O14841 OPLAH 5-oxoprolinase OS=Homo sapiens GN=OPLAH PE=2 SV=3137438.1 17 2 18 0 0 0.86 1473 7.32 Other hydrolase Amino acid biosynthesis;Detoxification;Other metabolism0 High Quality
PRELP_HUMAN P51888 PRELP (SLRR2A)Prolargin OS=Homo sapiens GN=PRELP PE=1 SV=1 43794.4 10 0 4 0 0 0.86 1474 7.31 Receptor;Extracellular matrixCell adhesion-mediated signaling0 High Quality
PMGE_HUMAN P07738 BPGM Bisphosphoglycerate mutase OS=Homo sapiens GN=BPGM PE=1 SV=229987.9 6 0 7 0 0 0.86 1475 7.30 Mutase Glycolysis Glycolysis->Phosphoglyceromutase;;High Quality
C1R_HUMAN P00736 C1R Complement C1r subcomponent OS=Homo sapiens GN=C1R PE=1 SV=180156.7 2 0 4 0 0 0.86 1476 7.30 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
EI2BL_HUMAN Q9BV20 MRI1 Translation initiation factor eIF-2B subunit alpha/beta/delta-like protein OS=Homo sapiens GN=UNQ6390/PRO21135 PE=1 SV=139131.8 2 4 2 0 0 0.86 1477 7.29 Transfer/carrier protein;TransferaseSulfur metabolism;Anion transport;Detoxification0 High Quality
N6MT1_HUMAN Q9Y5N5 N6AMT1 (C21orf127) (HEMK2) (PRED28)N(6)-adenine-specific DNA methyltransferase 1 OS=Homo sapiens GN=N6AMT1 PE=2 SV=222883.6 3 2 0 0 0 0.86 1478 7.28 DNA methyltransferase;DNA methyltransferaseDNA metabolism 0 High Quality
SDCB1_HUMAN O00560 SDCBP (MDA9) (SYCL)Syntenin-1 OS=Homo sapiens GN=SDCBP PE=1 SV=1 32427.3 4 0 9 0 0 0.86 1479 7.28 Membrane traffic regulatory proteinIntracellular protein traffic 0 High Quality
AK1C3_HUMAN P42330 AKR1C3 (DDH1) (HSD17B5) (KIAA0119) (PGFS)Aldo-keto reductase family 1 member C3 OS=Homo sapiens GN=AKR1C3 PE=1 SV=336827.1 11 0 6 0 0 0.86 1480 7.27 Reductase Other metabolism 0 High Quality
EMI5_HUMAN Q9NX18 C11orf79 Protein EMI5 homolog, mitochondrial OS=Homo sapiens GN=C11orf79 PE=2 SV=119582.7 0 3 0 0 0 0.86 1481 7.27 Molecular function unclassifiedBiological process unclassified 0 High Quality
BAT3_HUMAN P46379 BAT3 (G3) Large proline-rich protein BAT3 OS=Homo sapiens GN=BAT3 PE=1 SV=2119389.3 9 6 6 0 0 0.86 1482 7.26 Select regulatory moleculeApoptotic processes 0 High Quality
SRP09_HUMAN P49458 SRP9 Signal recognition particle 9 kDa protein OS=Homo sapiens GN=SRP9 PE=1 SV=210093.6 2 1 1 0 0 0.86 1483 7.26 Molecular function unclassifiedBiological process unclassified 0 Matchup
UBA3_HUMAN Q8TBC4 UBA3 (UBE1C)NEDD8-activating enzyme E1 catalytic subunit OS=Homo sapiens GN=UBA3 PE=1 SV=251835.4 9 0 6 0 0 0.86 1484 7.26 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
PPP5_HUMAN P53041 PPP5C (PPP5)Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=156862.2 17 0 6 0 0 0.86 1485 7.24 Protein phosphatase Regulation of carbohydrate metabolism;Other polysaccharide metabolism;Glycogen metabolism;mRNA transcription;Protein phosphorylation;Translational regulation;Other intracellular signaling cascade;Stress response;Meiosis;Cell cycle control;Mitosis;Homeosta0 High Quality
PRS6B_HUMAN P43686 PSMC4 (MIP224) (TBP7)26S protease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 SV=247349.7 10 0 12 0 0 0.86 1486 7.24 Other hydrolase Proteolysis Ubiquitin proteasome pathway->19S proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
NADC_HUMAN Q15274 QPRT Nicotinate-nucleotide pyrophosphorylase [carboxylating] OS=Homo sapiens GN=QPRT PE=1 SV=230797.3 7 0 7 0 0 0.86 1487 7.23 Molecular function unclassifiedBiological process unclassified 0 High Quality
CG024_HUMAN O75223 GGCT Uncharacterized protein C7orf24 OS=Homo sapiens GN=C7orf24 PE=1 SV=120990 4 1 4 0 0 0.86 1488 7.22 Transaminase Other carbohydrate metabolismO-antigen biosynthesis->Fructose-6-phosphate aminotransferase;;N-acetylglucosamine metabolism->Fructose-6-phosphate aminotransferase;;;High Quality
ARC1A_HUMAN Q92747 ARPC1A (SOP2L)Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=241551.2 7 0 9 0 0 0.86 1489 7.22 Other actin family cytoskeletal proteinCell structure Huntington disease->Actin-related protein 2 and 3 complex;;Integrin signalling pathway->Arp2/3;;Inflammation mediated by chemokine and cytokine signaling pathway->Actin related protein 2/3 complex;;Cytoskeletal regulation by Rho GTPase->Actin related protHigh Quality
PRS4_HUMAN P62191 PSMC1 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=149168.4 13 2 9 0 0 0.86 1490 7.22 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
UFD1_HUMAN Q92890 UFD1L Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=334483.2 6 2 2 0 0 0.86 1491 7.22 Select regulatory moleculePre-mRNA processing;Proteolysis;Transport0 Matchup
MK14_HUMAN Q16539 MAPK14 (CSBP) (CSBP1) (CSBP2) (CSPB1) (MXI2)Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=341276.7 0 0 3 0 0 0.86 1492 7.21 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAlzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;EGF receptor signaling pathway->p38 MAP kinase;;Parkinson disease->Stress-activated protein kinase;;p38 MAPK pathway->p38-delta mitogen-activated protein kinase;;Oxidative streHigh Quality
RFA2_HUMAN P15927 RPA2 (REPA2) (RPA32) (RPA34)Replication protein A 32 kDa subunit OS=Homo sapiens GN=RPA2 PE=1 SV=129228.7 2 0 7 0 0 0.86 1493 7.21 Single-stranded DNA-binding proteinDNA replication;DNA repair;DNA recombination;DNA replicationDNA replication->RPA;;High Quality
TPD52_HUMAN P55327 TPD52 Tumor protein D52 OS=Homo sapiens GN=TPD52 PE=1 SV=119845.3 2 2 4 0 0 0.86 1494 7.21 Molecular function unclassifiedBiological process unclassified 0 High Quality
VAMP3_HUMAN Q15836 VAMP3 (SYB3)Vesicle-associated membrane protein 3 OS=Homo sapiens GN=VAMP3 PE=1 SV=311291.1 1 0 4 0 0 0.86 1495 7.21 SNARE protein Exocytosis;Muscle developmentThyrotropin-releasing hormone receptor signaling pathway->SNARE COMPLEX;;Metabotropic glutamate receptor group II pathway->N-ethylmaleimide-sensitive factor attachment protein receptor;;Opioid proopiomelanocortin pathway->SNARE COMPLEX;;Dopamine receptor High Quality
MMAB_HUMAN Q96EY8 MMAB Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Homo sapiens GN=MMAB PE=1 SV=127371.1 5 2 1 0 0 0.86 1496 7.21 Dehydrogenase Other carbon metabolism 0 High Quality
ADX_HUMAN P10109 FDX1 (ADX) Adrenodoxin, mitochondrial OS=Homo sapiens GN=FDX1 PE=1 SV=119375.1 2 2 2 0 0 0.86 1497 7.20 Reductase;Oxidase Steroid metabolism;Protein complex assembly;Ferredoxin metabolism;Vitamin metabolismVitamin D metabolism and pathway->Ferredoxin;;High Quality
HBG1_HUMAN P69891 HBG1 Hemoglobin subunit gamma-1 OS=Homo sapiens GN=HBG1 PE=1 SV=216122.5 2 0 8 0 0 0.86 1498 7.20 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
DHSB_HUMAN P21912 SDHB (SDH) (SDH1)Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Homo sapiens GN=SDHB PE=1 SV=331613 6 0 12 0 0 0.86 1499 7.20 Dehydrogenase Tricarboxylic acid pathway;Oxidative phosphorylation0 High Quality
MPCP_HUMAN Q00325 SLC25A3 (PHC) (OK/SW-cl.48)Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=240077.9 10 2 0 0 0 0.86 1500 7.17 Transporter;Mitochondrial carrier proteinPhosphate transport;Transport0 High Quality
NH2L1_HUMAN P55769 NHP2L1 NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=314155.8 2 0 3 0 0 0.85 1501 7.16 Ribosomal protein rRNA metabolism;Protein biosynthesis0 High Quality
CAPZB_HUMAN P47756 CAPZB F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=431333.6 7 0 5 0 0 0.85 1502 7.15 Non-motor actin binding proteinCell structure 0 High Quality
MP2K2_HUMAN P36507 MAP2K2 (MEK2) (MKK2) (PRKMK2)Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=144407.2 9 0 8 0 0 0.85 1503 7.13 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 2;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF High Quality
TPPC3_HUMAN O43617 TRAPPC3 (BET3) (CDABP0066)Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=120256.7 3 3 0 0 0 0.85 1504 7.12 Molecular function unclassifiedIntracellular protein traffic 0 High Quality
LYRM5_HUMAN Q6IPR1 LYRM5 LYR motif-containing protein 5 OS=Homo sapiens GN=LYRM5 PE=2 SV=110587.5 0 3 1 0 0 0.85 1505 7.12 Molecular function unclassifiedBiological process unclassified 0 Matchup
CT077_HUMAN Q9NQG5 RPRD1B UPF0400 protein C20orf77 OS=Homo sapiens GN=C20orf77 PE=1 SV=136882.8 4 0 1 0 0 0.85 1506 7.10 Ribosomal protein Protein biosynthesis 0 High Quality
RS29_HUMAN P62273 RPS29 40S ribosomal protein S29 OS=Homo sapiens GN=RPS29 PE=1 SV=26658.9 1 1 1 0 0 0.85 1507 7.10 Molecular function unclassifiedBiological process unclassified 0 Matchup
ARHL2_HUMAN Q9NX46 ADPRHL2 (ARH3)Poly(ADP-ribose) glycohydrolase ARH3 OS=Homo sapiens GN=ADPRHL2 PE=1 SV=138929.3 6 0 8 0 0 0.85 1508 7.10 Hydrolase Protein ADP-ribosylation 0 High Quality
RT22_HUMAN P82650 MRPS22 (C3orf5) (RPMS22) (GK002)28S ribosomal protein S22, mitochondrial OS=Homo sapiens GN=MRPS22 PE=1 SV=141263.5 3 3 5 0 0 0.85 1509 7.10 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
DNPEP_HUMAN Q9ULA0 DNPEP (ASPEP) (DAP)Aspartyl aminopeptidase OS=Homo sapiens GN=DNPEP PE=1 SV=152410.6 9 1 4 0 0 0.85 1510 7.09 Molecular function unclassifiedBiological process unclassified 0 High Quality
ST1A3_HUMAN P50224 SULT1A3 (STM); SULT1A4Sulfotransferase 1A3/1A4 OS=Homo sapiens GN=SULT1A3 PE=1 SV=134178.8 8 0 6 0 0 0.85 1511 7.09 Other transferase Steroid hormone metabolism;Sulfur metabolism0 High Quality
QORX_HUMAN Q53FA7 TP53I3 (PIG3)Putative quinone oxidoreductase OS=Homo sapiens GN=TP53I3 PE=1 SV=235519.3 4 2 5 0 0 0.85 1512 7.09 Dehydrogenase;ReductaseOther carbohydrate metabolism;Apoptosis;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
MYOZ2_HUMAN Q9NPC6 MYOZ2 (C4orf5)Myozenin-2 OS=Homo sapiens GN=MYOZ2 PE=1 SV=1 29880.9 4 3 2 0 0 0.85 1513 7.08 Structural protein Biological process unclassified 0 High Quality
APIP_HUMAN Q96GX9 APIP (CGI-29)APAF1-interacting protein OS=Homo sapiens GN=APIP PE=1 SV=127107.4 6 0 4 0 0 0.85 1514 7.08 Epimerase/racemase Carbohydrate metabolism 0 High Quality
CAH4_HUMAN P22748 CA4 Carbonic anhydrase 4 OS=Homo sapiens GN=CA4 PE=1 SV=235014.8 3 0 0 0 0 0.85 1515 7.07 Dehydratase Other carbon metabolism 0 High Quality
BROX_HUMAN Q5VW32 BROX (BROFTI) (C1orf58)BRO1 domain-containing protein BROX OS=Homo sapiens GN=BROX PE=1 SV=146459.9 5 0 0 0 0 0.85 1516 7.07 Hydrolase Detoxification;Other metabolism0 High Quality
RL9_HUMAN P32969 RPL9 (OK/SW-cl.103); RPL9P7; RPL9P8; RPL9P960S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=121845.7 3 0 0 0 0 0.85 1517 7.06 Ribosomal protein Protein biosynthesis 0 High Quality
INO1_HUMAN Q9NPH2 ISYNA1 (INO1)Inositol-3-phosphate synthase OS=Homo sapiens GN=INO1 PE=1 SV=161049.9 6 0 8 0 0 0.85 1518 7.05 Hydroxylase Other metabolism 0 High Quality
DHAK_HUMAN Q3LXA3 DAK Dihydroxyacetone kinase OS=Homo sapiens GN=DAK PE=2 SV=158960.1 3 4 7 0 0 0.85 1519 7.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
RM41_HUMAN Q8IXM3 MRPL41 (BMRP) (MRPL27) (RPML27) (PIG3)39S ribosomal protein L41, mitochondrial OS=Homo sapiens GN=MRPL41 PE=1 SV=115365.3 2 2 0 0 0 0.85 1520 7.02 Ribosomal protein Protein biosynthesis 0 High Quality
COEA1_HUMAN Q05707 COL14A1 (UND)Collagen alpha-1(XIV) chain OS=Homo sapiens GN=COL14A1 PE=2 SV=3193498.1 8 2 2 0 0 0.85 1521 7.01 Extracellular matrix structural proteinCell communication;Cell adhesion;Skeletal development;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
NUBP2_HUMAN Q9Y5Y2 NUBP2 Nucleotide-binding protein 2 OS=Homo sapiens GN=NUBP2 PE=1 SV=128807.3 3 0 6 0 0 0.85 1522 7.01 Other hydrolase Protein metabolism and modification0 High Quality
CRKL_HUMAN P46109 CRKL Crk-like protein OS=Homo sapiens GN=CRKL PE=1 SV=1 33759.3 1 3 4 0 0 0.85 1523 7.01 Other miscellaneous function proteinG-protein mediated signalingAngiogenesis->Crk oncogene;;Integrin signalling pathway->Crk;;;High Quality
PALMD_HUMAN Q9NP74 PALMD (C1orf11) (PALML)Palmdelphin OS=Homo sapiens GN=PALMD PE=1 SV=1 62741.2 0 11 6 0 0 0.85 1524 7.00 Other miscellaneous function proteinSignal transduction 0 High Quality
CA069_HUMAN Q5T440 C1orf69 Putative transferase C1orf69, mitochondrial OS=Homo sapiens GN=C1orf69 PE=1 SV=138137.5 10 0 5 0 0 0.85 1525 7.00 Molecular function unclassifiedBiological process unclassified 0 High Quality
RT06_HUMAN P82932 MRPS6 (C21orf101) (RPMS6)28S ribosomal protein S6, mitochondrial OS=Homo sapiens GN=MRPS6 PE=2 SV=314209.1 3 1 2 0 0 0.85 1526 7.00 Ribosomal protein Protein biosynthesis 0 High Quality
SLK_HUMAN Q9H2G2 SLK (KIAA0204) (STK2)STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1142679.8 14 0 4 0 0 0.84 1527 7.00 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
TIPRL_HUMAN O75663 TIPRL TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=231426.8 8 0 4 0 0 0.84 1528 6.99 Molecular function unclassifiedBiological process unclassified 0 High Quality
FETUA_HUMAN P02765 AHSG (FETUA) (PRO2743)Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=139305.4 3 0 10 0 0 0.84 1529 6.96 Cysteine protease inhibitor;Extracellular matrix glycoproteinProteolysis;Other immune and defense;Skeletal development0 High Quality
EIF3I_HUMAN Q13347 EIF3I (EIF3S2) (TRIP1)Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=136484 6 1 3 0 0 0.84 1530 6.95 Translation initiation factorProtein biosynthesis 0 High Quality
AMPB_HUMAN Q9H4A4 RNPEP (APB) Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=2 SV=272579.4 5 1 10 0 0 0.84 1531 6.94 Other hydrolase;MetalloproteaseFatty acid biosynthesis;Lipid metabolism;Proteolysis;Other immune and defense0 High Quality
KGP1A_HUMAN Q13976 PRKG1 (PRKGR1A)cGMP-dependent protein kinase 1, alpha isozyme OS=Homo sapiens GN=PRKG1 PE=1 SV=376349.9 8 1 0 0 0 0.84 1532 6.94 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other neuronal activity;Muscle contractionEndothelin signaling pathway->protein kinase, cGMP-dependent;;High Quality
PSDE_HUMAN O00487 PSMD14 (POH1)26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=134558.6 5 0 5 0 0 0.84 1533 6.94 Other miscellaneous function proteinProtein metabolism and modificationCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
PNPH_HUMAN P00491 NP (PNP) Purine nucleoside phosphorylase OS=Homo sapiens GN=NP PE=1 SV=232100 12 0 1 0 0 0.84 1534 6.93 Phosphorylase Purine metabolism Xanthine and guanine salvage pathway->Guanosine phosphorylase;;Adenine and hypoxanthine salvage pathway->Adenine phosphorylase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine phosphorylase;;Adenine and hypoxanthine salvage pathway->Deoxyinosine High Quality
UBL5_HUMAN Q9BZL1 UBL5 Ubiquitin-like protein 5 OS=Homo sapiens GN=UBL5 PE=1 SV=18529.2 2 1 0 0 0 0.84 1535 6.93 Molecular function unclassifiedBiological process unclassified 0 High Quality
RM01_HUMAN Q9BYD6 MRPL1 (BM-022)39S ribosomal protein L1, mitochondrial OS=Homo sapiens GN=MRPL1 PE=2 SV=134436.1 6 0 0 0 0 0.84 1536 6.92 Ribosomal protein Protein biosynthesis 0 High Quality
DPYL1_HUMAN Q14194 CRMP1 (DPYSL1)Dihydropyrimidinase-related protein 1 OS=Homo sapiens GN=CRMP1 PE=1 SV=161946.1 0 0 0 0 11 0.84 1537 6.91 Other hydrolase Nucleoside, nucleotide and nucleic acid metabolismAxon guidance mediated by semaphorins->Collapsin response mediator protein;;Pyrimidine Metabolism->Dihydropyrimidinase;;Axon guidance mediated by semaphorins->CRMP 3-associated molecule;;;;High Quality
SNX12_HUMAN Q9UMY4 SNX12 Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=3 19713 6 0 4 0 0 0.84 1538 6.91 Molecular function unclassifiedBiological process unclassified 0 High Quality
GPX1_HUMAN P07203 GPX1 Glutathione peroxidase 1 OS=Homo sapiens GN=GPX1 PE=1 SV=321928.4 7 0 1 0 0 0.84 1539 6.90 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
RANG_HUMAN P43487 RANBP1 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=123292.8 5 3 0 0 0 0.84 1540 6.89 Other G-protein modulatorNuclear transport;Protein targeting0 High Quality
TBB6_HUMAN Q9BUF5 TUBB6 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=149839.1 3 2 16 0 0 0.84 1541 6.89 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
H14_HUMAN P10412 HIST1H1E (H1F4)Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=221848.9 0 2 8 0 0 0.84 1542 6.89 Histone Chromatin packaging and remodeling0 High Quality
SIAE_HUMAN Q9HAT2 SIAE (YSG2) Sialate O-acetylesterase OS=Homo sapiens GN=SIAE PE=2 SV=158297.3 7 0 4 0 0 0.84 1543 6.88 Esterase Biological process unclassified 0 High Quality
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EST1_HUMAN P23141 CES1 (CES2) (SES1)Liver carboxylesterase 1 OS=Homo sapiens GN=CES1 PE=1 SV=262504.4 11 0 8 0 0 0.84 1544 6.88 Molecular function unclassifiedBiological process unclassified 0 High Quality
TOLIP_HUMAN Q9H0E2 TOLLIP Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=130263.4 7 0 2 0 0 0.84 1545 6.88 Molecular function unclassifiedBiological process unclassified 0 High Quality
TAU_HUMAN P10636 MAPT (MAPTL) (MTBT1) (TAU)Microtubule-associated protein tau OS=Homo sapiens GN=MAPT PE=1 SV=478859.7 11 7 3 0 0 0.84 1546 6.87 Non-motor microtubule binding proteinApoptosis;Cell structure 0 High Quality
SMC2_HUMAN O95347 SMC2 (CAPE) (SMC2L1) (PRO0324)Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=1135767.2 1 0 0 0 5 0.84 1547 6.87 Chromatin/chromatin-binding protein;HydrolaseDNA metabolism;Chromatin packaging and remodeling;Chromosome segregation0 Matchup
TENS1_HUMAN Q9HBL0 TNS1 (TNS) Tensin-1 OS=Homo sapiens GN=TNS1 PE=1 SV=1 185659.6 10 8 16 0 0 0.83 1548 6.80 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation;Signal transduction;Cell adhesion;Immunity and defense;Induction of apoptosis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressor0 High Quality
ASSY_HUMAN P00966 ASS1 (ASS) Argininosuccinate synthase OS=Homo sapiens GN=ASS1 PE=1 SV=246513.3 12 0 3 0 0 0.83 1549 6.80 Other ligase Amino acid biosynthesis;Nitrogen metabolismArginine biosynthesis->Argininosuccinate synthase;;High Quality
NDUS3_HUMAN O75489 NDUFS3 NADH dehydrogenase [ubiquinone] iron-sulfur protein 3, mitochondrial OS=Homo sapiens GN=NDUFS3 PE=1 SV=130223.7 6 2 0 0 0 0.83 1550 6.79 Dehydrogenase;ReductaseOxidative phosphorylation 0 High Quality
FUBP2_HUMAN Q92945 KHSRP (FUBP2)Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=373128.6 2 9 3 0 0 0.83 1551 6.79 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
VATB2_HUMAN P21281 ATP6V1B2 (ATP6B2) (VPP3)Vacuolar ATP synthase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=356484.1 7 2 5 0 0 0.83 1552 6.78 Other ion channel;Hydrogen transporter;ATP synthase;HydrolaseNucleoside, nucleotide and nucleic acid transport;Other nucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
GSTT1_HUMAN P30711 GSTT1 Glutathione S-transferase theta-1 OS=Homo sapiens GN=GSTT1 PE=1 SV=427317.9 4 0 4 0 0 0.83 1553 6.78 Other transferase;Epimerase/racemaseDetoxification;Antioxidation and free radical removal0 High Quality
S10A7_HUMAN P31151 S100A7 (PSOR1) (S100A7C)Protein S100-A7 OS=Homo sapiens GN=S100A7 PE=1 SV=411453.7 1 2 0 0 0 0.83 1554 6.78 Calmodulin related proteinBiological process unclassified 0 High Quality
NAT13_HUMAN Q9GZZ1 NAT13 (MAK3) (NAT5)N-acetyltransferase 13 OS=Homo sapiens GN=NAT13 PE=1 SV=119380.9 4 2 0 0 0 0.83 1555 6.77 Acetyltransferase Protein acetylation 0 High Quality
MGLL_HUMAN Q99685 MGLL Monoglyceride lipase OS=Homo sapiens GN=MGLL PE=2 SV=233243.7 6 0 3 0 0 0.83 1556 6.76 Phospholipase Phospholipid metabolism 0 High Quality
CLIC2_HUMAN O15247 CLIC2 Chloride intracellular channel protein 2 OS=Homo sapiens GN=CLIC2 PE=1 SV=328339.8 6 0 6 0 0 0.83 1557 6.75 Anion channel Anion transport;Other homeostasis activitiesDopamine receptor mediated signaling pathway->chloride intracellular channel 6;;High Quality
OXSM_HUMAN Q9NWU1 OXSM 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial OS=Homo sapiens GN=OXSM PE=1 SV=148825.4 5 0 8 0 0 0.83 1558 6.75 Synthase;AcyltransferaseFatty acid biosynthesis 0 High Quality
SIRT2_HUMAN Q8IXJ6 SIRT2 (SIR2L) (SIR2L2)NAD-dependent deacetylase sirtuin-2 OS=Homo sapiens GN=SIRT2 PE=1 SV=243165.7 3 0 1 0 0 0.83 1559 6.74 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
ACO11_HUMAN Q8WXI4 ACOT11 (BFIT) (KIAA0707) (THEA)Acyl-coenzyme A thioesterase 11 OS=Homo sapiens GN=ACOT11 PE=1 SV=168473.5 6 0 10 0 0 0.83 1560 6.73 Esterase Acyl-CoA metabolism 0 High Quality
PHYD1_HUMAN Q5SRE7 PHYHD1 Phytanoyl-CoA dioxygenase domain-containing protein 1 OS=Homo sapiens GN=PHYHD1 PE=1 SV=232392.5 6 0 4 0 0 0.83 1561 6.73 Oxidoreductase Biological process unclassified 0 High Quality
6PGL_HUMAN O95336 PGLS 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=227529.5 6 0 3 0 0 0.83 1562 6.73 Other hydrolase Pentose-phosphate shunt 0 High Quality
RHG27_HUMAN Q6ZUM4 ARHGAP27 (CAMGAP1) (PP905)Rho GTPase-activating protein 27 OS=Homo sapiens GN=ARHGAP27 PE=2 SV=298369.1 0 0 1 1 0 0.83 1563 6.73 Other G-protein modulatorOther intracellular signaling cascadePDGF signaling pathway->GTPase-activating protein Rho;;Matchup
SYHM_HUMAN P49590 HARS2 (HARSL) (HARSR) (HO3)Probable histidyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=HARS2 PE=1 SV=156871.6 4 0 3 0 0 0.83 1564 6.73 Aminoacyl-tRNA synthetaseBiological process unclassified 0 High Quality
CA144_HUMAN Q7Z422 C1orf144 UPF0485 protein C1orf144 OS=Homo sapiens GN=C1orf144 PE=1 SV=116979.5 0 4 0 0 0 0.83 1565 6.73 Molecular function unclassifiedBiological process unclassified 0 High Quality
PPIH_HUMAN O43447 PPIH (CYP20) (CYPH)Peptidyl-prolyl cis-trans isomerase H OS=Homo sapiens GN=PPIH PE=1 SV=119190 3 1 0 0 0 0.83 1566 6.73 Other isomerase Protein folding;Nuclear transport;Immunity and defense0 High Quality
L2HDH_HUMAN Q9H9P8 L2HGDH (C14orf160)L-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=L2HGDH PE=1 SV=250342.4 10 0 5 0 0 0.83 1567 6.73 Dehydrogenase Other metabolism 0 High Quality
UAP1L_HUMAN Q3KQV9 UAP1L1 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=2 SV=257012.4 5 1 6 0 0 0.83 1568 6.72 Nucleotidyltransferase Protein glycosylation 0 High Quality
KV115_HUMAN P01607 n.o Ig kappa chain V-I region Rei OS=Homo sapiens PE=1 SV=111884.6 0 0 0 2 0 0.83 1569 6.72 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
LHPP_HUMAN Q9H008 LHPP Phospholysine phosphohistidine inorganic pyrophosphate phosphatase OS=Homo sapiens GN=LHPP PE=1 SV=229147.4 3 0 3 0 0 0.83 1570 6.71 Cysteine protease Proteolysis 0 High Quality
FNTA_HUMAN P49354 FNTA Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens GN=FNTA PE=1 SV=144391 8 1 3 0 0 0.83 1571 6.69 Acyltransferase Protein-lipid modification 0 High Quality
RGN_HUMAN Q15493 RGN (SMP30)Regucalcin OS=Homo sapiens GN=RGN PE=1 SV=1 33234.9 7 0 6 0 0 0.83 1572 6.68 Other select calcium binding proteinsCalcium mediated signaling 0 High Quality
RT26_HUMAN Q9BYN8 MRPS26 (C20orf193) (RPMS13)28S ribosomal protein S26, mitochondrial OS=Homo sapiens GN=MRPS26 PE=1 SV=124193.5 5 2 1 0 0 0.82 1573 6.68 Ribosomal protein Protein biosynthesis 0 High Quality
DBNL_HUMAN Q9UJU6 DBNL (CMAP) (SH3P7) (PP5423)Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=148188.3 0 5 4 0 0 0.82 1574 6.68 Non-motor actin binding proteinCell structure 0 High Quality
LXN_HUMAN Q9BS40 LXN Latexin OS=Homo sapiens GN=LXN PE=1 SV=2 25731.8 1 0 5 0 0 0.82 1575 6.68 Molecular function unclassifiedBiological process unclassified 0 High Quality
PPCS_HUMAN Q9HAB8 PPCS (COAB) Phosphopantothenate--cysteine ligase OS=Homo sapiens GN=PPCS PE=1 SV=233988 13 0 1 0 0 0.82 1576 6.68 Ligase Biological process unclassifiedCoenzyme A biosynthesis->Phosphopantothenate cysteine ligase;;High Quality
COPE_HUMAN O14579 COPE Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=2 SV=334464.9 7 0 3 0 0 0.82 1577 6.67 Vesicle coat protein General vesicle transport 0 High Quality
LIMC1_HUMAN Q9UPQ0 LIMCH1 (KIAA1102)LIM and calponin homology domains-containing protein 1 OS=Homo sapiens GN=LIMCH1 PE=1 SV=3121821.5 11 10 7 0 0 0.82 1578 6.67 Synthetase;Other transferaseCoenzyme and prosthetic group metabolismLipoate_biosynthesis->Lipoate synthase;;High Quality
KV305_HUMAN P01623 n.o Ig kappa chain V-III region WOL OS=Homo sapiens PE=1 SV=111728.5 0 0 5 0 0 0.82 1579 6.67 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
CG055_HUMAN Q96HJ9 C7orf55 (HSPC268)UPF0562 protein C7orf55 OS=Homo sapiens GN=C7orf55 PE=2 SV=212730.9 3 0 3 0 0 0.82 1580 6.65 Complement componentComplement-mediated immunity0 Matchup
CBR4_HUMAN Q8N4T8 CBR4 Carbonyl reductase 4 OS=Homo sapiens GN=CBR4 PE=2 SV=225301.3 3 0 6 0 0 0.82 1581 6.65 Dehydrogenase;ReductaseOther metabolism 0 High Quality
STML2_HUMAN Q9UJZ1 STOML2 (SLP2) (HSPC108)Stomatin-like protein 2 OS=Homo sapiens GN=STOML2 PE=1 SV=138516.5 4 2 5 0 0 0.82 1582 6.65 Other cytoskeletal proteinsCell structure and motility 0 High Quality
KGUA_HUMAN Q16774 GUK1 (GMK) Guanylate kinase OS=Homo sapiens GN=GUK1 PE=2 SV=221707.7 2 1 2 0 0 0.82 1583 6.65 Nucleotide kinase Purine metabolism De novo purine biosynthesis->Guanylate kinase;;High Quality
SYDC_HUMAN P14868 DARS (PIG40)Aspartyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=257118.7 17 0 4 0 0 0.82 1584 6.64 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
TIM44_HUMAN O43615 TIMM44 (MIMT44) (TIM44)Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=251339.1 13 3 3 0 0 0.82 1585 6.63 Mitochondrial carrier proteinMitochondrial transport 0 High Quality
GMPPB_HUMAN Q9Y5P6 GMPPB Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=2 SV=239815.9 3 1 3 0 0 0.82 1586 6.62 Nucleotidyltransferase Monosaccharide metabolism;Other carbohydrate metabolismMannose metabolism->Mannose 1-P guanylyl transferase;;High Quality
EI2BG_HUMAN Q9NR50 EIF2B3 Translation initiation factor eIF-2B subunit gamma OS=Homo sapiens GN=EIF2B3 PE=1 SV=150223.3 1 2 6 0 0 0.82 1587 6.62 Translation initiation factorProtein biosynthesis 0 High Quality
RBM3_HUMAN P98179 RBM3 (RNPL)Putative RNA-binding protein 3 OS=Homo sapiens GN=RBM3 PE=1 SV=117152.6 0 3 0 0 0 0.82 1588 6.61 Other RNA-binding proteinBiological process unclassified 0 High Quality
GATCL_HUMAN O43716 GATC (15E1.2)GatC-like protein OS=Homo sapiens GN=GATC PE=2 SV=115068.1 1 2 1 0 0 0.82 1589 6.60 Other ligase Purine metabolism De novo purine biosynthesis->Phosphoribosylamine glycine ligase;;High Quality
TM109_HUMAN Q9BVC6 TMEM109 Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=126193.2 2 2 0 0 0 0.82 1590 6.60 Molecular function unclassifiedBiological process unclassified 0 High Quality
CSDC2_HUMAN Q9Y534 CSDC2 (PIPPIN)Cold shock domain-containing protein C2 OS=Homo sapiens GN=CSDC2 PE=2 SV=116767.1 0 1 2 0 0 0.82 1591 6.60 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 Matchup
RAB18_HUMAN Q9NP72 RAB18 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=122959.5 2 0 6 0 0 0.82 1592 6.60 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
HDGR3_HUMAN Q9Y3E1 HDGFRP3 (HDGF2) (CGI-142)Hepatoma-derived growth factor-related protein 3 OS=Homo sapiens GN=HDGFRP3 PE=1 SV=122602.5 1 2 2 0 0 0.82 1593 6.59 Growth factor mRNA transcription;Ligand-mediated signaling;Cell proliferation and differentiation0 Matchup
AAKB2_HUMAN O43741 PRKAB2 5'-AMP-activated protein kinase subunit beta-2 OS=Homo sapiens GN=PRKAB2 PE=1 SV=130284.6 6 0 2 0 0 0.82 1594 6.59 Kinase modulator Gluconeogenesis;Cholesterol metabolism;Protein phosphorylation;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
SPA12_HUMAN Q8IW75 SERPINA12 Serpin A12 OS=Homo sapiens GN=SERPINA12 PE=2 SV=147159.8 0 0 0 9 0 0.82 1595 6.59 Serine protease inhibitorProteolysis 0 High Quality
NPS3B_HUMAN Q9BS92 NIPSNAP3B (NIPSNAP3)Protein NipSnap homolog 3B OS=Homo sapiens GN=NIPSNAP3B PE=2 SV=128295.6 1 1 5 0 0 0.82 1596 6.58 Membrane traffic proteinGeneral vesicle transport 0 High Quality
RTC1_HUMAN O00442 RTCD1 (RPC) (RPC1) (RTC1)RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCD1 PE=1 SV=139319.5 3 0 9 0 0 0.82 1597 6.57 Other RNA-binding protein;CyclasemRNA splicing 0 High Quality
FUBP1_HUMAN Q96AE4 FUBP1 Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=367542.6 5 6 1 0 0 0.82 1598 6.57 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
PGTA_HUMAN Q92696 RABGGTA Geranylgeranyl transferase type-2 subunit alpha OS=Homo sapiens GN=RABGGTA PE=1 SV=265054.7 8 0 7 0 0 0.82 1599 6.56 Transferase Protein modification 0 High Quality
KRT83_HUMAN P78385 KRT83 (KRTHB3)Keratin type II cuticular Hb3 OS=Homo sapiens GN=KRT83 PE=1 SV=154195.9 24 0 0 0 0 0.82 1600 6.55 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
NB5R3_HUMAN P00387 CYB5R3 (DIA1)NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=334218.3 10 0 0 0 0 0.82 1601 6.55 Reductase Fatty acid desaturation;Cholesterol metabolism;Other pathways of electron transport0 High Quality
CHMP5_HUMAN Q9NZZ3 CHMP5 (C9orf83) (SNF7DC2) (CGI-34) (HSPC177) (PNAS-2) (PNAS-114)Charged multivesicular body protein 5 OS=Homo sapiens GN=CHMP5 PE=1 SV=124553.8 3 0 4 0 0 0.82 1602 6.55 Other transfer/carrier proteinIntracellular protein traffic 0 High Quality
GABT_HUMAN P80404 ABAT (GABAT)4-aminobutyrate aminotransferase, mitochondrial OS=Homo sapiens GN=ABAT PE=1 SV=356422.8 12 0 3 0 0 0.82 1603 6.54 Transaminase Amino acid metabolismAminobutyrate degradation->4-aminobutyrate aminotransferase;;Gamma-aminobutyric acid synthesis->GABA-T;;Pyrimidine Metabolism->Aminotransferase;;;;High Quality
HPCA_HUMAN P84074 HPCA (BDR2)Neuron-specific calcium-binding protein hippocalcin OS=Homo sapiens GN=HPCA PE=1 SV=222296.2 1 2 3 0 0 0.82 1604 6.54 Voltage-gated calcium channelCation transport;Neurotransmitter release;Muscle contractionMetabotropic glutamate receptor group III pathway->Calcium Channel;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Calcium ion channel;;Thyrotropin-releasing hormone receptor signaling pathway->Ca2+ channel;;Endogenous_Matchup
SH3G1_HUMAN Q99961 SH3GL1 (CNSA1) (SH3D2B)Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=141473.2 0 2 8 0 0 0.81 1605 6.53 Molecular function unclassifiedSynaptic transmission 0 High Quality
SCOC_HUMAN Q9UIL1 SCOC (SCOCO) (HRIHFB2072)Short coiled-coil protein OS=Homo sapiens GN=SCOC PE=1 SV=218027.6 0 0 2 0 0 0.81 1606 6.52 Molecular function unclassifiedBiological process unclassified 0 High Quality
EPN1_HUMAN Q9Y6I3 EPN1 Epsin-1 OS=Homo sapiens GN=EPN1 PE=1 SV=1 57558.1 2 2 5 0 0 0.81 1607 6.52 Other membrane traffic proteinIntracellular signaling cascade;Receptor mediated endocytosis0 High Quality
KPCA_HUMAN P17252 PRKCA (PKCA) (PRKACA)Protein kinase C alpha type OS=Homo sapiens GN=PRKCA PE=1 SV=376747.3 0 2 3 0 0 0.81 1608 6.51 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatHigh Quality
MYCBP_HUMAN Q99417 MYCBP (AMY1)C-Myc-binding protein OS=Homo sapiens GN=MYCBP PE=1 SV=311949.2 1 3 0 0 0 0.81 1609 6.50 Transcription cofactor mRNA transcription regulationPDGF signaling pathway->c-Myc;;High Quality
PRPS1_HUMAN P60891 PRPS1 Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=234816.7 4 0 5 0 0 0.81 1610 6.50 Molecular function unclassifiedBiological process unclassified 0 High Quality
FA96B_HUMAN Q9Y3D0 FAM96B (CGI-128) (HSPC118)UPF0195 protein FAM96B OS=Homo sapiens GN=FAM96B PE=1 SV=117644.7 3 0 0 0 0 0.81 1611 6.50 Molecular function unclassifiedBiological process unclassified 0 High Quality
CCD58_HUMAN Q4VC31 CCDC58 Coiled-coil domain-containing protein 58 OS=Homo sapiens GN=CCDC58 PE=1 SV=116602 0 0 7 0 0 0.81 1612 6.49 Molecular function unclassifiedBiological process unclassified 0 High Quality
TXND5_HUMAN Q8NBS9 TXNDC5 (TLP46) (UNQ364/PRO700)Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=247611.1 5 0 8 0 0 0.81 1613 6.49 Other isomerase Protein disulfide-isomerase reaction0 High Quality
UGDH_HUMAN O60701 UGDH UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=155007.3 4 0 2 0 0 0.81 1614 6.48 Dehydrogenase Other polysaccharide metabolism;Lipid metabolism;Electron transportMannose metabolism->GDP Mannose 6-dehydrogenase;;High Quality
LAGE3_HUMAN Q14657 LAGE3 (DXS9879E) (ESO3) (ITBA2)L antigen family member 3 OS=Homo sapiens GN=LAGE3 PE=1 SV=214785.7 2 0 2 0 0 0.81 1615 6.48 Molecular function unclassifiedBiological process unclassified 0 High Quality
PFD3_HUMAN P61758 VBP1 (PFDN3)Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=322640.8 5 0 3 0 0 0.81 1616 6.47 Chaperone Protein folding;Protein complex assembly0 High Quality
STX7_HUMAN O15400 STX7 Syntaxin-7 OS=Homo sapiens GN=STX7 PE=1 SV=4 29797.6 0 2 3 0 0 0.81 1617 6.47 SNARE protein Endocytosis Parkinson disease->Syntaxin;;Adrenaline and noradrenaline biosynthesis->N-ethylmaleimide-sensitive factor attachment protein receptor;;;High Quality
WDR61_HUMAN Q9GZS3 WDR61 WD repeat-containing protein 61 OS=Homo sapiens GN=WDR61 PE=1 SV=133562.8 2 0 1 0 0 0.81 1618 6.47 Molecular function unclassifiedBiological process unclassified 0 High Quality
SRA1_HUMAN Q9HD15 SRA1 (PP7684)Steroid receptor RNA activator 1 OS=Homo sapiens GN=SRA1 PE=1 SV=125654.6 1 3 0 0 0 0.81 1619 6.47 Vesicle coat protein Exocytosis;General vesicle transport0 High Quality
SCO1_HUMAN O75880 SCO1 (SCOD1)SCO1 protein homolog, mitochondrial OS=Homo sapiens GN=SCO1 PE=1 SV=133797.2 3 0 5 0 0 0.81 1620 6.46 Oxidase Protein complex assembly;Cation transport0 High Quality
RS5_HUMAN P46782 RPS5 40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=422859 3 1 1 0 0 0.81 1621 6.45 Ribosomal protein Protein biosynthesis 0 High Quality
MAT2B_HUMAN Q9NZL9 MAT2B (TGR) (MSTP045) (Nbla02999) (UNQ2435/PRO4995)Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=137533.6 6 1 2 0 0 0.81 1622 6.45 Dehydrogenase;ReductaseCarbohydrate metabolismO-antigen biosynthesis->dTDP-4-dehydrorhamnose reductase;;High Quality
TIF1B_HUMAN Q13263 TRIM28 (KAP1) (RNF96) (TIF1B)Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=588531 9 0 11 0 0 0.81 1623 6.45 Transcription cofactor;Nucleic acid bindingmRNA transcription;Chromatin packaging and remodeling0 High Quality
CB064_HUMAN Q86WW8 C2orf64 Uncharacterized protein C2orf64 OS=Homo sapiens GN=C2orf64 PE=1 SV=18357.8 0 0 3 0 0 0.81 1624 6.45 Molecular function unclassifiedBiological process unclassified 0 High Quality
SPT20_HUMAN Q8TB22 SPATA20 Spermatogenesis-associated protein 20 OS=Homo sapiens GN=SPATA20 PE=1 SV=287909.5 17 0 4 0 0 0.81 1625 6.44 Molecular function unclassifiedBiological process unclassified 0 High Quality
SPS1_HUMAN P49903 SEPHS1 (SELD) (SPS) (SPS1)Selenide, water dikinase 1 OS=Homo sapiens GN=SEPHS1 PE=1 SV=242892.5 0 2 3 0 0 0.81 1626 6.44 Other transferase Amino acid biosynthesis 0 High Quality
K2C6A_HUMAN P02538 KRT6A (K6A) (KRT6D)Keratin, type II cytoskeletal 6A OS=Homo sapiens GN=KRT6A PE=1 SV=360028.4 37 1 0 0 0 0.81 1627 6.44 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
ACTB_HUMAN P60709 ACTB Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141719.8 0 0 27 0 0 0.81 1628 6.43 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
RT17_HUMAN Q9Y2R5 MRPS17 (RPMS17) (HSPC011)28S ribosomal protein S17, mitochondrial OS=Homo sapiens GN=MRPS17 PE=1 SV=114484 1 0 1 0 0 0.81 1629 6.42 Mitochondrial carrier proteinSmall molecule transport 0 Matchup
SC22B_HUMAN O75396 SEC22B (SEC22L1)Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=324723.4 0 0 5 0 0 0.81 1630 6.42 SNARE protein Exocytosis 0 High Quality
PTER_HUMAN Q96BW5 PTER Phosphotriesterase-related protein OS=Homo sapiens GN=PTER PE=1 SV=139000.9 5 0 8 0 0 0.81 1631 6.42 Other hydrolase Biological process unclassified 0 High Quality
CDSN_HUMAN Q15517 CDSN Corneodesmosin OS=Homo sapiens GN=CDSN PE=1 SV=251476.9 0 0 0 9 0 0.81 1632 6.42 Molecular function unclassifiedBiological process unclassified 0 High Quality
PP1R7_HUMAN Q15435 PPP1R7 (SDS22)Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=141548.3 13 0 3 0 0 0.81 1633 6.42 Phosphatase modulatorCell cycle control;Mitosis 0 High Quality
RLA0_HUMAN P05388 RPLP0 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=134256.3 6 0 5 0 0 0.81 1634 6.41 Molecular function unclassifiedBiological process unclassified 0 High Quality
TS101_HUMAN Q99816 TSG101 Tumor susceptibility gene 101 protein OS=Homo sapiens GN=TSG101 PE=1 SV=243928 8 2 0 0 0 0.81 1635 6.40 Ubiquitin-protein ligase Non-vertebrate process 0 High Quality
CS062_HUMAN Q9NWV8 MERIT40 Uncharacterized protein C19orf62 OS=Homo sapiens GN=C19orf62 PE=1 SV=136541.7 0 1 4 0 0 0.81 1636 6.40 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
CH082_HUMAN Q6P1X6 C8orf82 UPF0598 protein C8orf82 OS=Homo sapiens GN=C8orf82 PE=2 SV=223872.1 2 0 4 0 0 0.81 1637 6.40 Complement componentImmunity and defense 0 High Quality
K2C4_HUMAN P19013 KRT4 (CYK4) Keratin, type II cytoskeletal 4 OS=Homo sapiens GN=KRT4 PE=1 SV=457268.1 28 0 0 0 0 0.81 1638 6.39 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
SYHC_HUMAN P12081 HARS (HRS) Histidyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=257394.4 15 3 0 0 0 0.81 1639 6.38 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
RAYL_HUMAN Q9BW83 RABL4 (RAYL)Putative GTP-binding protein RAY-like OS=Homo sapiens GN=RABL4 PE=2 SV=120462.5 3 1 1 0 0 0.80 1640 6.38 Small GTPase Intracellular signaling cascade;Regulated exocytosis;Endocytosis0 High Quality
EHD3_HUMAN Q9NZN3 EHD3 (EHD2) (PAST3)EH domain-containing protein 3 OS=Homo sapiens GN=EHD3 PE=1 SV=161880.7 7 0 16 0 0 0.80 1641 6.37 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
NPS3A_HUMAN Q9UFN0 NIPSNAP3A (NIPSNAP4) (HSPC299)Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=228448.9 0 0 11 0 0 0.80 1642 6.37 Membrane traffic proteinGeneral vesicle transport 0 High Quality
NDUS8_HUMAN O00217 NDUFS8 NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial OS=Homo sapiens GN=NDUFS8 PE=1 SV=123687.9 4 0 2 0 0 0.80 1643 6.37 Dehydrogenase;ReductaseOxidative phosphorylation 0 High Quality
TATD1_HUMAN Q6P1N9 TATDN1 (CDA11)Putative deoxyribonuclease TATDN1 OS=Homo sapiens GN=TATDN1 PE=2 SV=233584.9 10 0 2 0 0 0.80 1644 6.31 Nuclease DNA degradation 0 High Quality
RPIA_HUMAN P49247 RPIA (RPI) Ribose-5-phosphate isomerase OS=Homo sapiens GN=RPIA PE=1 SV=333251 4 0 5 0 0 0.80 1645 6.30 Epimerase/racemase Pentose-phosphate shunt 0 High Quality
QKI_HUMAN Q96PU8 QKI (HKQ) Protein quaking OS=Homo sapiens GN=QKI PE=1 SV=1 37653.7 0 5 2 0 0 0.80 1646 6.29 Other RNA-binding proteinBiological process unclassified 0 High Quality
CRP_HUMAN P02741 CRP (PTX1) C-reactive protein OS=Homo sapiens GN=CRP PE=1 SV=1 25021 1 0 3 0 0 0.80 1647 6.29 Antibacterial response protein;Other defense and immunity proteinOther immune and defense;Stress response;Cytokine/chemokine mediated immunity0 High Quality
PRPK_HUMAN Q96S44 TP53RK (C20orf64) (PRPK)TP53-regulating kinase OS=Homo sapiens GN=TP53RK PE=1 SV=228143.2 6 0 2 0 0 0.80 1648 6.28 Metalloprotease Proteolysis 0 High Quality
APRV1_HUMAN Q53RT3 ASPRV1 (SASP)Retroviral-like aspartic protease 1 OS=Homo sapiens GN=ASPRV1 PE=1 SV=136973.4 0 0 0 6 0 0.80 1649 6.28 Other transporter;Nucleotide phosphataseIon transport;Detoxification 0 High Quality
HEM6_HUMAN P36551 CPOX (CPO) (CPX)Coproporphyrinogen III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=350133.9 7 0 4 0 0 0.80 1650 6.28 Oxidase Coenzyme metabolism;Porphyrin metabolismHeme biosynthesis->Coproporphyrinogen Oxidase (oxygen dependent);;High Quality
ARSB_HUMAN P15848 ARSB Arylsulfatase B OS=Homo sapiens GN=ARSB PE=1 SV=1 59671.1 2 2 1 0 0 0.80 1651 6.27 Other hydrolase Phospholipid metabolism;Sulfur metabolism0 High Quality
HNRPM_HUMAN P52272 HNRNPM (HNRPM) (NAGR1)Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=377499.3 0 2 5 0 0 0.80 1652 6.27 Ribonucleoprotein Pre-mRNA processing 0 High Quality
K2C6C_HUMAN P48668 KRT6C (KRT6E)Keratin, type II cytoskeletal 6C OS=Homo sapiens GN=KRT6C PE=1 SV=360008.7 3 13 0 0 0 0.80 1653 6.25 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
OFUT1_HUMAN Q9H488 POFUT1 (FUT12) (KIAA0180)GDP-fucose protein O-fucosyltransferase 1 OS=Homo sapiens GN=POFUT1 PE=1 SV=143938.2 3 0 4 0 0 0.80 1654 6.25 Molecular function unclassifiedBiological process unclassified 0 High Quality
COPB_HUMAN P53618 COPB1 (COPB) (MSTP026)Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3107128 16 0 4 0 0 0.80 1655 6.24 Vesicle coat protein Constitutive exocytosis 0 High Quality
TNPO1_HUMAN Q92973 TNPO1 (KPNB2) (MIP1) (TRN)Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=1101295.6 11 0 2 0 0 0.79 1656 6.23 Transfer/carrier proteinNuclear transport;Protein targeting;Transport0 High Quality
CSN6_HUMAN Q7L5N1 COPS6 (CSN6) (HVIP)COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=136145.4 7 0 0 0 0 0.79 1657 6.23 Molecular function unclassifiedCell cycle control 0 High Quality
MYPT2_HUMAN O60237 PPP1R12B (MYPT2)Protein phosphatase 1 regulatory subunit 12B OS=Homo sapiens GN=PPP1R12B PE=1 SV=2110387.7 4 8 7 0 0 0.79 1658 6.23 Phosphatase modulatorProtein phosphorylation 0 High Quality
PUR4_HUMAN O15067 PFAS (KIAA0361)Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=2144645.6 6 4 5 0 0 0.79 1659 6.23 Synthase;Other ligase Purine metabolism De novo purine biosynthesis->Phosphoribosylformylglycinamide  synthase;;High Quality
SC23A_HUMAN Q15436 SEC23A Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=286144.6 11 0 6 0 0 0.79 1660 6.23 Other G-protein modulatorG-protein mediated signaling;Exocytosis;General vesicle transport0 High Quality
CHRD1_HUMAN Q9UHD1 CHORDC1 (CHP1)Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=237471.7 3 0 5 0 0 0.79 1661 6.23 Other signaling moleculeGametogenesis 0 High Quality
NDUS7_HUMAN O75251 NDUFS7 NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial OS=Homo sapiens GN=NDUFS7 PE=1 SV=323545.5 4 0 2 0 0 0.79 1662 6.22 Dehydrogenase;ReductaseOxidative phosphorylation 0 High Quality
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MAVS_HUMAN Q7Z434 MAVS (IPS1) (KIAA1271) (VISA)Mitochondrial antiviral-signaling protein OS=Homo sapiens GN=MAVS PE=1 SV=256509.9 0 1 6 0 0 0.79 1663 6.22 Dehydrogenase;ReductaseCarbohydrate metabolismO-antigen biosynthesis->dTDP-4-dehydrorhamnose reductase;;High Quality
VATG2_HUMAN O95670 ATP6V1G2 (V-type proton ATPase subunit G 2) Vacuolar proton pump subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=313585.8 0 0 2 0 0 0.79 1664 6.21 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
RM43_HUMAN Q8N983 MRPL43 39S ribosomal protein L43, mitochondrial OS=Homo sapiens GN=MRPL43 PE=1 SV=123412.5 2 2 0 0 0 0.79 1665 6.21 Ribosomal protein Protein biosynthesis 0 High Quality
RL10_HUMAN P27635 RPL10 (DXS648E) (QM)60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=424586.6 0 0 0 0 3 0.79 1666 6.21 Ribosomal protein Protein biosynthesis 0 High Quality
RFA3_HUMAN P35244 RPA3 (REPA3) (RPA14)Replication protein A 14 kDa subunit OS=Homo sapiens GN=RPA3 PE=1 SV=113551 1 0 3 0 0 0.79 1667 6.20 Molecular function unclassifiedBiological process unclassified 0 High Quality
HYI_HUMAN Q5T013 HYI (SB156) (HT036)Putative hydroxypyruvate isomerase OS=Homo sapiens GN=HYI PE=2 SV=230387.9 4 0 3 0 0 0.79 1668 6.20 Double-stranded DNA binding protein;Other isomeraseDNA repair 0 High Quality
UBE2K_HUMAN P61086 UBE2K (HIP2) (LIG)Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=322389.1 2 1 2 0 0 0.79 1669 6.20 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;;High Quality
PGAM5_HUMAN Q96HS1 PGAM5 Phosphoglycerate mutase family member 5 OS=Homo sapiens GN=PGAM5 PE=1 SV=231987.2 7 0 1 0 0 0.79 1670 6.19 Molecular function unclassifiedBiological process unclassified 0 High Quality
OSTF1_HUMAN Q92882 OSTF1 Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=223769.7 2 0 3 0 0 0.79 1671 6.19 Molecular function unclassifiedBiological process unclassified 0 High Quality
TBB2A_HUMAN Q13885 TUBB2A (TUBB2)Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=149889.1 7 2 9 0 0 0.79 1672 6.18 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
GAMT_HUMAN Q14353 GAMT Guanidinoacetate N-methyltransferase OS=Homo sapiens GN=GAMT PE=1 SV=126300.6 2 0 3 0 0 0.79 1673 6.18 Molecular function unclassifiedBiological process unclassified 0 High Quality
CHM2B_HUMAN Q9UQN3 CHMP2B (CGI-84)Charged multivesicular body protein 2b OS=Homo sapiens GN=CHMP2B PE=1 SV=123889.2 3 3 0 0 0 0.79 1674 6.17 Molecular function unclassifiedBiological process unclassified 0 High Quality
KANK3_HUMAN Q6NY19 KANK3 (ANKRD47)KN motif and ankyrin repeat domain-containing protein 3 OS=Homo sapiens GN=KANK3 PE=2 SV=188408 3 2 0 0 0 0.79 1675 6.17 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;High Quality
AN32B_HUMAN Q92688 ANP32B (APRIL) (PHAPI2)Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=128770.6 3 1 0 0 0 0.79 1676 6.17 Phosphatase inhibitor Biological process unclassified 0 High Quality
DC1I1_HUMAN O14576 DYNC1I1 (DNCI1) (DNCIC1)Cytoplasmic dynein 1 intermediate chain 1 OS=Homo sapiens GN=DYNC1I1 PE=2 SV=272935.9 0 5 2 0 0 0.79 1677 6.16 Microtubule family cytoskeletal proteinRNA localization;General vesicle transport;Cell cycle;Cell structureHuntington disease->Dynein complex;;High Quality
COPD_HUMAN P48444 ARCN1 (COPD)Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=2 SV=157193.2 6 0 9 0 0 0.79 1678 6.16 Vesicle coat protein Constitutive exocytosis 0 High Quality
SYDM_HUMAN Q6PI48 DARS2 Aspartyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=DARS2 PE=1 SV=173547 11 0 5 0 0 0.79 1679 6.16 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
MSRA_HUMAN Q9UJ68 MSRA Peptide methionine sulfoxide reductase OS=Homo sapiens GN=MSRA PE=2 SV=126113.8 4 0 2 0 0 0.79 1680 6.15 Reductase Protein modification;Stress response0 High Quality
ARMC1_HUMAN Q9NVT9 ARMC1 (ARCP)Armadillo repeat-containing protein 1 OS=Homo sapiens GN=ARMC1 PE=1 SV=131263 2 0 6 0 0 0.79 1681 6.15 Molecular function unclassifiedBiological process unclassified 0 High Quality
DPP3_HUMAN Q9NY33 DPP3 Dipeptidyl-peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=282573.6 15 1 2 0 0 0.79 1682 6.14 Metalloprotease Proteolysis 0 High Quality
DEF1_HUMAN P59665 DEFA1 (DEF1) (DEFA2) (MRS)Neutrophil defensin 1 OS=Homo sapiens GN=DEFA1 PE=1 SV=110227.1 0 0 2 0 0 0.79 1683 6.14 Molecular function unclassifiedBiological process unclassified 0 High Quality
CISD1_HUMAN Q9NZ45 CISD1 (C10orf70) (ZCD1) (MDS029)CDGSH iron sulfur domain-containing protein 1 OS=Homo sapiens GN=CISD1 PE=1 SV=112181.3 2 0 2 0 0 0.79 1684 6.14 Other RNA-binding proteinmRNA splicing;Cell proliferation and differentiation0 High Quality
IF4A1_HUMAN P60842 EIF4A1 (DDX2A) (EIF4A)Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=146137.3 10 2 2 0 0 0.79 1685 6.14 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 High Quality
HDDC3_HUMAN Q8N4P3 HDDC3 HD domain-containing protein 3 OS=Homo sapiens GN=HDDC3 PE=2 SV=320311 2 2 0 0 0 0.79 1686 6.13 Pyrophosphatase Biological process unclassified 0 High Quality
IGHG3_HUMAN P01860 IGHG3 Ig gamma-3 chain C region OS=Homo sapiens GN=IGHG3 PE=1 SV=241267.9 4 0 6 0 0 0.79 1687 6.13 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
SERA_HUMAN O43175 PHGDH (PGDH3)D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=456632.6 5 0 0 0 0 0.79 1688 6.12 Molecular function unclassifiedDNA replication;DNA replication;Cell cycle control;Cell proliferation and differentiation0 High Quality
KV118_HUMAN P01610 n.o Ig kappa chain V-I region WEA OS=Homo sapiens PE=1 SV=111822.4 0 0 3 0 0 0.79 1689 6.11 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
TATD3_HUMAN Q17R31 TATDN3 Putative deoxyribonuclease TATDN3 OS=Homo sapiens GN=TATDN3 PE=2 SV=130315.2 4 0 4 0 0 0.79 1690 6.11 Nuclease DNA degradation 0 High Quality
KHDR1_HUMAN Q07666 KHDRBS1 (SAM68)KH domain-containing, RNA-binding, signal transduction-associated protein 1 OS=Homo sapiens GN=KHDRBS1 PE=1 SV=148210.2 0 1 3 0 0 0.79 1691 6.11 Other RNA-binding proteinSpermatogenesis and motility;Cell proliferation and differentiation0 Matchup
NONO_HUMAN Q15233 NONO (NRB54)Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=454213.6 0 0 12 0 0 0.79 1692 6.10 mRNA splicing factor mRNA splicing 0 High Quality
JMJD7_HUMAN P0C870 JMJD7 JmjC domain-containing protein 7 OS=Homo sapiens GN=JMJD7 PE=2 SV=135914.2 0 1 3 0 0 0.79 1693 6.10 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
THRB_HUMAN P00734 F2 Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=2 70018.8 3 0 13 0 0 0.79 1694 6.10 Serine protease Proteolysis;Blood clottingBlood coagulation->Thrombin;;Blood coagulation->Prothrombin;;;High Quality
CYTC_HUMAN P01034 CST3 Cystatin-C OS=Homo sapiens GN=CST3 PE=1 SV=1 15781.2 4 0 0 0 0 0.79 1695 6.10 Cysteine protease inhibitorProteolysis 0 High Quality
NUD19_HUMAN A8MXV4 NUDT19 Nucleoside diphosphate-linked moiety X motif 19, mitochondrial OS=Homo sapiens GN=NUDT19 PE=2 SV=142216.4 3 0 4 0 0 0.78 1696 6.09 Molecular function unclassifiedBiological process unclassified 0 High Quality
SYUA_HUMAN P37840 SNCA (NACP) (PARK1)Alpha-synuclein OS=Homo sapiens GN=SNCA PE=1 SV=114441.3 2 0 3 0 0 0.78 1697 6.08 Other chaperones;Other membrane traffic proteinRegulated exocytosis;Neurotransmitter releaseParkinson disease->alpha-Synuclein;;High Quality
PDE3A_HUMAN Q14432 PDE3A cGMP-inhibited 3',5'-cyclic phosphodiesterase A OS=Homo sapiens GN=PDE3A PE=1 SV=3124964.1 5 1 9 0 0 0.78 1698 6.08 Phosphodiesterase Metabolism of cyclic nucleotides0 High Quality
PSD10_HUMAN O75832 PSMD10 26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=124410.2 1 0 7 0 0 0.78 1699 6.08 Select regulatory moleculeProteolysis 0 High Quality
UCHL5_HUMAN Q9Y5K5 UCHL5 (UCH37) (AD-019) (CGI-70)Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=337589.4 3 0 6 0 0 0.78 1700 6.07 Cysteine protease Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
NHERF_HUMAN O14745 SLC9A3R1 Ezrin-radixin-moesin-binding phosphoprotein 50 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=438850.3 0 3 2 0 0 0.78 1701 6.07 Molecular function unclassifiedBiological process unclassified 0 Matchup
PSMD3_HUMAN O43242 PSMD3 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=260961.6 9 0 6 0 0 0.78 1702 6.07 Other enzyme activator Proteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
KLC4_HUMAN Q9NSK0 KLC4 (KNSL8) Kinesin light chain 4 OS=Homo sapiens GN=KLC4 PE=1 SV=368622.1 0 1 5 0 0 0.78 1703 6.06 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
NUD15_HUMAN Q9NV35 NUDT15 Probable 7,8-dihydro-8-oxoguanine triphosphatase NUDT15 OS=Homo sapiens GN=NUDT15 PE=2 SV=118590.3 0 0 5 0 0 0.78 1704 6.06 Phosphorylase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism0 High Quality
CRYL1_HUMAN Q9Y2S2 CRYL1 (CRY) Lambda-crystallin homolog OS=Homo sapiens GN=CRYL1 PE=2 SV=335401.3 9 0 0 0 0 0.78 1705 6.05 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
KCC2A_HUMAN Q9UQM7 CAMK2A (CAMKA) (KIAA0968)Calcium/calmodulin-dependent protein kinase type II alpha chain OS=Homo sapiens GN=CAMK2A PE=1 SV=154012.6 0 0 0 0 6 0.78 1706 6.04 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;High Quality
USMG5_HUMAN Q96IX5 USMG5 (HCVFTP2) (PD04912)Up-regulated during skeletal muscle growth protein 5 OS=Homo sapiens GN=USMG5 PE=2 SV=16440 2 0 0 0 0 0.78 1707 6.04 Molecular function unclassifiedBiological process unclassified 0 High Quality
DEOC_HUMAN Q9Y315 DERA (CGI-26)Putative deoxyribose-phosphate aldolase OS=Homo sapiens GN=DERA PE=1 SV=235213.8 10 0 0 0 0 0.78 1708 6.04 Aldolase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
GMFB_HUMAN P60983 GMFB Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=216695.6 5 0 0 0 0 0.78 1709 6.03 Signaling molecule;Kinase modulatorNeurogenesis 0 High Quality
NP1L1_HUMAN P55209 NAP1L1 (NRP)Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=145357 2 0 6 0 0 0.78 1710 6.02 Phosphatase inhibitor DNA replication;Chromatin packaging and remodeling;Apoptosis;DNA replication0 High Quality
GNPI2_HUMAN Q8TDQ7 GNPDA2 Glucosamine-6-phosphate isomerase 2 OS=Homo sapiens GN=GNPDA2 PE=1 SV=131067.7 6 0 2 0 0 0.78 1711 6.02 Hydrolase;Other isomeraseMonosaccharide metabolismN-acetylglucosamine metabolism->Glucosamine-6-phosphate deaminase;;High Quality
NIF3L_HUMAN Q9GZT8 NIF3L1 (ALS2CR1) (MDS015) (My018)NIF3-like protein 1 OS=Homo sapiens GN=NIF3L1 PE=1 SV=241950.6 5 0 2 0 0 0.78 1712 6.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
RRBP1_HUMAN Q9P2E9 RRBP1 (KIAA1398)Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4152452.5 9 11 6 0 0 0.78 1713 6.02 Other receptor;Extracellular matrixProtein targeting and localization;Cell structure and motility0 High Quality
CO4B_HUMAN P0C0L5 C4B (CO4) (CPAMD3)Complement C4-B OS=Homo sapiens GN=C4B PE=1 SV=1192776.8 0 0 44 0 0 0.78 1714 6.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
F10A4_HUMAN Q8IZP2 FAM10A4 (Protein FAM10A4) Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=227389.5 0 0 0 0 3 0.78 1715 6.02 Chaperone Protein folding 0 High Quality
DDB1_HUMAN Q16531 DDB1 (XAP1) DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1126952.2 4 3 8 0 0 0.78 1716 6.02 Damaged DNA-binding proteinDNA repair 0 High Quality
THOC4_HUMAN Q86V81 THOC4 (ALY) (BEF)THO complex subunit 4 OS=Homo sapiens GN=THOC4 PE=1 SV=326870.7 0 2 1 0 0 0.78 1717 6.02 Other RNA-binding proteinmRNA transcription;Nucleoside, nucleotide and nucleic acid transport;Transport0 Matchup
ARCH_HUMAN Q8IWT0 ZBTB8OS (ARCH)Protein archease OS=Homo sapiens GN=ZBTB8OS PE=2 SV=219472.8 2 0 1 0 0 0.78 1718 6.01 Molecular function unclassifiedBiological process unclassified 0 High Quality
PPTC7_HUMAN Q8NI37 PPTC7 (TAPP2C)Protein phosphatase PTC7 homolog OS=Homo sapiens GN=PPTC7 PE=2 SV=132628 4 0 2 0 0 0.78 1719 6.01 Protein phosphatase Protein phosphorylation 0 High Quality
IRGQ_HUMAN Q8WZA9 IRGQ (IRGQ1) (FKSG27)Immunity-related GTPase family Q protein OS=Homo sapiens GN=IRGQ PE=1 SV=162700.5 0 1 3 0 0 0.78 1720 6.01 Molecular function unclassifiedBiological process unclassified 0 High Quality
PRAF3_HUMAN O75915 ARL6IP5 (DERP11) (JWA) (PRA2) (PRAF3) (HSPC127)PRA1 family protein 3 OS=Homo sapiens GN=ARL6IP5 PE=1 SV=121597.6 2 0 2 0 0 0.78 1721 6.01 Amino acid transporter Amino acid transport;Transport0 High Quality
HTRA2_HUMAN O43464 HTRA2 (OMI) (PRSS25)Serine protease HTRA2, mitochondrial OS=Homo sapiens GN=HTRA2 PE=1 SV=248822.9 4 1 3 0 0 0.78 1722 6.01 Serine protease Proteolysis;Intracellular signaling cascade;Cell communication;Apoptosis;Developmental processes;Cell proliferation and differentiation0 High Quality
NUDT6_HUMAN P53370 NUDT6 (FGF2AS)Nucleoside diphosphate-linked moiety X motif 6 OS=Homo sapiens GN=NUDT6 PE=1 SV=235661.6 10 0 1 0 0 0.78 1723 6.01 Nucleotide phosphatasePre-mRNA processing;Cell proliferation and differentiation0 High Quality
CRNN_HUMAN Q9UBG3 CRNN (C1orf10) (DRC1) (PDRC1) (SEP53)Cornulin OS=Homo sapiens GN=CRNN PE=1 SV=1 53512 4 2 0 0 0 0.78 1724 6.00 Calmodulin related proteinMacrophage-mediated immunity;Cell motility0 High Quality
HPRT_HUMAN P00492 HPRT1 (HPRT)Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=224562.2 0 0 8 0 0 0.78 1725 6.00 Glycosyltransferase Purine metabolism Xanthine and guanine salvage pathway->Guanine phosphoribosyltransferase;;Adenine and hypoxanthine salvage pathway->Hypoxanthine phosphoribosyl transferase;;Xanthine and guanine salvage pathway->Xanthine phosphoribosyltransferase;;;;High Quality
RM49_HUMAN Q13405 MRPL49 (C11orf4) (NOF1) (OK/SW-cl.67)39S ribosomal protein L49, mitochondrial OS=Homo sapiens GN=MRPL49 PE=2 SV=119180.3 0 3 0 0 0 0.78 1726 6.00 Ribosomal protein Protein biosynthesis 0 High Quality
CHDH_HUMAN Q8NE62 CHDH Choline dehydrogenase, mitochondrial OS=Homo sapiens GN=CHDH PE=2 SV=165383.4 1 1 3 0 0 0.78 1727 5.99 Dehydrogenase Other metabolism 0 High Quality
HUTH_HUMAN P42357 HAL (HIS) Histidine ammonia-lyase OS=Homo sapiens GN=HAL PE=1 SV=172680.8 0 0 0 10 0 0.78 1728 5.99 Molecular function unclassifiedBiological process unclassified 0 High Quality
RBSK_HUMAN Q9H477 RBKS (RBSK) Ribokinase OS=Homo sapiens GN=RBKS PE=1 SV=1 34125 4 0 1 0 0 0.78 1729 5.99 Nucleotide kinase Carbohydrate metabolism 0 High Quality
PLPP_HUMAN Q96GD0 PDXP (PLP) (PLPP)Pyridoxal phosphate phosphatase OS=Homo sapiens GN=PDXP PE=1 SV=231680.8 8 0 0 0 0 0.78 1730 5.98 Other phosphatase Coenzyme and prosthetic group metabolism0 High Quality
MVP_HUMAN Q14764 MVP (LRP) Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=499308 9 2 6 0 0 0.78 1731 5.97 Ribonucleoprotein Biological process unclassified 0 High Quality
CHSP1_HUMAN Q9Y2V2 CARHSP1 Calcium-regulated heat stable protein 1 OS=Homo sapiens GN=CARHSP1 PE=1 SV=215873.6 4 0 0 0 0 0.78 1732 5.96 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 High Quality
ITIH2_HUMAN P19823 ITIH2 (IGHEP2)Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=1106420.5 13 0 7 0 0 0.78 1733 5.96 Serine protease inhibitorProteolysis 0 High Quality
TTC1_HUMAN Q99614 TTC1 (TPR1) Tetratricopeptide repeat protein 1 OS=Homo sapiens GN=TTC1 PE=1 SV=133509 1 2 2 0 0 0.77 1734 5.96 Molecular function unclassifiedBiological process unclassified 0 Matchup
BIRC6_HUMAN Q9NR09 BIRC6 (KIAA1289)Baculoviral IAP repeat-containing protein 6 OS=Homo sapiens GN=BIRC6 PE=1 SV=1527591.8 0 0 3 0 4 0.77 1735 5.95 Protease inhibitor Inhibition of apoptosis 0 Matchup
DGUOK_HUMAN Q16854 DGUOK (DGK)Deoxyguanosine kinase, mitochondrial OS=Homo sapiens GN=DGUOK PE=1 SV=232038.6 1 0 4 0 0 0.77 1736 5.94 Nucleotide kinase Purine metabolism 0 High Quality
KCMF1_HUMAN Q9P0J7 KCMF1 (FIGC) (ZZZ1)E3 ubiquitin-protein ligase KCMF1 OS=Homo sapiens GN=KCMF1 PE=2 SV=241927.2 0 0 4 0 0 0.77 1737 5.92 Molecular function unclassifiedBiological process unclassified 0 High Quality
RL26_HUMAN P61254 RPL26 60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=117240.4 3 0 4 0 0 0.77 1738 5.91 Ribosomal protein Protein biosynthesis 0 High Quality
IGJ_HUMAN P01591 IGJ (IGCJ) Immunoglobulin J chain OS=Homo sapiens GN=IGJ PE=1 SV=315576.4 1 1 1 0 0 0.77 1739 5.91 Molecular function unclassifiedBiological process unclassified 0 Matchup
PP12C_HUMAN Q9BZL4 PPP1R12C (LENG3) (MBS85)Protein phosphatase 1 regulatory subunit 12C OS=Homo sapiens GN=PPP1R12C PE=1 SV=184864.7 1 5 6 0 0 0.77 1740 5.91 Phosphatase modulatorProtein phosphorylation 0 High Quality
PHB_HUMAN P35232 PHB Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=1 29786.6 6 1 0 0 0 0.77 1741 5.90 Molecular function unclassifiedDNA replication;DNA replication;Cell cycle control;Cell proliferation and differentiation0 High Quality
SFPQ_HUMAN P23246 SFPQ (PSF) Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=276131.5 0 2 8 0 0 0.77 1742 5.90 mRNA splicing factor mRNA splicing 0 High Quality
NHRF2_HUMAN Q15599 SLC9A3R2 (NHERF2)Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens GN=SLC9A3R2 PE=1 SV=237395.2 2 2 2 0 0 0.77 1743 5.84 Molecular function unclassifiedBiological process unclassified 0 High Quality
CA170_HUMAN Q5SV97 C1orf170 Uncharacterized protein C1orf170 OS=Homo sapiens GN=C1orf170 PE=2 SV=371950.5 0 2 4 0 0 0.77 1744 5.84 Molecular function unclassifiedBiological process unclassified 0 High Quality
RT31_HUMAN Q92665 MRPS31 (IMOGN38)28S ribosomal protein S31, mitochondrial OS=Homo sapiens GN=MRPS31 PE=1 SV=345302.1 5 1 3 0 0 0.77 1745 5.84 Ribosomal protein Protein biosynthesis 0 High Quality
MIPEP_HUMAN Q99797 MIPEP (MIP) Mitochondrial intermediate peptidase OS=Homo sapiens GN=MIPEP PE=2 SV=280625.3 9 0 7 0 0 0.77 1746 5.84 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
HEXB_HUMAN P07686 HEXB (HCC7) Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=363095.3 7 0 4 0 0 0.77 1747 5.83 Glycosidase Other polysaccharide metabolism;Lipid, fatty acid and steroid metabolism0 High Quality
CHM1A_HUMAN Q9HD42 CHMP1A (CHMP1) (KIAA0047) (PCOLN3) (PRSM1)Charged multivesicular body protein 1a OS=Homo sapiens GN=CHMP1A PE=1 SV=121684.5 2 2 0 0 0 0.77 1748 5.83 Membrane traffic proteinGeneral vesicle transport 0 High Quality
UBAC1_HUMAN Q9BSL1 UBAC1 (GBDR1) (KPC2) (UBADC1)Ubiquitin-associated domain-containing protein 1 OS=Homo sapiens GN=UBAC1 PE=1 SV=145321.8 0 5 0 0 0 0.77 1749 5.83 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
HNRPF_HUMAN P52597 HNRNPF (HNRPF)Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=345653.8 1 1 3 0 0 0.77 1750 5.83 Ribosomal protein mRNA splicing 0 Matchup
KT3K_HUMAN Q9HA64 FN3KRP Ketosamine-3-kinase OS=Homo sapiens GN=FN3KRP PE=1 SV=234394.7 7 0 0 0 0 0.77 1751 5.82 Molecular function unclassifiedBiological process unclassified 0 High Quality
HV318_HUMAN P01779 n.o Ig heavy chain V-III region TUR OS=Homo sapiens PE=1 SV=112412 0 0 3 0 0 0.77 1752 5.82 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
NASP_HUMAN P49321 NASP Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=285217.5 3 1 8 0 0 0.76 1753 5.82 Other transfer/carrier proteinChromatin packaging and remodeling;Nuclear transport0 High Quality
MAGD2_HUMAN Q9UNF1 MAGED2 (BCG1)Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=264938 0 4 0 0 0 0.76 1754 5.80 Cell adhesion molecule Cell adhesion;Induction of apoptosis;Oncogenesis0 High Quality
UFM1_HUMAN P61960 UFM1 (C13orf20) (BM-002)Ubiquitin-fold modifier 1 OS=Homo sapiens GN=UFM1 PE=1 SV=19099.9 2 0 1 0 0 0.76 1755 5.80 Molecular function unclassifiedBiological process unclassified 0 Matchup
ADT2_HUMAN P05141 SLC25A5 (ANT2)ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=632878.5 1 4 0 0 0 0.76 1756 5.78 Transporter;Mitochondrial carrier proteinNucleoside, nucleotide and nucleic acid transport;Transport0 Matchup
HCLS1_HUMAN P14317 HCLS1 (HS1) Hematopoietic lineage cell-specific protein OS=Homo sapiens GN=HCLS1 PE=1 SV=153979.3 0 3 4 0 0 0.76 1757 5.77 Basic helix-loop-helix transcription factorNucleoside, nucleotide and nucleic acid metabolism0 High Quality
RT23_HUMAN Q9Y3D9 MRPS23 (CGI-138) (HSPC329)28S ribosomal protein S23, mitochondrial OS=Homo sapiens GN=MRPS23 PE=1 SV=221752.8 4 1 0 0 0 0.76 1758 5.77 Ribosomal protein Protein biosynthesis 0 High Quality
CIRBP_HUMAN Q14011 CIRBP (A18HNRNP) (CIRP)Cold-inducible RNA-binding protein OS=Homo sapiens GN=CIRBP PE=1 SV=118630.3 0 2 1 0 0 0.76 1759 5.77 Other RNA-binding proteinmRNA splicing;Cell proliferation and differentiation0 High Quality
CAB39_HUMAN Q9Y376 CAB39 (MO25) (CGI-66)Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=139853.2 11 0 0 0 0 0.76 1760 5.77 Annexin Biological process unclassified 0 High Quality
GALT_HUMAN P07902 GALT Galactose-1-phosphate uridylyltransferase OS=Homo sapiens GN=GALT PE=1 SV=343344.9 0 1 4 0 0 0.76 1761 5.76 Nucleotidyltransferase Monosaccharide metabolismFructose galactose metabolism->Hexose 1-P uridyltransferase;;High Quality
HUWE1_HUMAN Q7Z6Z7 HUWE1 (KIAA0312) (KIAA1578) (UREB1) (HSPC272)E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3481874.1 21 11 8 0 0 0.76 1762 5.76 Ubiquitin-protein ligase Proteolysis Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;High Quality
ATX3_HUMAN P54252 ATXN3 (ATX3) (MJD) (MJD1) (SCA3)Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=2 43432.3 0 1 2 0 0 0.76 1763 5.76 Other transcription factorOther mRNA transcription 0 High Quality
FAAA_HUMAN P16930 FAH Fumarylacetoacetase OS=Homo sapiens GN=FAH PE=1 SV=246357.6 3 0 2 0 0 0.76 1764 5.75 Other hydrolase Amino acid catabolism 0 High Quality
SPEE_HUMAN P19623 SRM (SPS1) (SRML1)Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=133806.5 5 0 1 0 0 0.76 1765 5.75 Synthase;Transferase Other metabolism 0 High Quality
HS105_HUMAN Q92598 HSPH1 (HSP105) (HSP110) (KIAA0201)Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=196847.8 11 2 4 0 0 0.76 1766 5.73 Hsp 70 family chaperoneProtein folding 0 High Quality
OSGEP_HUMAN Q9NPF4 OSGEP (GCPL1)Probable O-sialoglycoprotein endopeptidase OS=Homo sapiens GN=OSGEP PE=1 SV=136408.4 5 0 1 0 0 0.76 1767 5.73 Metalloprotease Proteolysis 0 High Quality
PIR_HUMAN O00625 PIR Pirin OS=Homo sapiens GN=PIR PE=1 SV=1 32095.7 3 0 3 0 0 0.76 1768 5.73 Transcription cofactor;Other miscellaneous function proteinmRNA transcription regulation0 High Quality
VAPB_HUMAN O95292 VAPB (UNQ484/PRO983)Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=327210.6 5 0 1 0 0 0.76 1769 5.72 Membrane traffic regulatory proteinGeneral vesicle transport;Cell motility0 High Quality
AP4A_HUMAN P50583 NUDT2 (APAH1)Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical] OS=Homo sapiens GN=NUDT2 PE=1 SV=316811.6 0 0 5 0 0 0.76 1770 5.71 Other hydrolase Biological process unclassified 0 High Quality
DNJA4_HUMAN Q8WW22 DNAJA4 DnaJ homolog subfamily A member 4 OS=Homo sapiens GN=DNAJA4 PE=1 SV=144780.3 4 1 3 0 0 0.76 1771 5.70 Other chaperones Protein folding;Stress response0 High Quality
HPBP1_HUMAN Q9NZL4 HSPBP1 (HSPBP) (PP1845)Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=139455.9 3 0 1 0 0 0.76 1772 5.70 Other chaperones Protein folding;Stress response0 High Quality
SYTC_HUMAN P26639 TARS Threonyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=383419.8 14 0 3 0 0 0.76 1773 5.69 Synthetase;Other ligase tRNA metabolism;Protein metabolism and modification0 High Quality
PKP2_HUMAN Q99959 PKP2 Plakophilin-2 OS=Homo sapiens GN=PKP2 PE=1 SV=1 97382.4 1 3 7 0 0 0.76 1774 5.69 Intermediate filament binding protein;Other cell junction proteinCell communication;Cell adhesion0 High Quality
NMT1_HUMAN P30419 NMT1 (NMT)Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens GN=NMT1 PE=1 SV=256789 1 3 1 0 0 0.76 1775 5.69 Other transferase Protein-lipid modification 0 High Quality
RL22_HUMAN P35268 RPL22 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=214769.3 0 0 4 0 0 0.75 1776 5.68 Ribosomal protein Protein biosynthesis 0 High Quality
PTCD3_HUMAN Q96EY7 PTCD3 (TRG15)Pentatricopeptide repeat-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=378534.6 7 0 5 0 0 0.75 1777 5.68 Molecular function unclassifiedBiological process unclassified 0 High Quality
HNMT_HUMAN P50135 HNMT Histamine N-methyltransferase OS=Homo sapiens GN=HNMT PE=1 SV=133278.6 4 0 2 0 0 0.75 1778 5.68 Molecular function unclassifiedBiological process unclassified 0 High Quality
LBP_HUMAN P18428 LBP Lipopolysaccharide-binding protein OS=Homo sapiens GN=LBP PE=1 SV=353368 4 0 2 0 0 0.75 1779 5.68 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
SMYD5_HUMAN Q6GMV2 SMYD5 (RAI15)SET and MYND domain-containing protein 5 OS=Homo sapiens GN=SMYD5 PE=1 SV=247322.1 3 0 2 0 0 0.75 1780 5.68 Transcription cofactor mRNA transcription regulation0 High Quality
SAE2_HUMAN Q9UBT2 UBA2 (SAE2) (UBLE1B) (HRIHFB2115)SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=271207.2 3 3 3 0 0 0.75 1781 5.68 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
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PCNA_HUMAN P12004 PCNA Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=128751.3 2 0 3 0 0 0.75 1782 5.67 DNA polymerase processivity factorDNA replication;DNA repair;DNA replication;Cell proliferation and differentiationDNA replication->PCNA;;Matchup
NUDT5_HUMAN Q9UKK9 NUDT5 (HSPC115)ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=124309.8 3 0 1 0 0 0.75 1783 5.67 Pyrophosphatase Purine metabolism 0 High Quality
ATBD4_HUMAN Q7L8W6 ATPBD4 ATP-binding domain-containing protein 4 OS=Homo sapiens GN=ATPBD4 PE=2 SV=230348.5 3 0 0 0 0 0.75 1784 5.67 Molecular function unclassifiedBiological process unclassified 0 High Quality
SND1_HUMAN Q7KZF4 SND1 (TDRD11)Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1101980.5 11 0 8 0 0 0.75 1785 5.67 Transcription cofactor;Nucleic acid bindingmRNA transcription 0 High Quality
COMD3_HUMAN Q9UBI1 COMMD3 (BUP) (C10orf8)COMM domain-containing protein 3 OS=Homo sapiens GN=COMMD3 PE=1 SV=122133.9 0 0 4 0 0 0.75 1786 5.66 Molecular function unclassifiedBiological process unclassified 0 High Quality
TMLH_HUMAN Q9NVH6 TMLHE (TMLH)Trimethyllysine dioxygenase, mitochondrial OS=Homo sapiens GN=TMLHE PE=2 SV=149500.2 6 0 2 0 0 0.75 1787 5.66 Oxygenase;HydroxylaseCoenzyme and prosthetic group metabolism0 High Quality
PCBP2_HUMAN Q15366 PCBP2 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=138562.9 3 0 3 0 0 0.75 1788 5.66 Select regulatory moleculeProtein metabolism and modification0 High Quality
ANM5_HUMAN O14744 PRMT5 (HRMT1L5) (IBP72) (JBP1) (SKB1)Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=472667.1 7 0 3 0 0 0.75 1789 5.65 Other signaling moleculeMAPKKK cascade 0 High Quality
WASF2_HUMAN Q9Y6W5 WASF2 (WAVE2)Wiskott-Aldrich syndrome protein family member 2 OS=Homo sapiens GN=WASF2 PE=1 SV=354267.3 2 3 0 0 0 0.75 1790 5.64 Non-motor actin binding proteinProtein complex assembly;Other metabolism0 High Quality
CB032_HUMAN Q96F85 CNRIP1 Uncharacterized protein C2orf32 OS=Homo sapiens GN=C2orf32 PE=1 SV=118630.4 1 0 3 0 0 0.75 1791 5.64 Molecular function unclassifiedBiological process unclassified 0 High Quality
RAB2A_HUMAN P61019 RAB2A (RAB2)Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=123528.2 3 0 3 0 0 0.75 1792 5.64 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
STK24_HUMAN Q9Y6E0 STK24 (MST3) (STK3)Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=149292.6 3 0 6 0 0 0.75 1793 5.63 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
KBL_HUMAN O75600 GCAT (KBL) 2-amino-3-ketobutyrate coenzyme A ligase, mitochondrial OS=Homo sapiens GN=GCAT PE=2 SV=145268.2 4 0 3 0 0 0.75 1794 5.62 Synthase;TransaminaseOther carbon metabolism 0 High Quality
UB2V1_HUMAN Q13404 UBE2V1 (CROC1) (UBE2V) (UEV1) (P/OKcl.19)Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=116344.9 0 0 3 0 0 0.75 1795 5.62 Other ligase Protein modification;Proteolysis;Cell cycle controlUbiquitin proteasome pathway->Ubiquitin-conjugating enzyme E2;;Toll receptor signaling pathway->Uev1A;;;High Quality
RHG17_HUMAN Q68EM7 ARHGAP17 (RICH1) (MSTP066) (MSTP110)Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=195419 1 3 6 0 0 0.75 1796 5.62 Other G-protein modulatorSignal transduction;Cell structure0 High Quality
DSCR3_HUMAN O14972 DSCR3 (DCRA) (DSCRA)Down syndrome critical region protein 3 OS=Homo sapiens GN=DSCR3 PE=2 SV=132992.3 4 0 1 0 0 0.75 1797 5.62 Other membrane traffic proteinIntracellular protein traffic;Developmental processes0 High Quality
DUS28_HUMAN Q4G0W2 DUSP28 Dual specificity phosphatase 28 OS=Homo sapiens GN=DUSP28 PE=2 SV=118305.7 2 0 1 0 0 0.75 1798 5.61 Kinase inhibitor;Protein phosphataseProtein modification;MAPKKK cascadeOxidative stress response->MAP Kinase Phosphatases;;Matchup
HDHD3_HUMAN Q9BSH5 HDHD3 (C9orf158)Haloacid dehalogenase-like hydrolase domain-containing protein 3 OS=Homo sapiens GN=HDHD3 PE=1 SV=127982.1 4 0 0 0 0 0.75 1799 5.61 Hydrolase Biological process unclassified 0 High Quality
PEPD_HUMAN P12955 PEPD (PRD) Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=354529.7 3 0 4 0 0 0.75 1800 5.61 Metalloprotease Proteolysis 0 High Quality
HV320_HUMAN P01781 n.o Ig heavy chain V-III region GAL OS=Homo sapiens PE=1 SV=112708.1 2 0 1 0 0 0.75 1801 5.61 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
CI142_HUMAN Q9BUH6 C9orf142 Uncharacterized protein C9orf142 OS=Homo sapiens GN=C9orf142 PE=1 SV=221622.2 2 1 0 0 0 0.75 1802 5.60 Molecular function unclassifiedBiological process unclassified 0 High Quality
SAPS1_HUMAN Q9UPN7 SAPS1 (KIAA1115) (PP6R1)SAPS domain family member 1 OS=Homo sapiens GN=SAPS1 PE=1 SV=4103121.2 0 2 3 0 0 0.75 1803 5.59 Phosphatase modulatorBiological process unclassified 0 High Quality
CA057_HUMAN Q9BSD7 C1orf57 Probable UPF0334 kinase-like protein C1orf57 OS=Homo sapiens GN=C1orf57 PE=1 SV=120694.8 2 1 0 0 0 0.75 1804 5.59 Kinase Biological process unclassified 0 High Quality
COR1C_HUMAN Q9ULV4 CORO1C (CRNN4)Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=1 53232.3 5 0 4 0 0 0.75 1805 5.58 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
IASPP_HUMAN Q8WUF5 PPP1R13L (IASPP) (NKIP1) (PPP1R13BL) (RAI)RelA-associated inhibitor OS=Homo sapiens GN=PPP1R13L PE=1 SV=489075.1 8 2 0 0 0 0.75 1806 5.58 Select regulatory moleculeApoptosis;Cell cycle control;Cell proliferation and differentiation0 High Quality
ZO2_HUMAN Q9UDY2 TJP2 (X104) (ZO2)Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=1133957.2 11 5 4 0 0 0.75 1807 5.58 Tight junction Cell structure 0 High Quality
LCMT1_HUMAN Q9UIC8 LCMT1 (LCMT) (CGI-68)Leucine carboxyl methyltransferase 1 OS=Homo sapiens GN=LCMT1 PE=1 SV=238362.1 3 0 3 0 0 0.75 1808 5.57 Methyltransferase Biological process unclassified 0 High Quality
GGPPS_HUMAN O95749 GGPS1 Geranylgeranyl pyrophosphate synthetase OS=Homo sapiens GN=GGPS1 PE=1 SV=134854.3 3 1 0 0 0 0.75 1809 5.57 Synthase;AcyltransferaseOther metabolism 0 High Quality
IF2G_HUMAN P41091 EIF2S3 (EIF2G)Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=351092.2 10 0 0 0 0 0.75 1810 5.57 Translation initiation factorProtein biosynthesis 0 High Quality
VATH_HUMAN Q9UI12 ATP6V1H (CGI-11)Vacuolar proton pump subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=155865.4 3 2 1 0 0 0.75 1811 5.57 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
G6PD_HUMAN P11413 G6PD Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=459240.1 3 0 7 0 0 0.75 1812 5.57 Dehydrogenase Monosaccharide metabolism 0 High Quality
HEXA_HUMAN P06865 HEXA Beta-hexosaminidase subunit alpha OS=Homo sapiens GN=HEXA PE=1 SV=160671.8 6 0 2 0 0 0.74 1813 5.56 Glycosidase Other polysaccharide metabolism;Lipid, fatty acid and steroid metabolism0 High Quality
PRDBP_HUMAN Q969G5 PRKCDBP (SRBC)Protein kinase C delta-binding protein OS=Homo sapiens GN=PRKCDBP PE=1 SV=127623.8 2 1 0 0 0 0.74 1814 5.55 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;Matchup
DDX6_HUMAN P26196 DDX6 (HLR2) (RCK)Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=254400.6 2 2 1 0 0 0.74 1815 5.55 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
MOL1B_HUMAN Q9H8S9 MOBKL1B (C2orf6) (MOB4B) (MOBK1B)Mps one binder kinase activator-like 1B OS=Homo sapiens GN=MOBKL1B PE=1 SV=425062.6 3 0 0 0 0 0.74 1816 5.55 Transcription cofactor;Other nucleic acid bindingDNA repair;mRNA transcription regulation0 High Quality
SYYC_HUMAN P54577 YARS Tyrosyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=459127.1 9 0 5 0 0 0.74 1817 5.53 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
SYP2L_HUMAN Q9H987 SYNPO2L Synaptopodin 2-like protein OS=Homo sapiens GN=SYNPO2L PE=2 SV=2102452.2 2 2 4 0 0 0.74 1818 5.53 Actin binding cytoskeletal proteinTumor suppressor;Cell structure;Cell motility0 High Quality
RT02_HUMAN Q9Y399 MRPS2 (CGI-91)28S ribosomal protein S2, mitochondrial OS=Homo sapiens GN=MRPS2 PE=2 SV=133232.6 6 0 0 0 0 0.74 1819 5.53 Ribosomal protein Protein biosynthesis 0 High Quality
ACTN1_HUMAN P12814 ACTN1 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2103043 6 0 7 0 0 0.74 1820 5.53 Non-motor actin binding proteinCell structure Integrin signalling pathway->alpha actinin;;High Quality
COMD6_HUMAN Q7Z4G1 COMMD6 (MSTP076)COMM domain-containing protein 6 OS=Homo sapiens GN=COMMD6 PE=1 SV=19619.9 0 0 2 0 0 0.74 1821 5.52 Molecular function unclassifiedBiological process unclassified 0 High Quality
ROCK1_HUMAN Q13464 ROCK1 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1158161 8 7 8 0 0 0.74 1822 5.52 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;High Quality
EGLN1_HUMAN Q9GZT9 EGLN1 (C1orf12) (PNAS-118) (PNAS-137)Egl nine homolog 1 OS=Homo sapiens GN=EGLN1 PE=1 SV=146003.5 2 2 2 0 0 0.74 1823 5.52 Oxidoreductase Apoptosis Hypoxia response via HIF activation->HIF-1 alpha prolyl hydroxylase 2;;Matchup
PLCL1_HUMAN Q15111 PLCL1 Inactive phospholipase C-like protein 1 OS=Homo sapiens GN=PLCL1 PE=1 SV=2122658.7 3 0 15 0 0 0.74 1824 5.51 Other signaling moleculeBiological process unclassifiedOxytocin receptor mediated signaling pathway->PLC beta;;Thyrotropin-releasing hormone receptor signaling pathway->PLC;;Histamine H1 receptor mediated signaling pathway->PLC;;5HT2 type receptor mediated signaling pathway->PLC;;Inflammation mediated by chemHigh Quality
IF2GL_HUMAN Q2VIR3 n.o Eukaryotic translation initiation factor 2 subunit 3-like protein OS=Homo sapiens PE=2 SV=251092.2 0 0 8 0 0 0.74 1825 5.51 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
4EBP1_HUMAN Q13541 EIF4EBP1 Eukaryotic translation initiation factor 4E-binding protein 1 OS=Homo sapiens GN=EIF4EBP1 PE=1 SV=312562.2 1 0 1 0 0 0.74 1826 5.51 Translation factor Protein biosynthesis;Translational regulation;Cell proliferation and differentiation;Tumor suppressorp38 MAPK pathway->eIF4E-binding protein 1;;p53 pathway by glucose deprivation->Eukaryotic translation initiation factor 4E-binding protein 1;;;Matchup
IMDH2_HUMAN P12268 IMPDH2 (IMPD2)Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=255788.4 3 0 8 0 0 0.74 1827 5.51 Dehydrogenase Purine metabolism De novo purine biosynthesis->IMP dehydrogenase;;High Quality
PDIP2_HUMAN Q9Y2S7 POLDIP2 (PDIP38) (POLD4) (HSPC017)Polymerase delta-interacting protein 2 OS=Homo sapiens GN=POLDIP2 PE=1 SV=142015 5 0 2 0 0 0.74 1828 5.51 Molecular function unclassifiedBiological process unclassified 0 High Quality
AT2L2_HUMAN Q8IUZ5 AGXT2L2 (PP9286)Alanine--glyoxylate aminotransferase 2-like 2 OS=Homo sapiens GN=AGXT2L2 PE=2 SV=149692 4 0 3 0 0 0.74 1829 5.51 Transaminase Amino acid metabolismPyruvate metabolism->Aminotransferase;;High Quality
KTN1_HUMAN Q86UP2 KTN1 (CG1) (KIAA0004)Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 156258.2 14 8 4 0 0 0.74 1830 5.50 Cytoskeletal protein;Other miscellaneous function proteinIntracellular protein traffic;Cell structure0 High Quality
FCL_HUMAN Q13630 TSTA3 GDP-L-fucose synthetase OS=Homo sapiens GN=TSTA3 PE=1 SV=135874.6 3 0 2 0 0 0.74 1831 5.49 Dehydratase;Epimerase/racemaseOther carbohydrate metabolism0 High Quality
GLYM_HUMAN P34897 SHMT2 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=355976.7 4 0 2 0 0 0.74 1832 5.49 Methyltransferase Other amino acid metabolism;Other nucleoside, nucleotide and nucleic acid metabolismSerine glycine biosynthesis->Glycine hydroxymethyltransferase;;High Quality
SF3A1_HUMAN Q15459 SF3A1 (SAP114)Splicing factor 3 subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=188868.1 1 2 2 0 0 0.74 1833 5.49 mRNA splicing factor mRNA splicing 0 High Quality
RT07_HUMAN Q9Y2R9 MRPS7 28S ribosomal protein S7, mitochondrial OS=Homo sapiens GN=MRPS7 PE=1 SV=128144.7 2 2 1 0 0 0.74 1834 5.49 Ribosomal protein Protein biosynthesis 0 High Quality
IBP2_HUMAN P18065 IGFBP2 (BP2) (IBP2)Insulin-like growth factor-binding protein 2 OS=Homo sapiens GN=IGFBP2 PE=1 SV=135119.1 0 0 3 0 0 0.74 1835 5.49 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
NPC2_HUMAN P61916 NPC2 Epididymal secretory protein E1 OS=Homo sapiens GN=NPC2 PE=1 SV=116552 0 0 3 0 0 0.74 1836 5.49 Molecular function unclassifiedLipid and fatty acid transport;Transport0 High Quality
RS7_HUMAN P62081 RPS7 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=122109.5 0 0 6 0 0 0.74 1837 5.49 Ribosomal protein Protein biosynthesis 0 High Quality
EIF3G_HUMAN O75821 EIF3G (EIF3S4)Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=235593.9 2 0 5 0 0 0.74 1838 5.49 Translation initiation factorProtein biosynthesis 0 High Quality
EF1A1_HUMAN P68104 EEF1A1 (EEF1A) (EF1A) (LENG7)Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150123.2 0 0 14 0 0 0.74 1839 5.48 Translation elongation factorTranslational regulation 0 High Quality
D2HDH_HUMAN Q8N465 D2HGDH (D2HGD)D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=D2HGDH PE=1 SV=356398.4 3 0 4 0 0 0.74 1840 5.48 Dehydrogenase Other carbohydrate metabolism0 High Quality
PSB9_HUMAN P28065 PSMB9 (LMP2) (RING12)Proteasome subunit beta type-9 OS=Homo sapiens GN=PSMB9 PE=1 SV=223246.4 1 0 3 0 0 0.74 1841 5.48 Other proteases Proteolysis 0 Matchup
SEP10_HUMAN Q9P0V9 SEP10 Septin-10 OS=Homo sapiens GN=SEPT10 PE=1 SV=2 52575.5 0 0 11 0 0 0.74 1842 5.48 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 High Quality
CTBP1_HUMAN Q13363 CTBP1 (CTBP)C-terminal-binding protein 1 OS=Homo sapiens GN=CTBP1 PE=1 SV=247517.4 6 0 1 0 0 0.74 1843 5.47 Transcription cofactor;DehydrogenaseAmino acid biosynthesisWnt signaling pathway->C-terminal Binding Protein;;High Quality
PDC10_HUMAN Q9BUL8 PDCD10 (CCM3) (TFAR15)Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=124684.5 1 1 3 0 0 0.74 1844 5.47 Molecular function unclassifiedApoptosis 0 High Quality
SYEM_HUMAN Q5JPH6 EARS2 (KIAA1970)Probable glutamyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=EARS2 PE=2 SV=258671.5 5 0 3 0 0 0.74 1845 5.46 Aminoacyl-tRNA synthetaseAmino acid activationHeme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
RCC1_HUMAN P18754 RCC1 (CHC1) Regulator of chromosome condensation OS=Homo sapiens GN=RCC1 PE=1 SV=144949.8 1 0 4 0 0 0.74 1846 5.46 Chromatin/chromatin-binding protein;Other G-protein modulatorNucleoside, nucleotide and nucleic acid transport;Transport;Mitosis0 High Quality
GSH1_HUMAN P48506 GCLC (GLCL) (GLCLC)Glutamate--cysteine ligase catalytic subunit OS=Homo sapiens GN=GCLC PE=1 SV=272749.8 4 0 6 0 0 0.73 1847 5.41 Other ligase Sulfur redox metabolism 0 High Quality
VDAC3_HUMAN Q9Y277 VDAC3 Voltage-dependent anion-selective channel protein 3 OS=Homo sapiens GN=VDAC3 PE=1 SV=130641.9 4 0 1 0 0 0.73 1848 5.41 Anion channel;Voltage-gated ion channelAnion transport 0 High Quality
CNN2_HUMAN Q99439 CNN2 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 33679.6 0 0 6 0 0 0.73 1849 5.41 Non-motor actin binding proteinMuscle contraction 0 High Quality
LV301_HUMAN P01714 n.o Ig lambda chain V-III region SH OS=Homo sapiens PE=1 SV=111374.6 0 0 2 0 0 0.73 1850 5.41 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
EI2BA_HUMAN Q14232 EIF2B1 (EIF2BA)Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=133695.2 6 0 0 0 0 0.73 1851 5.40 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
EIF3C_HUMAN Q99613 EIF3C (EIF3S8); EIF3CLEukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1105329.2 7 2 4 0 0 0.73 1852 5.40 Translation initiation factorProtein biosynthesis;Translational regulation;Nuclear transport0 High Quality
VPS36_HUMAN Q86VN1 VPS36 (C13orf9) (EAP45) (CGI-145)Vacuolar protein-sorting-associated protein 36 OS=Homo sapiens GN=VPS36 PE=1 SV=143800.1 5 0 2 0 0 0.73 1853 5.40 Molecular function unclassifiedBiological process unclassified 0 High Quality
EPM2A_HUMAN O95278 EPM2A Laforin OS=Homo sapiens GN=EPM2A PE=1 SV=2 37139 1 0 3 0 0 0.73 1854 5.39 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation0 High Quality
RT14_HUMAN O60783 MRPS14 28S ribosomal protein S14, mitochondrial OS=Homo sapiens GN=MRPS14 PE=1 SV=115121.1 4 0 0 0 0 0.73 1855 5.39 Ribosomal protein Protein biosynthesis 0 High Quality
RM11_HUMAN Q9Y3B7 MRPL11 (CGI-113)39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=2 SV=120665.9 3 0 2 0 0 0.73 1856 5.38 Ribosomal protein Protein biosynthesis 0 Matchup
IF4B_HUMAN P23588 EIF4B Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=269135.9 0 6 0 0 0 0.73 1857 5.38 Translation initiation factorProtein biosynthesis 0 High Quality
PEPL1_HUMAN Q8NDH3 NPEPL1 (KIAA1974)Probable aminopeptidase NPEPL1 OS=Homo sapiens GN=NPEPL1 PE=1 SV=355842.9 3 0 4 0 0 0.73 1858 5.38 Metalloprotease Proteolysis 0 High Quality
RL4_HUMAN P36578 RPL4 (RPL1) 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=547681.1 4 0 5 0 0 0.73 1859 5.38 Miscellaneous function Protein biosynthesis 0 High Quality
MCA2_HUMAN Q13155 AIMP2 Multisynthetase complex auxiliary component p38 OS=Homo sapiens GN=JTV1 PE=1 SV=235331.3 3 0 1 0 0 0.73 1860 5.37 Molecular function unclassifiedBiological process unclassified 0 High Quality
SCRN1_HUMAN Q12765 SCRN1 (KIAA0193)Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=2 46364.1 1 1 2 0 0 0.73 1861 5.37 Other miscellaneous function proteinProteolysis 0 Matchup
AASD1_HUMAN Q9BTE6 AARSD1 Alanyl-tRNA synthetase domain-containing protein 1 OS=Homo sapiens GN=AARSD1 PE=2 SV=245461.5 4 0 3 0 0 0.73 1862 5.37 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
PGCP_HUMAN Q9Y646 PGCP Plasma glutamate carboxypeptidase OS=Homo sapiens GN=PGCP PE=1 SV=151870.1 1 2 0 0 0 0.73 1863 5.37 Molecular function unclassifiedBiological process unclassified 0 High Quality
TENX_HUMAN P22105 TNXB (HXBL) (TNX) (TNXB1) (TNXB2) (XB)Tenascin-X OS=Homo sapiens GN=TNXB PE=1 SV=2 464420.2 23 12 2 0 0 0.73 1864 5.36 Cell adhesion molecule;Extracellular matrix glycoproteinExtracellular matrix protein-mediated signaling;Neurogenesis0 High Quality
XPP3_HUMAN Q9NQH7 XPNPEP3 Probable Xaa-Pro aminopeptidase 3 OS=Homo sapiens GN=XPNPEP3 PE=2 SV=157016.8 3 0 5 0 0 0.73 1865 5.36 Metalloprotease Proteolysis 0 High Quality
HNRPQ_HUMAN O60506 SYNCRIP (HNRPQ) (NSAP1)Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=269585.5 1 0 10 0 0 0.73 1866 5.35 mRNA processing factor;Ribosomal proteinmRNA splicing 0 High Quality
CN124_HUMAN Q9NRG7 SDR39U1 UPF0105 protein C14orf124 OS=Homo sapiens GN=C14orf124 PE=2 SV=134730.2 5 0 0 0 0 0.73 1867 5.34 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
STAT1_HUMAN P42224 STAT1 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=287318.9 5 0 7 0 0 0.73 1868 5.34 Other transcription factor;Nucleic acid bindingmRNA transcription EGF receptor signaling pathway->signal transducer and activator of transcription;;Oxidative stress response->v-myc myelocytomatosis viral oncogene homolog;;p53 pathway feedback loops 2->Myc;;Angiogenesis->Signal Transducer and Activator of Transcription 1High Quality
RET4_HUMAN P02753 RBP4 (PRO2222)Retinol-binding protein 4 OS=Homo sapiens GN=RBP4 PE=1 SV=322992.3 1 0 3 0 0 0.73 1869 5.34 Other transfer/carrier proteinVitamin/cofactor transport;Transport0 High Quality
SPRC_HUMAN P09486 SPARC (ON) SPARC OS=Homo sapiens GN=SPARC PE=1 SV=1 34613.9 0 1 1 0 0 0.73 1870 5.33 Molecular function unclassifiedBiological process unclassified 0 Matchup
SERPH_HUMAN P50454 SERPINH1 (CBP1) (CBP2) (HSP47) (SERPINH2) (PIG14)Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=2 46424 5 0 2 0 0 0.73 1871 5.32 Serine protease inhibitorProteolysis 0 High Quality
HNRPU_HUMAN Q00839 HNRNPU (HNRPU) (SAFA) (U21.1)Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=590496.1 5 2 3 0 0 0.72 1872 5.30 Other RNA-binding proteinOther nucleoside, nucleotide and nucleic acid metabolism0 High Quality
KBTBA_HUMAN O60662 KBTBD10 (KRP1)Kelch repeat and BTB domain-containing protein 10 OS=Homo sapiens GN=KBTBD10 PE=1 SV=268021.8 5 0 6 0 0 0.72 1873 5.29 Molecular function unclassifiedBiological process unclassified 0 High Quality
EFHD2_HUMAN Q96C19 EFHD2 (SWS1)EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=126680.4 7 0 0 0 0 0.72 1874 5.28 Other select calcium binding proteinsMuscle development 0 High Quality
DCTN6_HUMAN O00399 DCTN6 (WS3)Dynactin subunit 6 OS=Homo sapiens GN=DCTN6 PE=2 SV=120729.1 1 0 2 0 0 0.72 1875 5.27 Microtubule binding motor proteinLipid metabolism;Other metabolism0 Matchup
CPIN1_HUMAN Q6FI81 CIAPIN1 (CUA001) (PRO0915)Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=2 33565 0 1 2 0 0 0.72 1876 5.27 Molecular function unclassifiedBiological process unclassified 0 High Quality
DUS23_HUMAN Q9BVJ7 DUSP23 (LDP3) (VHZ)Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=116570.4 2 0 0 0 0 0.72 1877 5.27 Protein phosphatase Protein phosphorylation 0 High Quality
1433S_HUMAN P31947 SFN (HME1) 14-3-3 protein sigma OS=Homo sapiens GN=SFN PE=1 SV=127756.8 2 2 0 0 0 0.72 1878 5.26 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
SCFD1_HUMAN Q8WVM8 SCFD1 (C14orf163) (KIAA0917) (STXBP1L2) (FKSG23)Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=472364.3 3 0 3 0 0 0.72 1879 5.26 Membrane traffic regulatory proteinExocytosis 0 High Quality
PGM2_HUMAN Q96G03 PGM2 (MSTP006)Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=468267.7 6 0 5 0 0 0.72 1880 5.25 Mutase Monosaccharide metabolismXanthine and guanine salvage pathway->Guanine phosphoribosyltransferase;;N-acetylglucosamine metabolism->Phosphoglucosamine mutase;;Adenine and hypoxanthine salvage pathway->Hypoxanthine phosphoribosyl transferase;;Xanthine and guanine salvage pathway->XaHigh Quality
CD34_HUMAN P28906 CD34 Hematopoietic progenitor cell antigen CD34 OS=Homo sapiens GN=CD34 PE=1 SV=240698.5 2 0 1 0 0 0.72 1881 5.24 Cell adhesion molecule;Miscellaneous functionCell adhesion;Hematopoiesis 0 High Quality
TB182_HUMAN Q9C0C2 TNKS1BP1 (KIAA1741) (TAB182)182 kDa tankyrase 1-binding protein OS=Homo sapiens GN=TNKS1BP1 PE=1 SV=3181763 8 2 7 0 0 0.72 1882 5.24 Molecular function unclassifiedChromosome segregation 0 High Quality
CL023_HUMAN Q8WUH6 C12orf23 UPF0444 transmembrane protein C12orf23 OS=Homo sapiens GN=C12orf23 PE=1 SV=111730 0 0 3 0 0 0.72 1883 5.24 Molecular function unclassifiedBiological process unclassified 0 High Quality
RRAGA_HUMAN Q7L523 RRAGA Ras-related GTP-binding protein A OS=Homo sapiens GN=RRAGA PE=1 SV=143233.8 4 0 1 0 0 0.72 1884 5.24 Small GTPase Biological process unclassified 0 High Quality
SYMC_HUMAN P56192 MARS Methionyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2101099.5 8 0 1 0 0 0.72 1885 5.24 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
ARMET_HUMAN P55145 ARMET (ARP)Protein ARMET OS=Homo sapiens GN=ARMET PE=1 SV=220239.7 2 0 2 0 0 0.72 1886 5.24 Molecular function unclassifiedBiological process unclassified 0 High Quality
HRG_HUMAN P04196 HRG Histidine-rich glycoprotein OS=Homo sapiens GN=HRG PE=1 SV=159558.6 2 0 3 0 0 0.72 1887 5.23 Other miscellaneous function proteinBlood clotting 0 High Quality
PPP6_HUMAN O00743 PPP6C (PPP6)Serine/threonine-protein phosphatase 6 OS=Homo sapiens GN=PPP6C PE=1 SV=135126.8 3 0 0 0 0 0.72 1888 5.22 Protein phosphatase Biological process unclassifiedFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
SNAG_HUMAN Q99747 NAPG (SNAPG)Gamma-soluble NSF attachment protein OS=Homo sapiens GN=NAPG PE=1 SV=134728.9 1 0 5 0 0 0.72 1889 5.22 Other membrane traffic proteinExocytosis 0 High Quality
CQ10A_HUMAN Q96MF6 COQ10A (UNQ6192/PRO20219)Protein COQ10 A, mitochondrial OS=Homo sapiens GN=COQ10A PE=2 SV=227668.2 2 1 0 0 0 0.72 1890 5.22 Other synthase/synthetaseOther immune and defense 0 High Quality
CT007_HUMAN Q5TEU4 C20orf7 Probable methyltransferase C20orf7 OS=Homo sapiens GN=C20orf7 PE=2 SV=138901.4 2 0 3 0 0 0.72 1891 5.21 Molecular function unclassifiedBiological process unclassified 0 High Quality
PAIP1_HUMAN Q9H074 PAIP1 Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens GN=PAIP1 PE=1 SV=153507.6 0 0 3 0 0 0.72 1892 5.20 Other RNA-binding proteinProtein biosynthesis 0 High Quality
NDUA9_HUMAN Q16795 NDUFA9 (NDUFS2L)NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial OS=Homo sapiens GN=NDUFA9 PE=1 SV=242492.1 4 0 3 0 0 0.72 1893 5.20 Dehydrogenase;ReductaseOxidative phosphorylation 0 High Quality
APOL2_HUMAN Q9BQE5 APOL2 Apolipoprotein-L2 OS=Homo sapiens GN=APOL2 PE=2 SV=137074.8 4 0 1 0 0 0.72 1894 5.19 Molecular function unclassifiedBiological process unclassified 0 High Quality
DNLZ_HUMAN Q5SXM8 DNLZ (C9orf151)DNL-type zinc finger protein OS=Homo sapiens GN=DNLZ PE=2 SV=119185.6 1 0 2 0 0 0.72 1895 5.19 Chaperone Biological process unclassified 0 Matchup
THIC_HUMAN Q9BWD1 ACAT2 (ACTL)Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=241332.4 0 0 5 0 0 0.71 1896 5.19 Acetyltransferase Protein acetylation 0 High Quality
PEX19_HUMAN P40855 PEX19 (HK33) (PXF) (OK/SW-cl.22)Peroxisomal biogenesis factor 19 OS=Homo sapiens GN=PEX19 PE=1 SV=132789.2 2 0 2 0 0 0.71 1897 5.18 Storage protein Lipid and fatty acid binding 0 High Quality
ROCK2_HUMAN O75116 ROCK2 (KIAA0619)Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=3160900.8 9 3 4 0 0 0.71 1898 5.18 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;High Quality
RS6_HUMAN P62753 RPS6 (OK/SW-cl.2)40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=128663.7 6 0 1 0 0 0.71 1899 5.18 Molecular function unclassifiedBiological process unclassified 0 High Quality
SNRPA_HUMAN P09012 SNRPA U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=331262.4 4 0 0 0 0 0.71 1900 5.18 mRNA splicing factor mRNA splicing mRNA splicing->U1;;mRNA splicing->U2;;;High Quality
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LYPA2_HUMAN O95372 LYPLA2 Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=2 SV=124719.2 2 0 1 0 0 0.71 1901 5.17 Phospholipase Lipid metabolism;Protein-lipid modification;G-protein mediated signaling;Cell proliferation and differentiation0 High Quality
CHID1_HUMAN Q9BWS9 CHID1 (GL008) (PSEC0104) (SB139)Chitinase domain-containing protein 1 OS=Homo sapiens GN=CHID1 PE=1 SV=144922.9 3 0 2 0 0 0.71 1902 5.17 Glycosidase Other polysaccharide metabolism0 High Quality
RM46_HUMAN Q9H2W6 MRPL46 (C15orf4) (LIECG2)39S ribosomal protein L46, mitochondrial OS=Homo sapiens GN=MRPL46 PE=2 SV=131688.3 3 0 1 0 0 0.71 1903 5.14 Ribosomal protein Biological process unclassified 0 Matchup
C2D1A_HUMAN Q6P1N0 CC2D1A Coiled-coil and C2 domain-containing protein 1A OS=Homo sapiens GN=CC2D1A PE=1 SV=1104046.9 5 5 0 0 0 0.71 1904 5.14 Molecular function unclassifiedBiological process unclassified 0 High Quality
KRT36_HUMAN O76013 KRT36 (HHA6) (HKA6) (KRTHA6)Keratin, type I cuticular Ha6 OS=Homo sapiens GN=KRT36 PE=1 SV=152229 6 0 0 0 0 0.71 1905 5.14 Intermediate filament;Structural proteinCell structure 0 High Quality
CO6A1_HUMAN P12109 COL6A1 Collagen alpha-1(VI) chain OS=Homo sapiens GN=COL6A1 PE=1 SV=3108512.9 3 1 6 0 0 0.71 1906 5.14 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
ERF1_HUMAN P62495 ETF1 (ERF1) (RF1) (SUP45L1)Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=349014.6 5 0 3 0 0 0.71 1907 5.14 Translation release factorProtein biosynthesis 0 High Quality
ABCE1_HUMAN P61221 ABCE1 (RLI) (RNASEL1) (RNASELI) (RNS4I) (OK/SW-cl.40)ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=167298.4 5 0 3 0 0 0.71 1908 5.13 Molecular function unclassifiedBiological process unclassified 0 High Quality
BAP31_HUMAN P51572 BCAP31 (BAP31) (DXS1357E)B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=327974.6 6 0 0 0 0 0.71 1909 5.13 Transporter;Membrane traffic proteinIntracellular protein traffic;Apoptosis0 High Quality
SYNE1_HUMAN Q8NF91 SYNE1 (KIAA0796) (KIAA1262) (KIAA1756) (MYNE1)Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=2 1011038.5 0 0 5 0 8 0.71 1910 5.13 Molecular function unclassifiedBiological process unclassified 0 Matchup
CI064_HUMAN Q5T6V5 C9orf64 UPF0553 protein C9orf64 OS=Homo sapiens GN=C9orf64 PE=1 SV=139011.7 6 0 0 0 0 0.71 1911 5.12 Molecular function unclassifiedBiological process unclassified 0 High Quality
NB5R1_HUMAN Q9UHQ9 CYB5R1 (NQO3A2) (UNQ3049/PRO9865)NADH-cytochrome b5 reductase 1 OS=Homo sapiens GN=CYB5R1 PE=1 SV=134078.1 6 0 0 0 0 0.71 1912 5.12 Reductase Fatty acid desaturation;Cholesterol metabolism;Other pathways of electron transport0 High Quality
ODBB_HUMAN P21953 BCKDHB 2-oxoisovalerate dehydrogenase subunit beta, mitochondrial OS=Homo sapiens GN=BCKDHB PE=1 SV=243104.9 0 0 6 0 0 0.71 1913 5.12 Dehydrogenase Amino acid catabolism 0 High Quality
UBL4A_HUMAN P11441 UBL4A (DXS254E) (GDX) (UBL4)Ubiquitin-like protein 4A OS=Homo sapiens GN=UBL4A PE=1 SV=117758.9 4 0 0 0 0 0.71 1914 5.12 Ribosomal protein Proteolysis 0 High Quality
FTHFD_HUMAN O75891 ALDH1L1 (FTHFD)10-formyltetrahydrofolate dehydrogenase OS=Homo sapiens GN=ALDH1L1 PE=1 SV=298812.2 7 0 6 0 0 0.71 1915 5.11 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
SELB_HUMAN P57772 EEFSEC (SELB)Selenocysteine-specific elongation factor OS=Homo sapiens GN=EEFSEC PE=2 SV=365322.1 0 0 8 0 0 0.71 1916 5.11 Translation elongation factorProtein biosynthesis 0 High Quality
RAB14_HUMAN P61106 RAB14 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=423879.6 4 0 0 0 0 0.71 1917 5.11 Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
SHLB2_HUMAN Q9NR46 SH3GLB2 (KIAA1848) (PP578)Endophilin-B2 OS=Homo sapiens GN=SH3GLB2 PE=1 SV=143957.2 0 1 4 0 0 0.71 1918 5.11 Molecular function unclassifiedBiological process unclassified 0 Matchup
SYAP1_HUMAN Q96A49 SYAP1 (PRO3113)Synapse-associated protein 1 OS=Homo sapiens GN=SYAP1 PE=1 SV=139915.4 0 2 1 0 0 0.71 1919 5.10 Molecular function unclassifiedSynaptic transmission 0 High Quality
SHIP2_HUMAN O15357 INPPL1 (SHIP2)Phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase 2 OS=Homo sapiens GN=INPPL1 PE=1 SV=1138570.3 5 4 1 0 0 0.71 1920 5.10 Other phosphatase Phospholipid metabolism;Cytokine and chemokine mediated signaling pathway;Receptor protein tyrosine kinase signaling pathwayInflammation mediated by chemokine and cytokine signaling pathway->SH2 domain-containing inositol 5-phosphatase;;PI3 kinase pathway->SHIP;;Insulin/IGF pathway-protein kinase B signaling cascade->SH2 domain-containing inositol 5-phosphatase 2;;;;High Quality
MYO1C_HUMAN O00159 MYO1C Myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=2 117934.8 7 1 6 0 0 0.71 1921 5.09 Actin binding motor proteinGeneral vesicle transportNicotinic acetylcholine receptor signaling pathway->Myosin;;High Quality
BPHL_HUMAN Q86WA6 BPHL (MCNAA)Valacyclovir hydrolase OS=Homo sapiens GN=BPHL PE=1 SV=132525.4 4 0 1 0 0 0.71 1922 5.08 Hydrolase Detoxification;Other metabolism0 High Quality
AHSA1_HUMAN O95433 AHSA1 (C14orf3) (HSPC322)Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=138256.4 3 0 3 0 0 0.71 1923 5.08 Other chaperones;Other enzyme activatorProtein folding;Stress response;Other metabolism0 High Quality
K1H1_HUMAN Q15323 KRT31 (HHA1) (HKA1) (KRTHA1)Keratin, type I cuticular Ha1 OS=Homo sapiens GN=KRT31 PE=1 SV=247213.6 8 0 0 0 0 0.71 1924 5.07 Intermediate filament;Structural proteinCell structure 0 High Quality
COMT_HUMAN P21964 COMT Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=230019.6 1 0 2 0 0 0.71 1925 5.07 Methyltransferase Neuronal activities;Other metabolismDopamine receptor mediated signaling pathway->Catechol-O-Methyl Transferase;;Adrenaline and noradrenaline biosynthesis->Catechol-O-Methyl Transferase;;;High Quality
CA128_HUMAN Q9GZP4 C1orf128 (AD039) (HT014) (PP603)UPF0424 protein C1orf128 OS=Homo sapiens GN=C1orf128 PE=1 SV=124160.3 3 0 1 0 0 0.71 1926 5.07 Molecular function unclassifiedBiological process unclassified 0 High Quality
FINC_HUMAN P02751 FN1 (FN) Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=3 262581 8 1 8 0 0 0.70 1927 5.07 Cell adhesion molecule;Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion;Phagocytosis;Cell structureIntegrin signalling pathway->Fibronectin;;High Quality
SMYD2_HUMAN Q9NRG4 SMYD2 (KMT3C)SET and MYND domain-containing protein 2 OS=Homo sapiens GN=SMYD2 PE=1 SV=249670.8 3 0 3 0 0 0.70 1928 5.07 Transcription cofactor mRNA transcription regulation0 High Quality
CJ032_HUMAN Q96B45 C10orf32 Uncharacterized protein C10orf32 OS=Homo sapiens GN=C10orf32 PE=2 SV=111546.2 1 0 1 0 0 0.70 1929 5.06 Nuclease;Translation initiation factorProtein biosynthesis;Translational regulation;Other protein metabolism0 Matchup
AGM1_HUMAN O95394 PGM3 (AGM1)Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=159834.4 0 1 3 0 0 0.70 1930 5.06 Mutase Monosaccharide metabolism 0 High Quality
NUBP1_HUMAN P53384 NUBP1 (NBP) (NBP1)Nucleotide-binding protein 1 OS=Homo sapiens GN=NUBP1 PE=2 SV=134570.9 0 0 5 0 0 0.70 1931 5.06 Other hydrolase Protein metabolism and modification0 High Quality
ACTY_HUMAN P42025 ACTR1B (CTRN2)Beta-centractin OS=Homo sapiens GN=ACTR1B PE=1 SV=142597.2 0 2 0 0 0 0.70 1932 5.06 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structureCytoskeletal regulation by Rho GTPase->Actin;;Nicotinic acetylcholine receptor signaling pathway->Actin;;Alzheimer disease-presenilin pathway->actin;;Wnt signaling pathway->NFAT Target Genes;;Cadherin signaling pathway->Filamentous F-actin;;Integrin signaHigh Quality
SEPT6_HUMAN Q14141 SEPT6 (KIAA0128) (SEP2)Septin-6 OS=Homo sapiens GN=SEPT6 PE=1 SV=4 49699.6 1 2 2 0 0 0.70 1933 5.06 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
ALKB7_HUMAN Q9BT30 ALKBH7 (SPATA11) (UNQ6002/PRO34564)Alkylated DNA repair protein alkB homolog 7 OS=Homo sapiens GN=ALKBH7 PE=2 SV=124498.5 2 0 0 0 0 0.70 1934 5.06 Molecular function unclassifiedBiological process unclassified 0 High Quality
UGGG1_HUMAN Q9NYU2 UGCGL1 (GT) (UGGT) (UGT1) (UGTR)UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGCGL1 PE=1 SV=2174964.5 3 1 14 0 0 0.70 1935 5.06 Glycosyltransferase Protein glycosylation 0 High Quality
MYPN_HUMAN Q86TC9 MYPN (MYOP)Myopalladin OS=Homo sapiens GN=MYPN PE=1 SV=2 145239.7 3 2 6 0 0 0.70 1936 5.06 Actin binding cytoskeletal proteinMuscle contraction;Cell structure0 High Quality
UB2R2_HUMAN Q712K3 UBE2R2 (CDC34B) (UBC3B)Ubiquitin-conjugating enzyme E2 R2 OS=Homo sapiens GN=UBE2R2 PE=1 SV=127148.7 2 0 0 0 0 0.67 1937 4.64 Other ligase Protein modification;Cell proliferation and differentiation0 High Quality
SYAM_HUMAN Q5JTZ9 AARS2 (AARSL) (KIAA1270)Probable alanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=AARS2 PE=1 SV=1107321.9 6 0 2 0 0 0.67 1938 4.64 Other RNA-binding protein;SynthetasetRNA metabolism 0 High Quality
MMAA_HUMAN Q8IVH4 MMAA Methylmalonic aciduria type A protein, mitochondrial OS=Homo sapiens GN=MMAA PE=1 SV=146521.8 5 0 0 0 0 0.67 1939 4.64 Molecular function unclassifiedBiological process unclassified 0 High Quality
DP13B_HUMAN Q8NEU8 APPL2 (DIP13B)DCC-interacting protein 13-beta OS=Homo sapiens GN=APPL2 PE=1 SV=374476.8 0 0 5 0 0 0.67 1940 4.63 Molecular function unclassifiedOther developmental process 0 High Quality
GEPH_HUMAN Q9NQX3 GPHN (GPH) (KIAA1385)Gephyrin OS=Homo sapiens GN=GPHN PE=1 SV=1 79731.6 2 0 4 0 0 0.67 1941 4.63 Other miscellaneous function proteinProtein metabolism and modification;Coenzyme and prosthetic group metabolism0 High Quality
PACN1_HUMAN Q9BY11 PACSIN1 (KIAA1379)Protein kinase C and casein kinase substrate in neurons protein 1 OS=Homo sapiens GN=PACSIN1 PE=1 SV=150947.9 0 0 5 0 0 0.67 1942 4.63 Membrane traffic regulatory proteinProtein phosphorylation;Other intracellular signaling cascadeHuntington disease->Protein kinase C and casein kinase substrate in neurons 1;;High Quality
RM44_HUMAN Q9H9J2 MRPL44 39S ribosomal protein L44, mitochondrial OS=Homo sapiens GN=MRPL44 PE=1 SV=137518.1 3 0 0 0 0 0.66 1943 4.62 Molecular function unclassifiedBiological process unclassified 0 High Quality
UBE3A_HUMAN Q05086 UBE3A (E6AP) (EPVE6AP) (HPVE6A)Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=3100632 8 0 2 0 0 0.66 1944 4.62 Ubiquitin-protein ligase Proteolysis Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;High Quality
ABCF1_HUMAN Q8NE71 ABCF1 (ABC50)ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=295910.2 0 0 7 0 0 0.66 1945 4.62 ATP-binding cassette (ABC) transporterTransport 0 High Quality
TACC2_HUMAN O95359 TACC2 Transforming acidic coiled-coil-containing protein 2 OS=Homo sapiens GN=TACC2 PE=1 SV=3309405.1 5 4 9 0 0 0.66 1946 4.62 Other miscellaneous function proteinOncogenesis 0 High Quality
SAMH1_HUMAN Q9Y3Z3 SAMHD1 (MOP5)SAM domain and HD domain-containing protein 1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=272184.7 2 0 5 0 0 0.66 1947 4.61 Hydrolase;Defense/immunity proteinImmunity and defense 0 High Quality
RB6I2_HUMAN Q8IUD2 ERC1 (ELKS) (KIAA1081) (RAB6IP2)ELKS/RAB6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1128072.6 4 3 5 0 0 0.66 1948 4.60 G-protein modulator;Membrane traffic proteinGeneral vesicle transport 0 High Quality
CO2_HUMAN P06681 C2 Complement C2 OS=Homo sapiens GN=C2 PE=1 SV=2 83250.8 5 0 1 0 0 0.66 1949 4.60 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
ADAL_HUMAN Q6DHV7 ADAL Adenosine deaminase-like protein OS=Homo sapiens GN=ADAL PE=2 SV=240247.1 1 0 2 0 0 0.66 1950 4.60 Deaminase Purine metabolism Adenine and hypoxanthine salvage pathway->Adenosine deaminase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine deaminase;;;High Quality
ADRO_HUMAN P22570 FDXR (ADXR) NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Homo sapiens GN=FDXR PE=1 SV=353818.5 4 0 1 0 0 0.66 1951 4.58 Reductase Ferredoxin metabolismVitamin D metabolism and pathway->Ferredoxin Reductase;;High Quality
WD42A_HUMAN Q5TAQ9 WDR42A (H326)WD repeat-containing protein 42A OS=Homo sapiens GN=WDR42A PE=1 SV=166833.4 1 0 3 0 0 0.66 1952 4.58 G-protein;Other miscellaneous function proteinRegulation of nucleoside, nucleotide metabolism;Signal transduction;Apoptosis0 High Quality
CELF1_HUMAN Q92879 CUGBP1 (BRUNOL2) (CELF1) (CUGBP) (NAB50)CUG-BP- and ETR-3-like factor 1 OS=Homo sapiens GN=CUGBP1 PE=1 SV=252046 0 0 3 0 0 0.66 1953 4.58 Other RNA-binding proteinmRNA splicing 0 High Quality
CDK5_HUMAN Q00535 CDK5 Cell division protein kinase 5 OS=Homo sapiens GN=CDK5 PE=1 SV=333287.8 3 0 0 0 0 0.66 1954 4.58 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell cycle control;MitosisAxon guidance mediated by semaphorins->Cyclin-dependent kinase 5;;Dopamine receptor mediated signaling pathway->cyclin-dependent kinase 5;;;High Quality
LU_HUMAN P50895 BCAM (LU) (MSK19)Lutheran blood group glycoprotein OS=Homo sapiens GN=BCAM PE=1 SV=267385.9 1 0 4 0 0 0.66 1955 4.58 Receptor;CAM family adhesion moleculeCell adhesion 0 High Quality
KBP_HUMAN Q96EK5 KIAA1279 (KBP)KIF1-binding protein OS=Homo sapiens GN=KIAA1279 PE=1 SV=171797.7 4 0 2 0 0 0.66 1956 4.58 Molecular function unclassifiedBiological process unclassified 0 Matchup
RT29_HUMAN P51398 DAP3 (MRPS29)28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=145549.7 2 0 2 0 0 0.66 1957 4.57 Ribosomal protein Protein biosynthesis 0 High Quality
CLPB_HUMAN Q9H078 CLPB (HSP78) (SKD3)Caseinolytic peptidase B protein homolog OS=Homo sapiens GN=CLPB PE=2 SV=178713.2 4 0 4 0 0 0.66 1958 4.57 Hydrolase Intracellular protein traffic 0 High Quality
SRP72_HUMAN O76094 SRP72 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=374590.3 2 0 5 0 0 0.66 1959 4.57 Molecular function unclassifiedBiological process unclassified 0 High Quality
LRSM1_HUMAN Q6UWE0 LRSAM1 (TAL) (UNQ6496/PRO21356)E3 ubiquitin-protein ligase LRSAM1 OS=Homo sapiens GN=LRSAM1 PE=1 SV=183577.8 3 0 4 0 0 0.66 1960 4.57 Other miscellaneous function proteinOther immune and defense;Miscellaneous0 High Quality
RABE1_HUMAN Q15276 RABEP1 (RABPT5) (RABPT5A)Rab GTPase-binding effector protein 1 OS=Homo sapiens GN=RABEP1 PE=1 SV=299273.9 1 2 5 0 0 0.66 1961 4.56 Molecular function unclassifiedBiological process unclassified 0 High Quality
MAOX_HUMAN P48163 ME1 NADP-dependent malic enzyme OS=Homo sapiens GN=ME1 PE=1 SV=164133.4 3 0 2 0 0 0.66 1962 4.56 Dehydrogenase;Acyltransferase;DecarboxylaseTricarboxylic acid pathway;Other carbohydrate metabolism;Amino acid catabolism;Other carbon metabolismPyruvate metabolism->Malic enzyme;;High Quality
SUV3_HUMAN Q8IYB8 SUPV3L1 (SUV3)ATP-dependent RNA helicase SUPV3L1, mitochondrial OS=Homo sapiens GN=SUPV3L1 PE=1 SV=187976.8 3 1 0 0 0 0.66 1963 4.55 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
DCUP_HUMAN P06132 UROD Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=240769.2 0 0 3 0 0 0.66 1964 4.55 Decarboxylase Porphyrin metabolismHeme biosynthesis->Uroporphyrinogen decarboxylase;;High Quality
LIMS2_HUMAN Q7Z4I7 LIMS2 (PINCH2)LIM and senescent cell antigen-like-containing domain protein 2 OS=Homo sapiens GN=LIMS2 PE=1 SV=138897.4 0 0 4 0 0 0.66 1965 4.55 Actin binding cytoskeletal protein;Structural proteinOther receptor mediated signaling pathway;Cell motilityIntegrin signalling pathway->PINCH;;High Quality
VPS4B_HUMAN O75351 VPS4B (SKD1) (VPS42)Vacuolar protein sorting-associating protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=249285.7 0 1 2 0 0 0.66 1966 4.55 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
KPRA_HUMAN Q14558 PRPSAP1 Phosphoribosyl pyrophosphate synthetase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=239376.5 1 0 3 0 0 0.66 1967 4.55 Molecular function unclassifiedBiological process unclassified 0 High Quality
EIF3M_HUMAN Q7L2H7 EIF3M (HFLB5) (PCID1) (GA17) (PNAS-125)Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=142485.8 3 0 0 0 0 0.66 1968 4.54 Other miscellaneous function proteinMiscellaneous;Cell proliferation and differentiation0 High Quality
RL18_HUMAN Q07020 RPL18 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=221617.2 0 0 3 0 0 0.66 1969 4.54 Ribosomal protein Protein biosynthesis 0 High Quality
TTC5_HUMAN Q8N0Z6 TTC5 Tetratricopeptide repeat protein 5 OS=Homo sapiens GN=TTC5 PE=2 SV=148937.1 0 0 4 0 0 0.66 1970 4.54 Molecular function unclassifiedRNA catabolism;Other metabolism0 High Quality
HEM3_HUMAN P08397 HMBS (PBGD) (UPS)Porphobilinogen deaminase OS=Homo sapiens GN=HMBS PE=1 SV=239312.5 0 0 4 0 0 0.66 1971 4.53 Deaminase Porphyrin metabolismHeme biosynthesis->Hydroxymethylbilane synthase;;High Quality
VIGLN_HUMAN Q00341 HDLBP (HBP) (VGL)Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=1 141424.1 4 0 11 0 0 0.66 1972 4.53 Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
C1QR1_HUMAN Q9NPY3 CD93 (C1QR1) (MXRA4)Complement component C1q receptor OS=Homo sapiens GN=CD93 PE=1 SV=368541.2 1 0 3 0 0 0.66 1973 4.52 Other receptor Cell adhesion-mediated signaling;Immunity and defense0 Matchup
DD19B_HUMAN Q9UMR2 DDX19B (DBP5) (DDX19)ATP-dependent RNA helicase DDX19B OS=Homo sapiens GN=DDX19B PE=1 SV=153909.7 1 0 4 0 0 0.65 1974 4.52 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
KTHY_HUMAN P23919 DTYMK (CDC8) (TMPK) (TYMK)Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=423801.8 3 0 0 0 0 0.65 1975 4.51 Nucleotide kinase DNA metabolism De novo pyrimidine deoxyribonucleotide biosynthesis->dTMP kinase;;High Quality
PPM1B_HUMAN O75688 PPM1B (PP2CB)Protein phosphatase 1B OS=Homo sapiens GN=PPM1B PE=1 SV=152624.4 0 0 5 0 0 0.65 1976 4.51 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 High Quality
IMMT_HUMAN Q16891 IMMT (HMP) (PIG4)Mitochondrial inner membrane protein OS=Homo sapiens GN=IMMT PE=1 SV=183661 1 0 7 0 0 0.65 1977 4.51 Molecular function unclassifiedBiological process unclassified 0 High Quality
CHCH3_HUMAN Q9NX63 CHCHD3 Coiled-coil-helix-coiled-coil-helix domain-containing protein 3, mitochondrial OS=Homo sapiens GN=CHCHD3 PE=1 SV=126134.5 2 1 0 0 0 0.65 1978 4.51 Molecular function unclassifiedBiological process unclassified 0 High Quality
RM45_HUMAN Q9BRJ2 MRPL45 39S ribosomal protein L45, mitochondrial OS=Homo sapiens GN=MRPL45 PE=2 SV=235333.3 1 0 3 0 0 0.65 1979 4.50 Molecular function unclassifiedBiological process unclassified 0 Matchup
SYYM_HUMAN Q9Y2Z4 YARS2 (CGI-04)Tyrosyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=YARS2 PE=1 SV=253183 1 0 4 0 0 0.65 1980 4.50 Nucleic acid binding;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
DD19A_HUMAN Q9NUU7 DDX19A (DDX19L)ATP-dependent RNA helicase DDX19A OS=Homo sapiens GN=DDX19A PE=1 SV=153957.9 6 0 0 0 0 0.65 1981 4.49 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
AT1A3_HUMAN P13637 ATP1A3 Sodium/potassium-transporting ATPase subunit alpha-3 OS=Homo sapiens GN=ATP1A3 PE=1 SV=3111733.5 6 0 2 0 0 0.65 1982 4.49 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
TBCD4_HUMAN O60343 TBC1D4 (AS160) (KIAA0603)TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2146549.1 5 0 5 0 0 0.65 1983 4.49 Molecular function unclassifiedBiological process unclassified 0 High Quality
TES_HUMAN Q9UGI8 TES Testin OS=Homo sapiens GN=TES PE=1 SV=1 47977.6 3 0 1 0 0 0.65 1984 4.49 Actin binding cytoskeletal protein;Structural proteinGametogenesis;Tumor suppressor;Cell structure;Cell motility0 High Quality
HS74L_HUMAN O95757 HSPA4L (APG1) (OSP94)Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=294470.4 6 0 3 0 0 0.65 1985 4.49 Hsp 70 family chaperoneProtein folding 0 High Quality
RM18_HUMAN Q9H0U6 MRPL18 (HSPC071)39S ribosomal protein L18, mitochondrial OS=Homo sapiens GN=MRPL18 PE=2 SV=120557.9 2 0 0 0 0 0.65 1986 4.48 Ribosomal protein Protein biosynthesis 0 High Quality
CC060_HUMAN Q9BU61 C3orf60 Uncharacterized protein C3orf60 OS=Homo sapiens GN=C3orf60 PE=2 SV=120332.3 1 0 1 0 0 0.65 1987 4.48 Molecular function unclassifiedBiological process unclassified 0 Matchup
HNRPC_HUMAN P07910 HNRNPC (HNRPC)Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=433652.5 1 1 1 0 0 0.65 1988 4.48 Molecular function unclassifiedBiological process unclassified 0 Matchup
XPO1_HUMAN O14980 XPO1 (CRM1)Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 123370.9 6 0 2 0 0 0.65 1989 4.48 Molecular function unclassifiedBiological process unclassified 0 High Quality
KS6A3_HUMAN P51812 RPS6KA3 (ISPK1) (RSK2)Ribosomal protein S6 kinase alpha-3 OS=Homo sapiens GN=RPS6KA3 PE=1 SV=183720.5 3 1 2 0 0 0.65 1990 4.47 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascade;Neurogenesis;Skeletal development;Cell cycle controlInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->90 kDa ribosomal protein S6 kinase;;PDGF signaling pathway->p90RSK;;Interleukin signaling pathway->Ribosomal protein S6 kinase, 90kD;;Ras Pathway->p90 ribosomal S6 kinase;;;;;High Quality
APOA4_HUMAN P06727 APOA4 Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=345381.3 0 2 1 0 0 0.65 1991 4.47 Transporter;ApolipoproteinLipid and fatty acid transport;Transport;Blood circulation and gas exchange0 Matchup
IMPCT_HUMAN Q9P2X3 IMPACT Protein IMPACT OS=Homo sapiens GN=IMPACT PE=2 SV=136445.1 2 0 1 0 0 0.65 1992 4.46 Molecular function unclassifiedAmino acid metabolism regulation;Other metabolism0 Matchup
SSA27_HUMAN O60232 SSSCA1 Sjoegren syndrome/scleroderma autoantigen 1 OS=Homo sapiens GN=SSSCA1 PE=1 SV=121456.5 0 0 2 0 0 0.65 1993 4.46 Molecular function unclassifiedBiological process unclassified 0 High Quality
PP1G_HUMAN P36873 PPP1CC Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=136967.6 3 0 0 0 0 0.65 1994 4.45 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
GPC1_HUMAN P35052 GPC1 Glypican-1 OS=Homo sapiens GN=GPC1 PE=1 SV=1 61633.3 0 0 4 0 0 0.65 1995 4.45 Cell adhesion molecule;Extracellular matrix glycoproteinCell adhesion 0 High Quality
PAXI_HUMAN P49023 PXN Paxillin OS=Homo sapiens GN=PXN PE=1 SV=2 64515 0 1 1 0 0 0.65 1996 4.45 Actin binding cytoskeletal proteinCell motility Integrin signalling pathway->Paxillin;;Angiogenesis->Paxillin;;VEGF signaling pathway->Paxillin;;;;Matchup
PCYOX_HUMAN Q9UHG3 PCYOX1 (KIAA0908) (PCL1) (UNQ597/PRO1183)Prenylcysteine oxidase 1 OS=Homo sapiens GN=PCYOX1 PE=1 SV=356624.2 3 0 1 0 0 0.65 1997 4.45 Molecular function unclassifiedBiological process unclassified 0 High Quality
CX026_HUMAN Q9BVG4 CXorf26 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=126039.5 2 0 1 0 0 0.65 1998 4.44 Molecular function unclassifiedBiological process unclassified 0 High Quality
RU2A_HUMAN P09661 SNRPA1 U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=228399.1 1 0 2 0 0 0.65 1999 4.42 mRNA splicing factor mRNA splicing 0 Matchup
ARI1_HUMAN Q9Y4X5 ARIH1 (ARI) (MOP6) (UBCH7BP) (HUSSY-27)Protein ariadne-1 homolog OS=Homo sapiens GN=ARIH1 PE=1 SV=264099.2 0 0 4 0 0 0.65 2000 4.42 Ubiquitin-protein ligase Protein modification 0 High Quality
MOCS3_HUMAN O95396 MOCS3 (UBA4)Molybdenum cofactor synthesis protein 3 OS=Homo sapiens GN=MOCS3 PE=1 SV=149651.5 0 0 3 0 0 0.64 2001 4.42 Molecular function unclassifiedBiological process unclassified 0 High Quality
CMA1_HUMAN P23946 CMA1 (CYH) (CYM)Chymase OS=Homo sapiens GN=CMA1 PE=1 SV=1 27307.5 0 0 2 0 0 0.64 2002 4.41 Serine protease Proteolysis;Granulocyte-mediated immunity;ApoptosisApoptosis signaling pathway->Granzyme B;;High Quality
RBG1L_HUMAN Q5R372 RABGAP1L (HHL) (KIAA0471)RAB GTPase-activating protein 1-like OS=Homo sapiens GN=RABGAP1L PE=2 SV=192496.6 4 0 2 0 0 0.64 2003 4.41 Other G-protein modulatorBiological process unclassified 0 High Quality
PACS1_HUMAN Q6VY07 PACS1 (KIAA1175)Phosphofurin acidic cluster sorting protein 1 OS=Homo sapiens GN=PACS1 PE=1 SV=2104881.4 1 2 3 0 0 0.64 2004 4.41 Molecular function unclassifiedBiological process unclassified 0 High Quality
KLC2_HUMAN Q9H0B6 KLC2 Kinesin light chain 2 OS=Homo sapiens GN=KLC2 PE=1 SV=168918.2 0 2 2 0 0 0.64 2005 4.41 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;Matchup
DAG1_HUMAN Q14118 DAG1 Dystroglycan OS=Homo sapiens GN=DAG1 PE=1 SV=1 97563.3 2 0 4 0 0 0.64 2006 4.40 Other receptor Extracellular matrix protein-mediated signaling0 High Quality
STBD1_HUMAN O95210 STBD1 (GENX-3414)Starch-binding domain-containing protein 1 OS=Homo sapiens GN=STBD1 PE=1 SV=138988.1 0 0 3 0 0 0.64 2007 4.39 Other RNA-binding proteinRNA localization;Translational regulation;Developmental processes0 High Quality
PARVB_HUMAN Q9HBI1 PARVB (CGI-56)Beta-parvin OS=Homo sapiens GN=PARVB PE=1 SV=1 41696.9 4 0 0 0 0 0.64 2008 4.39 Actin and actin related proteinCell motility Integrin signalling pathway->Parvin;;High Quality
2A5A_HUMAN Q15172 PPP2R5A Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform OS=Homo sapiens GN=PPP2R5A PE=1 SV=156178.2 4 0 1 0 0 0.64 2009 4.39 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
SYWM_HUMAN Q9UGM6 WARS2 Tryptophanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=WARS2 PE=1 SV=140128.9 4 0 0 0 0 0.64 2010 4.39 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
AK1C1_HUMAN Q04828 AKR1C1 (DDH) (DDH1)Aldo-keto reductase family 1 member C1 OS=Homo sapiens GN=AKR1C1 PE=1 SV=136771.1 1 0 3 0 0 0.64 2011 4.39 Reductase Other metabolism 0 High Quality
KLC1_HUMAN Q07866 KLC1 (KLC) (KNS2)Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=164768.9 0 0 6 0 0 0.64 2012 4.38 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
MESD2_HUMAN Q14696 MESDC2 (KIAA0081) (UNQ1911/PRO4369)Mesoderm development candidate 2 OS=Homo sapiens GN=MESDC2 PE=1 SV=226059.9 1 0 2 0 0 0.64 2013 4.38 Molecular function unclassifiedMesoderm development 0 Matchup
IL18_HUMAN Q14116 IL18 (IGIF) (IL1F4)Interleukin-18 OS=Homo sapiens GN=IL18 PE=1 SV=1 22309.4 1 0 1 0 0 0.64 2014 4.38 Interleukin Cytokine and chemokine mediated signaling pathway;MAPKKK cascade;JAK-STAT cascade;Ligand-mediated signaling;Immunity and defenseInflammation mediated by chemokine and cytokine signaling pathway->Interferon gamma;;Interleukin signaling pathway->Interleukin;;Toll receptor signaling pathway->Gene trancription;;;;Matchup
BDH_HUMAN Q02338 BDH1 (BDH) D-beta-hydroxybutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=BDH1 PE=1 SV=338139.9 3 0 0 0 0 0.64 2015 4.37 Dehydrogenase;ReductaseOther metabolism 0 High Quality
NUCG_HUMAN Q14249 ENDOG Endonuclease G, mitochondrial OS=Homo sapiens GN=ENDOG PE=2 SV=332628.9 1 0 2 0 0 0.64 2016 4.37 Endodeoxyribonuclease;Endoribonuclease;HydrolaseDNA replication;Apoptotic processes;DNA replicationApoptosis signaling pathway->Endonuclease G;;Matchup
G6PE_HUMAN O95479 H6PD (GDH) GDH/6PGL endoplasmic bifunctional protein OS=Homo sapiens GN=H6PD PE=1 SV=288875.6 3 0 2 0 0 0.64 2017 4.37 Dehydrogenase Monosaccharide metabolism 0 High Quality
B3GLT_HUMAN Q6Y288 B3GALTL (B3GTL)Beta-1,3-glucosyltransferase OS=Homo sapiens GN=B3GALTL PE=1 SV=256548 3 0 1 0 0 0.64 2018 4.36 Glycosyltransferase Biological process unclassified 0 High Quality
EIF3F_HUMAN O00303 EIF3F (EIF3S5)Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=137545.5 2 0 0 0 0 0.64 2019 4.36 Translation initiation factorProtein biosynthesisCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
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ITB1_HUMAN P05556 ITGB1 (FNRB) (MDF2) (MSK12)Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=1 88447.1 2 0 3 0 0 0.64 2020 4.35 Other receptor;Cell adhesion moleculeCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion;Blood clotting;Cell motilityIntegrin signalling pathway->Integrin beta;;Inflammation mediated by chemokine and cytokine signaling pathway->Integrin;;;High Quality
TBB3_HUMAN Q13509 TUBB3 (TUBB4)Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=250414.7 3 0 3 0 0 0.64 2021 4.35 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
PP1A_HUMAN P62136 PPP1CA (PPP1A)Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=137495.9 3 0 0 0 0 0.64 2022 4.35 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
CLPX_HUMAN O76031 CLPX ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial OS=Homo sapiens GN=CLPX PE=1 SV=269206.7 0 0 6 0 0 0.64 2023 4.35 Other chaperones Protein folding;Proteolysis;Transport0 High Quality
CUTC_HUMAN Q9NTM9 CUTC (CGI-32)Copper homeostasis protein cutC homolog OS=Homo sapiens GN=CUTC PE=1 SV=129323.5 0 0 3 0 0 0.64 2024 4.34 Cation transporter Cation transport 0 High Quality
SC24C_HUMAN P53992 SEC24C (KIAA0079)Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=2118297.2 2 1 2 0 0 0.64 2025 4.34 Vesicle coat protein General vesicle transport;Transport0 High Quality
3HAO_HUMAN P46952 HAAO 3-hydroxyanthranilate 3,4-dioxygenase OS=Homo sapiens GN=HAAO PE=1 SV=132524.1 0 0 2 0 0 0.63 2026 4.30 Molecular function unclassifiedBiological process unclassified 0 High Quality
PIPNB_HUMAN P48739 PITPNB Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=231522.3 4 0 0 0 0 0.63 2027 4.30 Molecular function unclassifiedBiological process unclassified 0 High Quality
ERAP1_HUMAN Q9NZ08 ERAP1 (APPILS) (ARTS1) (KIAA0525) (UNQ584/PRO1154)Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3107219.9 4 0 2 0 0 0.63 2028 4.29 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
PPME1_HUMAN Q9Y570 PPME1 (PME1) (PP2593) (PRO0750)Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=342297.8 0 0 3 0 0 0.63 2029 4.29 Esterase Lipid, fatty acid and steroid metabolism;Protein modification0 High Quality
AP1M1_HUMAN Q9BXS5 AP1M1 (CLTNM)AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=348569.8 5 0 0 0 0 0.63 2030 4.29 Other membrane traffic proteinPinocytosis;Transport 0 High Quality
OSBL1_HUMAN Q9BXW6 OSBPL1A (ORP1) (OSBP8) (OSBPL1) (OSBPL1B)Oxysterol-binding protein-related protein 1 OS=Homo sapiens GN=OSBPL1A PE=1 SV=2108454.1 5 0 2 0 0 0.63 2031 4.28 Transfer/carrier protein;Other miscellaneous function proteinCholesterol metabolism 0 High Quality
EPN4_HUMAN Q14677 CLINT1 (ENTH) (EPN4) (EPNR) (KIAA0171)Clathrin interactor 1 OS=Homo sapiens GN=CLINT1 PE=1 SV=168242.5 0 1 2 0 0 0.63 2032 4.28 Other membrane traffic proteinIntracellular signaling cascade 0 Matchup
ACACB_HUMAN O00763 ACACB (ACC2) (ACCB)Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB PE=1 SV=2276541 4 4 3 0 0 0.63 2033 4.28 Other ligase Gluconeogenesis;Monosaccharide metabolism;Fatty acid biosynthesis;Coenzyme metabolism0 Matchup
RFA1_HUMAN P27694 RPA1 (REPA1) (RPA70)Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=268121 2 0 3 0 0 0.63 2034 4.27 Single-stranded DNA-binding proteinDNA replication;DNA replication0 High Quality
PRRC1_HUMAN Q96M27 PRRC1 Protein PPRC1 OS=Homo sapiens GN=PRRC1 PE=2 SV=1 46683 0 0 3 0 0 0.63 2035 4.27 Molecular function unclassifiedBiological process unclassified 0 High Quality
RHOG_HUMAN P84095 RHOG (ARHG)Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=121290.1 1 0 1 0 0 0.63 2036 4.26 Small GTPase G-protein mediated signaling;Cell structure and motilityHuntington disease->Rac;;EGF receptor signaling pathway->Rac;;;Matchup
COPA_HUMAN P53621 COPA Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2138331.3 3 0 6 0 0 0.63 2037 4.25 Vesicle coat protein Exocytosis;Endocytosis;Transport0 High Quality
AP2A1_HUMAN O95782 AP2A1 (ADTAA) (CLAPA1)AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=2107539.7 3 0 4 0 0 0.63 2038 4.25 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosisHuntington disease->alpha-Adaptin;;High Quality
CK068_HUMAN Q9H3H3 C11orf68 (BLES03)Uncharacterized protein C11orf68 OS=Homo sapiens GN=C11orf68 PE=1 SV=127365 2 0 0 0 0 0.63 2039 4.24 Molecular function unclassifiedBiological process unclassified 0 High Quality
AAPK2_HUMAN P54646 PRKAA2 (AMPK) (AMPK2)5'-AMP-activated protein kinase catalytic subunit alpha-2 OS=Homo sapiens GN=PRKAA2 PE=1 SV=262302.9 4 0 0 0 0 0.63 2040 4.24 Non-receptor serine/threonine protein kinaseGluconeogenesis;Protein phosphorylation;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
TRI25_HUMAN Q14258 TRIM25 (EFP) (RNF147) (ZNF147)Tripartite motif-containing protein 25 OS=Homo sapiens GN=TRIM25 PE=1 SV=170971.2 1 0 3 0 0 0.63 2041 4.24 Ubiquitin-protein ligase Proteolysis 0 High Quality
RHEB_HUMAN Q15382 RHEB (RHEB2)GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=120479.9 2 0 0 0 0 0.63 2042 4.23 Small GTPase Intracellular signaling cascade;Cell proliferation and differentiationTGF-beta signaling pathway->Ras-GTP;;p53 pathway by glucose deprivation->Ras homolog enriched in brain 2;;TGF-beta signaling pathway->Ras-GDP;;;;High Quality
UBP15_HUMAN Q9Y4E8 USP15 (KIAA0529)Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3112405.3 2 0 5 0 0 0.63 2043 4.23 Cysteine protease Proteolysis 0 High Quality
DOHH_HUMAN Q9BU89 DOHH (HLRC1)Deoxyhypusine hydroxylase OS=Homo sapiens GN=DOHH PE=1 SV=132886.1 0 0 2 0 0 0.63 2044 4.23 Molecular function unclassifiedBiological process unclassified 0 High Quality
AT1A1_HUMAN P05023 ATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1112881.5 0 0 7 0 0 0.63 2045 4.23 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
WBP11_HUMAN Q9Y2W2 WBP11 (NPWBP) (SNP70)WW domain-binding protein 11 OS=Homo sapiens GN=WBP11 PE=1 SV=169981.9 0 0 4 0 0 0.63 2046 4.22 Molecular function unclassifiedBiological process unclassified 0 High Quality
HBS1L_HUMAN Q9Y450 HBS1L (HBS1) (KIAA1038)HBS1-like protein OS=Homo sapiens GN=HBS1L PE=1 SV=175455.8 0 0 6 0 0 0.63 2047 4.22 Translation factor Protein biosynthesis 0 High Quality
NGRN_HUMAN Q9NPE2 NGRN (FI58G) (HT020)Neugrin OS=Homo sapiens GN=NGRN PE=2 SV=1 24400.9 0 0 2 0 0 0.62 2048 4.22 Molecular function unclassifiedBiological process unclassified 0 High Quality
IF16_HUMAN Q16666 IFI16 (IFNGIP1)Gamma-interferon-inducible protein Ifi-16 OS=Homo sapiens GN=IFI16 PE=1 SV=388240.1 0 0 7 0 0 0.62 2049 4.21 Other transcription factormRNA transcription regulation;Interferon-mediated immunity;Cell proliferation and differentiation0 High Quality
CE033_HUMAN Q4G0N4 C5orf33 UPF0465 protein C5orf33 OS=Homo sapiens GN=C5orf33 PE=2 SV=249415.4 3 0 1 0 0 0.62 2050 4.21 Molecular function unclassifiedBiological process unclassified 0 High Quality
UBE2O_HUMAN Q9C0C9 UBE2O (KIAA1734)Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE2O PE=1 SV=2141335.6 5 0 3 0 0 0.62 2051 4.21 Other ligase Protein modification 0 High Quality
SYNM_HUMAN Q96I59 NARS2 Probable asparaginyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=NARS2 PE=2 SV=254059.9 3 0 0 0 0 0.62 2052 4.19 Other RNA-binding protein;Aminoacyl-tRNA synthetaseAmino acid activation 0 High Quality
CB056_HUMAN Q7L592 C2orf56 UPF0511 protein C2orf56, mitochondrial OS=Homo sapiens GN=C2orf56 PE=2 SV=149220.7 1 0 3 0 0 0.62 2053 4.19 Molecular function unclassifiedBiological process unclassified 0 Matchup
SFRS1_HUMAN Q07955 SFRS1 (ASF) (SF2) (SF2P33) (OK/SW-cl.3)Splicing factor, arginine/serine-rich 1 OS=Homo sapiens GN=SFRS1 PE=1 SV=227727.1 1 0 2 0 0 0.62 2054 4.18 mRNA splicing factor mRNA splicing 0 High Quality
RAB8A_HUMAN P61006 RAB8A (MEL) (RAB8)Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=123651.6 3 0 0 0 0 0.62 2055 4.18 Small GTPase General vesicle transport 0 High Quality
COIA1_HUMAN P39060 COL18A1 Collagen alpha-1(XVIII) chain OS=Homo sapiens GN=COL18A1 PE=1 SV=4178141.7 2 0 5 0 0 0.62 2056 4.18 Extracellular matrix structural proteinAngiogenesis Integrin signalling pathway->Collagen;;High Quality
DJB11_HUMAN Q9UBS4 DNAJB11 (EDJ) (ERJ3) (PSEC0121) (UNQ537/PRO1080)DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=140496.6 0 0 3 0 0 0.62 2057 4.18 Other chaperones Protein folding 0 High Quality
HXK2_HUMAN P52789 HK2 Hexokinase-2 OS=Homo sapiens GN=HK2 PE=1 SV=2 102363.3 4 0 4 0 0 0.62 2058 4.18 Carbohydrate kinase Glycolysis Pentose phosphate pathway->Hexokinase;;Glycolysis->Hexokinase;;Fructose galactose metabolism->Hexokinase;;;;High Quality
IF2P_HUMAN O60841 EIF5B (IF2) (KIAA0741)Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=3138786.3 4 0 6 0 0 0.62 2059 4.16 Translation initiation factor;HydrolaseProtein biosynthesis 0 High Quality
ITBP2_HUMAN Q9UKP3 ITGB1BP2 (MSTP015)Integrin beta-1-binding protein 2 OS=Homo sapiens GN=ITGB1BP2 PE=2 SV=138363.6 1 0 1 0 0 0.62 2060 4.16 Molecular function unclassifiedCell adhesion;Muscle development0 Matchup
OSBP1_HUMAN P22059 OSBP (OSBP1)Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=189404.4 0 0 5 0 0 0.62 2061 4.16 Transfer/carrier proteinLipid and fatty acid transport;Cholesterol metabolism;Transport0 High Quality
GGT5_HUMAN P36269 GGT5 (GGTLA1)Gamma-glutamyltransferase 5 OS=Homo sapiens GN=GGT5 PE=2 SV=262242.8 1 0 2 0 0 0.62 2062 4.16 Acyltransferase;Other proteasesAmino acid metabolism;Protein modification;Proteolysis0 Matchup
PLMN_HUMAN P00747 PLG Plasminogen OS=Homo sapiens GN=PLG PE=1 SV=2 90549.4 3 0 1 0 0 0.62 2063 4.15 Peptide hormone;Other protease inhibitor;Other enzyme inhibitor;Serine protease;Calmodulin related protein;AnnexinLipid and fatty acid transport;Proteolysis;Transport;Blood clotting;Apoptosis;Angiogenesis;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Plasminogen;;Plasminogen activating cascade->Plasminogen;;Blood coagulation->Plasmin;;Plasminogen activating cascade->Plasmin;;;;;High Quality
IGHA2_HUMAN P01877 IGHA2 Ig alpha-2 chain C region OS=Homo sapiens GN=IGHA2 PE=1 SV=236489.3 0 0 3 0 0 0.62 2064 4.14 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
CE035_HUMAN Q8NE22 C5orf35 Uncharacterized protein C5orf35 OS=Homo sapiens GN=C5orf35 PE=2 SV=134134.8 2 0 0 0 0 0.62 2065 4.14 Molecular function unclassifiedBiological process unclassified 0 High Quality
SYPM_HUMAN Q7L3T8 PARS2 Probable prolyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=PARS2 PE=1 SV=153245.8 2 0 1 0 0 0.62 2066 4.14 Synthetase;Other ligase tRNA metabolism;Protein metabolism and modification0 Matchup
RL3_HUMAN P39023 RPL3 (OK/SW-cl.32)60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=246091.5 2 0 2 0 0 0.62 2067 4.14 Ribosomal protein Protein biosynthesisDe novo pyrimidine deoxyribonucleotide biosynthesis->dTDP kinase;;De novo pyrimidine deoxyribonucleotide biosynthesis->dCDP kinase;;De novo purine biosynthesis->dADP kinase;;De novo pyrmidine ribonucleotides biosythesis->CDP kinase;;De novo pyrimidine deoHigh Quality
CAH3_HUMAN P07451 CA3 Carbonic anhydrase 3 OS=Homo sapiens GN=CA3 PE=1 SV=329539.8 0 0 2 0 0 0.62 2068 4.13 Dehydratase Other carbon metabolism 0 High Quality
SC31A_HUMAN O94979 SEC31A (KIAA0905) (SEC31L1) (HSPC275) (HSPC334)Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3132998.8 2 0 4 0 0 0.62 2069 4.13 Vesicle coat protein Exocytosis;General vesicle transport0 High Quality
NFIB_HUMAN O00712 NFIB Nuclear factor 1 B-type OS=Homo sapiens GN=NFIB PE=2 SV=247424.8 0 0 2 0 0 0.62 2070 4.13 Transcription factor;Nucleic acid bindingmRNA transcription 0 High Quality
FAF1_HUMAN Q9UNN5 FAF1 (UBXD12) (UBXN3A) (CGI-03)FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=273937.2 2 0 2 0 0 0.62 2071 4.12 Other miscellaneous function proteinIntracellular signaling cascade;Induction of apoptosisFAS signaling pathway->FAF1;;High Quality
DAF_HUMAN P08174 CD55 (CR) (DAF)Complement decay-accelerating factor OS=Homo sapiens GN=CD55 PE=1 SV=441382.1 0 0 2 0 0 0.62 2072 4.12 Complement componentComplement-mediated immunity0 High Quality
RT11_HUMAN P82912 MRPS11 (RPMS11) (HCC2)28S ribosomal protein S11, mitochondrial OS=Homo sapiens GN=MRPS11 PE=2 SV=220597.8 0 0 2 0 0 0.61 2073 4.12 Ribosomal protein Protein biosynthesis 0 High Quality
HCFC1_HUMAN P51610 HCFC1 (HCF1) (HFC1)Host cell factor OS=Homo sapiens GN=HCFC1 PE=1 SV=2208706.5 0 0 8 0 0 0.61 2074 4.12 Nucleic acid binding Nucleoside, nucleotide and nucleic acid metabolism;Cell proliferation and differentiation0 High Quality
GPSM1_HUMAN Q86YR5 GPSM1 (AGS3)G-protein-signaling modulator 1 OS=Homo sapiens GN=GPSM1 PE=1 SV=172118.9 0 2 0 0 0 0.61 2075 4.11 Guanyl-nucleotide exchange factor;Other G-protein modulatorG-protein mediated signaling;CytokinesisHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Activator of G-protein signaling;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Activator of G-protein signaling;;;High Quality
CSK22_HUMAN P19784 CSNK2A2 (CK2A2)Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=141196.5 1 0 2 0 0 0.61 2076 4.11 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;High Quality
IF4A3_HUMAN P38919 EIF4A3 (DDX48) (KIAA0111)Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=446854.4 3 0 1 0 0 0.61 2077 4.10 RNA helicase;Translation initiation factorProtein biosynthesis;Translational regulation0 Matchup
GCP2_HUMAN Q9BSJ2 TUBGCP2 (GCP2)Gamma-tubulin complex component 2 OS=Homo sapiens GN=TUBGCP2 PE=1 SV=2102519.6 0 0 6 0 0 0.61 2078 4.10 Non-motor microtubule binding proteinCell cycle;Cell structure 0 High Quality
AP1B1_HUMAN Q10567 AP1B1 (ADTB1) (BAM22) (CLAPB2)AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=2 SV=1104591.4 2 0 4 0 0 0.61 2079 4.10 Membrane traffic proteinGeneral vesicle transport 0 High Quality
SYCC_HUMAN P49589 CARS Cysteinyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=385457.6 0 0 5 0 0 0.61 2080 4.09 Other RNA-binding protein;Aminoacyl-tRNA synthetaseProtein metabolism and modification0 High Quality
DDX3Y_HUMAN O15523 DDX3Y (DBY) ATP-dependent RNA helicase DDX3Y OS=Homo sapiens GN=DDX3Y PE=1 SV=273137.8 0 0 5 0 0 0.61 2081 4.09 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
HEM4_HUMAN P10746 UROS Uroporphyrinogen-III synthase OS=Homo sapiens GN=UROS PE=1 SV=128610.7 0 0 2 0 0 0.61 2082 4.08 Synthase;Other hydrolasePorphyrin metabolismHeme biosynthesis->Uroporphyrinogen-III synthase;;High Quality
GUAA_HUMAN P49915 GMPS GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=176698.7 1 0 5 0 0 0.61 2083 4.08 Synthase;Other transferasePurine metabolism De novo purine biosynthesis->GMP synthase;;High Quality
PERQ2_HUMAN Q6Y7W6 GIGYF2 (KIAA0642) (PERQ2) (TNRC15)PERQ amino acid-rich with GYF domain-containing protein 2 OS=Homo sapiens GN=GIGYF2 PE=1 SV=1150051.3 0 3 2 0 0 0.61 2084 4.08 Molecular function unclassifiedBiological process unclassified 0 Matchup
PPM1G_HUMAN O15355 PPM1G (PPM1C)Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=159253.9 0 1 1 0 0 0.61 2085 4.07 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Matchup
K1394_HUMAN A5YM72 ATPGD1 ATP-grasp domain-containing protein KIAA1394 OS=Homo sapiens GN=KIAA1394 PE=2 SV=288496.8 2 0 2 0 0 0.61 2086 4.07 Molecular function unclassifiedBiological process unclassified 0 High Quality
PRKN2_HUMAN O60260 PARK2 (PRKN)E3 ubiquitin-protein ligase parkin OS=Homo sapiens GN=PARK2 PE=1 SV=251620.6 0 0 3 0 0 0.61 2087 4.07 Ubiquitin-protein ligase Protein modification;NeurogenesisParkinson disease->Parkin;;High Quality
VPS11_HUMAN Q9H270 VPS11 (RNF108) (PP3476)Vacuolar protein sorting-associated protein 11 homolog OS=Homo sapiens GN=VPS11 PE=1 SV=1107821.2 3 0 3 0 0 0.61 2088 4.07 Membrane traffic regulatory proteinEndocytosis 0 High Quality
CSK_HUMAN P41240 CSK Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=150686.9 3 0 1 0 0 0.61 2089 4.06 Non-receptor tyrosine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Cell cycle control;Cell proliferation and differentiationT cell activation->Csk;;Parkinson disease->Rous sarcoma protein tyrosine kinase;;Integrin signalling pathway->C-terminal Src kinase;;;;High Quality
AKT1_HUMAN P31749 AKT1 (PKB) (RAC)RAC-alpha serine/threonine-protein kinase OS=Homo sapiens GN=AKT1 PE=1 SV=255669.6 3 0 1 0 0 0.61 2090 4.06 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Nitric oxide biosynthesis;Inhibition of apoptosis;Gametogenesis;Cell cycle control;Cell proliferation and differentiationHypoxia response via HIF activation->v-akt murine thymoma viral oncogene homolog 1;;Ras Pathway->AKT;;FAS signaling pathway->Apoptosis signal regulating kinase 1;;Interleukin signaling pathway->Protein kinase B;;Huntington disease->Thymoma Viral Proto-OncMatchup
ADA_HUMAN P00813 ADA Adenosine deaminase OS=Homo sapiens GN=ADA PE=1 SV=340747.1 1 0 2 0 0 0.61 2091 4.06 Deaminase Purine metabolism Adenine and hypoxanthine salvage pathway->Adenosine deaminase;;Adenine and hypoxanthine salvage pathway->Deoxyadenosine deaminase;;;Matchup
ARRB1_HUMAN P49407 ARRB1 (ARR1)Beta-arrestin-1 OS=Homo sapiens GN=ARRB1 PE=1 SV=247048.3 0 0 3 0 0 0.61 2092 4.06 Select regulatory molecule;Other miscellaneous function proteinG-protein mediated signaling;Endocytosis;Sensory perceptionWnt signaling pathway->Beta-Arrestin;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->beta-arrestin 1;;Inflammation mediated by chemokine and cytokine signaling pathway->Arrestin;;Heterotrimeric G-protein signaling pathway-Gi alpHigh Quality
ADPRH_HUMAN P54922 ADPRH (ARH1)[Protein ADP-ribosylarginine] hydrolase OS=Homo sapiens GN=ADPRH PE=1 SV=139489.5 2 0 0 0 0 0.61 2093 4.06 Hydrolase Biological process unclassified 0 High Quality
HERC4_HUMAN Q5GLZ8 HERC4 (KIAA1593)Probable E3 ubiquitin-protein ligase HERC4 OS=Homo sapiens GN=HERC4 PE=1 SV=1118548.6 2 0 4 0 0 0.61 2094 4.05 Ubiquitin-protein ligase Proteolysis 0 High Quality
NCAM1_HUMAN P13591 NCAM1 (NCAM)Neural cell adhesion molecule 1 OS=Homo sapiens GN=NCAM1 PE=1 SV=394556.3 0 0 5 0 0 0.61 2095 4.05 CAM family adhesion moleculeCell adhesion-mediated signaling;Cell adhesion;Other neuronal activity;Neurogenesis0 High Quality
RBM14_HUMAN Q96PK6 RBM14 (SIP) RNA-binding protein 14 OS=Homo sapiens GN=RBM14 PE=1 SV=269474.3 0 0 3 0 0 0.61 2096 4.03 Other RNA-binding proteinmRNA transcription;mRNA splicing;Steroid hormone-mediated signaling0 High Quality
EI2BB_HUMAN P49770 EIF2B2 (EIF2BB)Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=338972.1 0 0 2 0 0 0.61 2097 4.03 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
NSF_HUMAN P46459 NSF Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=282545.4 0 0 6 0 0 0.60 2098 4.03 Other hydrolase Exocytosis;Transport;Neurotransmitter releaseIonotropic glutamate receptor pathway->N-Ethylmaleimide-sensitive fusion protein;;Synaptic_vesicle_trafficking->N-ethylmaleimide-sensitive factor;;;High Quality
UNG_HUMAN P13051 UNG (DGU) (UNG1) (UNG15)Uracil-DNA glycosylase OS=Homo sapiens GN=UNG PE=1 SV=234627.4 2 0 0 0 0 0.60 2099 4.02 DNA glycosylase;HydrolaseCarbohydrate metabolism;DNA repair0 High Quality
MYH4_HUMAN Q9Y623 MYH4 Myosin-4 OS=Homo sapiens GN=MYH4 PE=1 SV=1 223000.6 0 0 0 0 6 0.60 2100 4.02 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;Matchup
PUF60_HUMAN Q9UHX1 PUF60 (FIR) (ROBPI) (SIAHBP1)Poly(U)-binding-splicing factor PUF60 OS=Homo sapiens GN=PUF60 PE=1 SV=159857.6 0 0 3 0 0 0.60 2101 4.02 Other transcription factormRNA transcription termination;rRNA metabolismGeneral transcription by RNA polymerase I->PTRF;;High Quality
NIBL1_HUMAN Q96TA1 FAM129B (C9orf88)Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=282666 2 0 2 0 0 0.60 2102 4.02 Molecular function unclassifiedOncogenesis 0 Matchup
NEK9_HUMAN Q8TD19 NEK9 (KIAA1995) (NEK8) (NERCC)Serine/threonine-protein kinase Nek9 OS=Homo sapiens GN=NEK9 PE=1 SV=2107151.5 0 0 5 0 0 0.60 2103 4.02 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
SPAG7_HUMAN O75391 SPAG7 Sperm-associated antigen 7 OS=Homo sapiens GN=SPAG7 PE=1 SV=226017 1 1 0 0 0 0.60 2104 4.02 Nucleic acid binding Biological process unclassified 0 Matchup
GIT2_HUMAN Q14161 GIT2 (KIAA0148)ARF GTPase-activating protein GIT2 OS=Homo sapiens GN=GIT2 PE=1 SV=284525.5 0 0 4 0 0 0.60 2105 3.98 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
ASML_HUMAN O95671 ASMTL N-acetylserotonin O-methyltransferase-like protein OS=Homo sapiens GN=ASMTL PE=1 SV=368839.6 1 0 3 0 0 0.60 2106 3.97 Methyltransferase Amino acid metabolism 0 Matchup
NUD16_HUMAN Q96DE0 NUDT16 U8 snoRNA-decapping enzyme OS=Homo sapiens GN=NUDT16 PE=1 SV=221256.2 1 0 1 0 0 0.60 2107 3.96 Molecular function unclassifiedBiological process unclassified 0 Matchup
MMS19_HUMAN Q96T76 MMS19 (MMS19L)MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2113273.3 2 0 2 0 0 0.60 2108 3.96 Transcription cofactor;Other nucleic acid bindingDNA repair;mRNA transcription regulation0 Matchup
RM40_HUMAN Q9NQ50 MRPL40 (NLVCF) (URIM)39S ribosomal protein L40, mitochondrial OS=Homo sapiens GN=MRPL40 PE=1 SV=124473.7 1 0 1 0 0 0.60 2109 3.95 Ribosomal protein Protein biosynthesis 0 Matchup
SMTN_HUMAN P53814 SMTN (SMSMO)Smoothelin OS=Homo sapiens GN=SMTN PE=1 SV=5 99503.4 0 2 2 0 0 0.60 2110 3.95 Molecular function unclassifiedBiological process unclassified 0 Matchup
MYPT1_HUMAN O14974 PPP1R12A (MBS) (MYPT1)Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1115265.4 2 2 1 0 0 0.60 2111 3.95 Phosphatase modulatorProtein phosphorylation 0 High Quality
A16A1_HUMAN Q8IZ83 ALDH16A1 Aldehyde dehydrogenase family 16 member A1 OS=Homo sapiens GN=ALDH16A1 PE=1 SV=185094.7 3 0 0 0 0 0.59 2112 3.93 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;High Quality
P5CS_HUMAN P54886 ALDH18A1 (GSAS) (P5CS) (PYCS)Delta-1-pyrroline-5-carboxylate synthetase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=287284.9 1 0 4 0 0 0.59 2113 3.93 Amino acid kinase;Synthetase;DehydrogenaseAmino acid biosynthesis 0 Matchup
PRKDC_HUMAN P78527 PRKDC (HYRC) (HYRC1)DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3469077.5 8 4 5 0 0 0.59 2114 3.93 Non-receptor serine/threonine protein kinase;Nucleotide kinaseDNA repair;Protein phosphorylation;Cell cycle controlp53 pathway feedback loops 2->ATM;;p53 pathway->Ataxia telangiectasia mutated (ATM) and Rad3-related (ATR);;;High Quality
NEXN_HUMAN Q0ZGT2 NEXN Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 80642.4 0 0 0 0 2 0.59 2115 3.93 Molecular function unclassifiedBiological process unclassified 0 High Quality
BICD2_HUMAN Q8TD16 BICD2 (KIAA0699)Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=193518 3 0 3 0 0 0.59 2116 3.93 Molecular function unclassifiedBiological process unclassified 0 High Quality
BAG1_HUMAN Q99933 BAG1 (HAP) BAG family molecular chaperone regulator 1 OS=Homo sapiens GN=BAG1 PE=1 SV=338860.1 0 0 2 0 0 0.59 2117 3.92 Molecular function unclassifiedBiological process unclassified 0 High Quality
ADDG_HUMAN Q9UEY8 ADD3 (ADDL)Gamma-adducin OS=Homo sapiens GN=ADD3 PE=1 SV=1 79138 0 0 4 0 0 0.59 2118 3.92 Non-motor actin binding proteinProtein complex assembly;Cell structure and motility0 High Quality
AP1G1_HUMAN O43747 AP1G1 (ADTG) (CLAPG1)AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=591336.2 4 0 0 0 0 0.59 2119 3.91 Transmembrane receptor regulatory/adaptor proteinReceptor mediated endocytosis0 High Quality
DIAP1_HUMAN O60610 DIAPH1 (DIAP1)Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=1138966.1 3 0 4 0 0 0.59 2120 3.90 Non-motor actin binding proteinCell motility Cytoskeletal regulation by Rho GTPase->Mammalian diaphanous;;Matchup
LIAS_HUMAN O43766 LIAS (LAS) (HUSSY-01)Lipoyl synthase, mitochondrial OS=Homo sapiens GN=LIAS PE=2 SV=341894.1 0 0 3 0 0 0.59 2121 3.90 Synthetase;Other transferaseCoenzyme and prosthetic group metabolismLipoate_biosynthesis->Lipoate synthase;;High Quality
CO4A2_HUMAN P08572 COL4A2 Collagen alpha-2(IV) chain OS=Homo sapiens GN=COL4A2 PE=1 SV=4167539.6 2 2 1 0 0 0.59 2122 3.90 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
ACLY_HUMAN P53396 ACLY ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3120824.8 4 0 2 0 0 0.59 2123 3.89 Transferase;Other lyase;LigaseTricarboxylic acid pathway;Lipid, fatty acid and steroid metabolism;Coenzyme metabolismPyruvate metabolism->Citrate Lyase;;High Quality
KAT3_HUMAN Q6YP21 CCBL2 (KAT3) (RBMXL1)Kynurenine--oxoglutarate transaminase 3 OS=Homo sapiens GN=CCBL2 PE=2 SV=151384.7 2 0 1 0 0 0.59 2124 3.89 Transaminase Amino acid metabolism 0 Matchup
RAIN_HUMAN Q5U651 RASIP1 Ras-interacting protein 1 OS=Homo sapiens GN=RASIP1 PE=1 SV=1103442.1 1 0 3 0 0 0.59 2125 3.88 Molecular function unclassifiedBiological process unclassified 0 High Quality
SELO_HUMAN Q9BVL4 SELO Selenoprotein O OS=Homo sapiens GN=SELO PE=2 SV=3 73472.2 2 0 1 0 0 0.59 2126 3.88 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 Matchup
GMPPA_HUMAN Q96IJ6 GMPPA Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=2 SV=146273.8 2 0 0 0 0 0.59 2127 3.88 Nucleotidyltransferase Monosaccharide metabolism;Other carbohydrate metabolismMannose metabolism->Mannose 1-P guanylyl transferase;;High Quality
PPOX_HUMAN P50336 PPOX Protoporphyrinogen oxidase OS=Homo sapiens GN=PPOX PE=1 SV=150747.4 2 0 0 0 0 0.59 2128 3.88 Oxidase Porphyrin metabolismHeme biosynthesis->Protoporphyrinogen oxidase;;High Quality
PDCL3_HUMAN Q9H2J4 PDCL3 (VIAF1)Phosducin-like protein 3 OS=Homo sapiens GN=PDCL3 PE=1 SV=127597.5 2 0 0 0 0 0.59 2129 3.87 Molecular function unclassifiedApoptosis 0 High Quality
HSP72_HUMAN P54652 HSPA2 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=170005 3 0 3 0 0 0.59 2130 3.87 Hsp 70 family chaperoneProtein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
SMAP1_HUMAN Q8IYB5 SMAP1 Stromal membrane-associated protein 1 OS=Homo sapiens GN=SMAP1 PE=1 SV=250369 0 0 2 0 0 0.59 2131 3.85 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
THBG_HUMAN P05543 SERPINA7 (TBG)Thyroxine-binding globulin OS=Homo sapiens GN=SERPINA7 PE=1 SV=246307.6 2 0 0 0 0 0.59 2132 3.85 Serine protease inhibitorProteolysis 0 High Quality
ARI2_HUMAN O95376 ARIH2 (ARI2) (TRIAD1) (HT005)Protein ariadne-2 homolog OS=Homo sapiens GN=ARIH2 PE=1 SV=157799.8 2 0 0 0 0 0.59 2133 3.85 Ubiquitin-protein ligase Protein modification 0 High Quality
LIPL_HUMAN P06858 LPL (LIPD) Lipoprotein lipase OS=Homo sapiens GN=LPL PE=1 SV=1 53145.1 2 0 1 0 0 0.59 2134 3.85 Lipase Lipid and fatty acid transport;Transport2-arachidonoylglycerol biosynthesis->Diacylglycerol lipase;;Matchup
MA7D1_HUMAN Q3KQU3 MAP7D1 (KIAA1187) (PARCC1) (RPRC1) (PP2464)MAP7 domain-containing protein 1 OS=Homo sapiens GN=MAP7D1 PE=1 SV=192802.2 2 2 0 0 0 0.59 2135 3.85 Non-motor microtubule binding proteinApoptosis;Cell structure 0 High Quality
ARLY_HUMAN P04424 ASL Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=451641 3 0 0 0 0 0.58 2136 3.85 Other lyase Amino acid biosynthesis;Nitrogen metabolismArginine biosynthesis->argininosuccinate lyase;;High Quality
COFA1_HUMAN P39059 COL15A1 Collagen alpha-1(XV) chain OS=Homo sapiens GN=COL15A1 PE=1 SV=2141704.5 2 1 0 0 0 0.58 2137 3.85 Extracellular matrix structural proteinCell structure Integrin signalling pathway->Collagen;;Matchup
ARFG2_HUMAN Q8N6H7 ARFGAP2 (ZNF289) (Nbla10535)ADP-ribosylation factor GTPase-activating protein 2 OS=Homo sapiens GN=ARFGAP2 PE=1 SV=156703 0 0 3 0 0 0.58 2138 3.84 Small GTPase General vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;High Quality
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CPNE5_HUMAN Q9HCH3 CPNE5 (KIAA1599)Copine-5 OS=Homo sapiens GN=CPNE5 PE=2 SV=2 65716.7 0 0 3 0 0 0.58 2139 3.84 Other miscellaneous function protein;Other membrane traffic proteinIntracellular protein traffic 0 High Quality
HS904_HUMAN Q58FG1 HSP90AA4P (HSP90AD) (HSPCAL2)Putative heat shock protein HSP 90-alpha A4 OS=Homo sapiens GN=HSP90AA4P PE=5 SV=147695.7 0 1 1 0 0 0.58 2140 3.84 Hsp 90 family chaperoneProtein folding;Stress response0 Matchup
PP2AB_HUMAN P62714 PPP2CB Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=135557.4 0 0 3 0 0 0.58 2141 3.84 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;High Quality
ARFG3_HUMAN Q9NP61 ARFGAP3 (ARFGAP1)ADP-ribosylation factor GTPase-activating protein 3 OS=Homo sapiens GN=ARFGAP3 PE=1 SV=156911.3 0 0 3 0 0 0.58 2142 3.83 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motilityIntegrin signalling pathway->ASAP1;;High Quality
TBA1C_HUMAN Q9BQE3 TUBA1C (TUBA6)Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=149877.4 2 0 4 0 0 0.58 2143 3.83 Molecular function unclassifiedBiological process unclassified 0 High Quality
PKN1_HUMAN Q16512 PKN1 (PKN) (PRK1) (PRKCL1)Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=1103975.3 2 0 3 0 0 0.58 2144 3.83 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;High Quality
CTNA3_HUMAN Q9UI47 CTNNA3 Catenin alpha-3 OS=Homo sapiens GN=CTNNA3 PE=1 SV=299793.4 1 0 4 0 0 0.58 2145 3.82 Non-motor actin binding proteinCell structure Cadherin signaling pathway->Alpha-catenin;;Alzheimer disease-presenilin pathway->alpha-catenin;;Wnt signaling pathway->alpha-Catenin;;;;High Quality
BGH3_HUMAN Q15582 TGFBI (BIGH3)Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens GN=TGFBI PE=1 SV=174664.9 3 0 0 0 0 0.58 2146 3.82 Signaling molecule;Other cell adhesion moleculeExtracellular matrix protein-mediated signaling;Cell adhesion;Vision;Skeletal development;Cell proliferation and differentiation0 High Quality
NFKB2_HUMAN Q00653 NFKB2 (LYT10)Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=496732.7 1 0 3 0 0 0.58 2147 3.81 Other transcription factor;Nucleic acid bindingmRNA transcription regulation;NF-kappaB cascade;T-cell mediated immunity;B-cell- and antibody-mediated immunity;Inhibition of apoptosis;Developmental processes;OncogeneT cell activation->NF-kappa B;;B cell activation->NF-kappa B;;Inflammation mediated by chemokine and cytokine signaling pathway->Nuclear factor kappa-B;;Toll receptor signaling pathway->NF-kappaB;;Apoptosis signaling pathway->Nuclear factor kappa-B;;;;;;Matchup
VP13C_HUMAN Q709C8 VPS13C (KIAA1421)Vacuolar protein sorting-associated protein 13C OS=Homo sapiens GN=VPS13C PE=1 SV=1422377.7 3 4 6 0 0 0.58 2148 3.81 Molecular function unclassifiedProtein targeting and localization0 High Quality
DEK_HUMAN P35659 DEK Protein DEK OS=Homo sapiens GN=DEK PE=1 SV=1 42657.9 2 0 1 0 0 0.58 2149 3.80 DNA ligase;Ligase mRNA transcription initiation;Regulation of nucleoside, nucleotide metabolism0 Matchup
GATB_HUMAN O75879 PET112L (PET112) (HSPC199)Probable glutamyl-tRNA(Gln) amidotransferase subunit B, mitochondrial OS=Homo sapiens GN=PET112L PE=1 SV=161846.7 3 0 0 0 0 0.58 2150 3.80 Other ligase Oxidative phosphorylation 0 High Quality
RT35_HUMAN P82673 MRPS35 (MRPS28) (HDCMD11P) (MDS023) (PSEC0213)28S ribosomal protein S35, mitochondrial OS=Homo sapiens GN=MRPS35 PE=2 SV=136827 0 0 2 0 0 0.58 2151 3.79 Ribosomal protein Protein biosynthesis 0 High Quality
OGT1_HUMAN O15294 OGT UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit OS=Homo sapiens GN=OGT PE=1 SV=3116910 2 1 0 0 0 0.58 2152 3.78 Glycosyltransferase Protein glycosylation;Cell communication0 High Quality
CO1A1_HUMAN P02452 COL1A1 Collagen alpha-1(I) chain OS=Homo sapiens GN=COL1A1 PE=1 SV=4138893.4 3 1 0 0 0 0.58 2153 3.77 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
PI42B_HUMAN P78356 PIP4K2B (PIP5K2B)Phosphatidylinositol-5-phosphate 4-kinase type-2 beta OS=Homo sapiens GN=PIP4K2B PE=1 SV=147360.5 1 1 0 0 0 0.58 2154 3.76 Phospholipid metabolism;G-protein mediated signalingPhospholipid metabolism;G-protein mediated signaling0 one hit wonders
RENT1_HUMAN Q92900 UPF1 (KIAA0221) (RENT1)Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2124328.9 1 1 2 0 0 0.58 2155 3.76 RNA helicase;Hydrolase RNA catabolism 0 Matchup
NLRX1_HUMAN Q86UT6 NLRX1 (NOD26) (NOD5) (NOD9)NLR family member X1 OS=Homo sapiens GN=NLRX1 PE=2 SV=1107600.5 4 0 0 0 0 0.57 2156 3.75 Molecular function unclassifiedBiological process unclassified 0 High Quality
KLH31_HUMAN Q9H511 KLHL31 (BKLHD6) (KBTBD1) (KLHL)Kelch-like protein 31 OS=Homo sapiens GN=KLHL31 PE=2 SV=170228.7 1 0 2 0 0 0.57 2157 3.75 Microtubule family cytoskeletal proteinGeneral vesicle transportAlzheimer disease-amyloid secretase pathway->kinesin;;High Quality
FAK1_HUMAN Q05397 PTK2 (FAK) (FAK1)Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2119218.2 1 1 2 0 0 0.57 2158 3.75 Non-receptor tyrosine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Stress response;Developmental processes;Cell proliferation and differentiationIntegrin signalling pathway->Focal Adhesion Kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Proline-rich tyrosine kinase 2;;VEGF signaling pathway->Focal Adhesion Kinase;;Angiogenesis->Focal Adhesion Kinase;;;;;Matchup
TBCE_HUMAN Q15813 TBCE Tubulin-specific chaperone E OS=Homo sapiens GN=TBCE PE=1 SV=159329.7 0 1 1 0 0 0.57 2159 3.75 Other chaperones Cell structure 0 Matchup
NEUL_HUMAN Q9BYT8 NLN (AGTBP) (KIAA1226)Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=180636.3 4 0 0 0 0 0.57 2160 3.74 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
VATD_HUMAN Q9Y5K8 ATP6V1D (ATP6M) (VATD)Vacuolar proton pump subunit D OS=Homo sapiens GN=ATP6V1D PE=1 SV=128246.3 2 0 0 0 0 0.57 2161 3.74 Hydrogen transporter;Synthase;Other hydrolasePurine metabolism;Cation transport0 High Quality
FKBP7_HUMAN Q9Y680 FKBP7 (FKBP23) (UNQ670/PRO1304)FK506-binding protein 7 OS=Homo sapiens GN=FKBP7 PE=2 SV=129992.3 1 0 1 0 0 0.57 2162 3.74 Other chaperones;Other isomeraseProtein folding 0 Matchup
PDE12_HUMAN Q6L8Q7 PDE12 2',5'-phosphodiesterase 12 OS=Homo sapiens GN=PDE12 PE=2 SV=267333.7 1 0 2 0 0 0.57 2163 3.74 Molecular function unclassifiedApoptosis 0 High Quality
ACOX2_HUMAN Q99424 ACOX2 Peroxisomal acyl-coenzyme A oxidase 2 OS=Homo sapiens GN=ACOX2 PE=1 SV=176810.5 2 0 1 0 0 0.57 2164 3.74 Oxidase Fatty acid beta-oxidation 0 Matchup
C2D1B_HUMAN Q5T0F9 CC2D1B (KIAA1836)Coiled-coil and C2 domain-containing protein 1B OS=Homo sapiens GN=CC2D1B PE=2 SV=194207.8 1 1 2 0 0 0.57 2165 3.73 Molecular function unclassifiedBiological process unclassified 0 Matchup
STXB1_HUMAN P61764 STXBP1 (UNC18A)Syntaxin-binding protein 1 OS=Homo sapiens GN=STXBP1 PE=1 SV=167553.8 0 0 4 0 0 0.57 2166 3.73 Membrane traffic regulatory proteinRegulated exocytosis;Transport;Neurotransmitter releaseSynaptic_vesicle_trafficking->Munc18;;High Quality
EP15_HUMAN P42566 EPS15 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=298640 2 0 2 0 0 0.57 2167 3.73 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
CCD93_HUMAN Q567U6 CCDC93 Coiled-coil domain-containing protein 93 OS=Homo sapiens GN=CCDC93 PE=2 SV=273182.1 4 0 1 0 0 0.57 2168 3.72 Molecular function unclassifiedBiological process unclassified 0 High Quality
OBSCN_HUMAN Q5VST9 OBSCN (KIAA1556) (KIAA1639)Obscurin OS=Homo sapiens GN=OBSCN PE=1 SV=2 868444.5 10 0 16 0 0 0.57 2169 3.68 Actin binding cytoskeletal protein;Guanyl-nucleotide exchange factorMuscle development 0 High Quality
PRP19_HUMAN Q9UMS4 PRPF19 (NMP200) (PRP19) (SNEV)Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=155163.3 0 0 2 0 0 0.56 2170 3.67 Other RNA-binding protein;mRNA splicing factormRNA splicing mRNA splicing->U4;;High Quality
WDR13_HUMAN Q9H1Z4 WDR13 WD repeat-containing protein 13 OS=Homo sapiens GN=WDR13 PE=2 SV=153697 0 0 2 0 0 0.56 2171 3.67 Molecular function unclassifiedBiological process unclassified 0 High Quality
DPOLA_HUMAN P09884 POLA1 (POLA)DNA polymerase alpha catalytic subunit OS=Homo sapiens GN=POLA1 PE=1 SV=2165899.3 0 0 0 4 0 0.56 2172 3.66 DNA-directed DNA polymerase;ExodeoxyribonucleaseDNA replication;DNA repair;DNA recombination;DNA replicationDNA replication->Pol alpha;;High Quality
PCOC1_HUMAN Q15113 PCOLCE (PCPE1)Procollagen C-endopeptidase enhancer 1 OS=Homo sapiens GN=PCOLCE PE=1 SV=247954.5 1 0 1 0 0 0.56 2173 3.65 Other enzyme regulator;Other extracellular matrixCell adhesion 0 Matchup
SYIC_HUMAN P41252 IARS Isoleucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=1144944.4 2 0 4 0 0 0.56 2174 3.65 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
UBR3_HUMAN Q6ZT12 UBR3 (KIAA2024) (ZNF650)E3 ubiquitin-protein ligase UBR3 OS=Homo sapiens GN=UBR3 PE=2 SV=2212417.5 4 0 2 0 0 0.56 2175 3.65 Other miscellaneous function proteinProteolysis 0 High Quality
UBA6_HUMAN A0AVT1 UBA6 (MOP4) (UBE1L2)Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1117955.4 2 0 2 0 0 0.56 2176 3.64 Other ligase Protein modificationUbiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
NID2_HUMAN Q14112 NID2 Nidogen-2 OS=Homo sapiens GN=NID2 PE=1 SV=2 151376.5 0 0 5 0 0 0.56 2177 3.64 Extracellular matrix glycoproteinCell adhesion 0 High Quality
KLKB1_HUMAN P03952 KLKB1 (KLK3) Plasma kallikrein OS=Homo sapiens GN=KLKB1 PE=1 SV=171351.7 0 0 3 0 0 0.56 2178 3.63 Serine protease Proteolysis;Other immune and defense;Blood clottingBlood coagulation->kallikrein;;Blood coagulation->Prekallikrein;;;High Quality
COBL_HUMAN O75128 COBL (KIAA0633)Protein cordon-bleu OS=Homo sapiens GN=COBL PE=1 SV=2135599.1 0 0 5 0 0 0.56 2179 3.61 Molecular function unclassifiedNeurogenesis 0 High Quality
CA2D1_HUMAN P54289 CACNA2D1 (CACNL2A) (CCHL2A) (MHS3)Voltage-dependent calcium channel subunit alpha-2/delta-1 OS=Homo sapiens GN=CACNA2D1 PE=1 SV=1123169.4 0 0 4 0 0 0.56 2180 3.61 Voltage-gated calcium channelCalcium mediated signaling;Protein targeting;Cation transportMuscarinic acetylcholine receptor 2 and 4 signaling pathway->L-type Calcium Channel;;High Quality
CD44_HUMAN P16070 CD44 (LHR) (MDU2) (MDU3) (MIC4)CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=2 81535.4 0 0 2 0 0 0.56 2181 3.60 Molecular function unclassifiedBiological process unclassified 0 High Quality
HGS_HUMAN O14964 HGS (HRS) Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=186173.6 1 0 2 0 0 0.56 2182 3.59 Other membrane traffic proteinOther intracellular protein traffic0 Matchup
KRT85_HUMAN P78386 KRT85 (KRTHB5)Keratin type II cuticular Hb5 OS=Homo sapiens GN=KRT85 PE=1 SV=155784 4 0 0 0 0 0.56 2183 3.59 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
MA2C1_HUMAN Q9NTJ4 MAN2C1 (MANA) (MANA1)Alpha-mannosidase 2C1 OS=Homo sapiens GN=MAN2C1 PE=1 SV=1115817.4 2 0 1 0 0 0.55 2184 3.59 Glycosidase Other carbohydrate metabolism;Protein glycosylation0 High Quality
COPG2_HUMAN Q9UBF2 COPG2 Coatomer subunit gamma-2 OS=Homo sapiens GN=COPG2 PE=1 SV=197606.5 3 0 0 0 0 0.55 2185 3.58 Vesicle coat protein General vesicle transport;Transport0 High Quality
SYFM_HUMAN O95363 FARS2 (FARS1) (HSPC320)Phenylalanyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=FARS2 PE=1 SV=152338.6 2 0 0 0 0 0.55 2186 3.58 Molecular function unclassifiedBiological process unclassified 0 High Quality
UBP8_HUMAN P40818 USP8 (KIAA0055) (UBPY)Ubiquitin carboxyl-terminal hydrolase 8 OS=Homo sapiens GN=USP8 PE=1 SV=1127509.3 1 1 2 0 0 0.55 2187 3.57 Cysteine protease Proteolysis 0 Matchup
LBA1_HUMAN O15050 LBA1 (KIAA0342)Lupus brain antigen 1 homolog OS=Homo sapiens GN=LBA1 PE=2 SV=4336209.5 0 0 0 0 6 0.55 2188 3.57 Non-motor actin binding proteinMuscle contraction 0 High Quality
TBB4_HUMAN P04350 TUBB4 (TUBB5)Tubulin beta-4 chain OS=Homo sapiens GN=TUBB4 PE=1 SV=249567.4 2 0 3 0 0 0.55 2189 3.57 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
CAPG_HUMAN P40121 CAPG (AFCP) (MCP)Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=138499.9 1 0 1 0 0 0.55 2190 3.56 Non-motor actin binding proteinCell structure FAS signaling pathway->Gelsolin;;Matchup
KANK2_HUMAN Q63ZY3 KANK2 (ANKRD25) (KIAA1518) (MXRA3) (SIP)KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=191155.8 1 0 3 0 0 0.55 2191 3.56 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;Matchup
PLCL2_HUMAN Q9UPR0 PLCL2 (KIAA1092) (PLCE2)Inactive phospholipase C-like protein 2 OS=Homo sapiens GN=PLCL2 PE=2 SV=2125850.3 2 0 2 0 0 0.55 2192 3.56 Other signaling moleculeBiological process unclassifiedOxytocin receptor mediated signaling pathway->PLC beta;;Thyrotropin-releasing hormone receptor signaling pathway->PLC;;Histamine H1 receptor mediated signaling pathway->PLC;;5HT2 type receptor mediated signaling pathway->PLC;;Inflammation mediated by chemMatchup
ABR_HUMAN Q12979 ABR Active breakpoint cluster region-related protein OS=Homo sapiens GN=ABR PE=2 SV=197682.3 1 0 3 0 0 0.55 2193 3.55 Guanyl-nucleotide exchange factorOther intracellular signaling cascadeAngiogenesis->Fibroblast Growth Factor Receptor-1;;High Quality
FBX22_HUMAN Q8NEZ5 FBXO22 (FBX22)F-box only protein 22 OS=Homo sapiens GN=FBXO22 PE=2 SV=144490.3 1 0 1 0 0 0.55 2194 3.55 Molecular function unclassifiedBiological process unclassified 0 Matchup
RM15_HUMAN Q9P015 MRPL15 (HSPC145)39S ribosomal protein L15, mitochondrial OS=Homo sapiens GN=MRPL15 PE=1 SV=133403.6 2 0 0 0 0 0.55 2195 3.55 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
GRAP1_HUMAN Q4V328 GRIPAP1 (KIAA1167)GRIP1-associated protein 1 OS=Homo sapiens GN=GRIPAP1 PE=1 SV=195972.6 0 0 4 0 0 0.55 2196 3.55 Molecular function unclassifiedBiological process unclassified 0 High Quality
RAGP1_HUMAN P46060 RANGAP1 (KIAA1835) (SD)Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=163525.3 0 0 3 0 0 0.55 2197 3.54 G-protein modulator Biological process unclassified 0 High Quality
ARHG6_HUMAN Q15052 ARHGEF6 (COOL2) (KIAA0006) (PIXA)Rho guanine nucleotide exchange factor 6 OS=Homo sapiens GN=ARHGEF6 PE=1 SV=287482.6 0 0 3 0 0 0.55 2198 3.54 Guanyl-nucleotide exchange factorG-protein mediated signaling 0 High Quality
RO52_HUMAN P19474 TRIM21 (RNF81) (RO52) (SSA1)52 kDa Ro protein OS=Homo sapiens GN=TRIM21 PE=1 SV=154151.5 0 0 2 0 0 0.55 2199 3.53 Ribonucleoprotein;Ubiquitin-protein ligaseProteolysis 0 High Quality
PIGR_HUMAN P01833 PIGR Polymeric immunoglobulin receptor OS=Homo sapiens GN=PIGR PE=1 SV=483265.4 0 0 3 0 0 0.55 2200 3.53 Immunoglobulin receptor family member;Defense/immunity proteinReceptor mediated endocytosis;B-cell- and antibody-mediated immunity0 High Quality
PNKP_HUMAN Q96T60 PNKP Bifunctional polynucleotide phosphatase/kinase OS=Homo sapiens GN=PNKP PE=1 SV=157058.9 0 0 2 0 0 0.55 2201 3.51 Nucleotide kinase;Nucleotide phosphataseDNA repair 0 High Quality
ECM29_HUMAN Q5VYK3 ECM29 (KIAA0368)Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2204278.1 0 0 7 0 0 0.55 2202 3.51 Other miscellaneous function proteinProteolysis 0 High Quality
K1576_HUMAN Q9HCJ6 VAT1L Probable oxidoreductase KIAA1576 OS=Homo sapiens GN=KIAA1576 PE=1 SV=245881.5 2 0 0 0 0 0.54 2203 3.50 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolismHuntington disease->Tumor protein p53 inducible protein 3;;High Quality
KRT82_HUMAN Q9NSB4 KRT82 (KRTHB2)Keratin type II cuticular Hb2 OS=Homo sapiens GN=KRT82 PE=1 SV=356635.3 2 0 0 0 0 0.54 2204 3.50 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
IQWD1_HUMAN Q58WW2 IQWD1 (MSTP055)Nuclear receptor interaction protein OS=Homo sapiens GN=IQWD1 PE=1 SV=196275.1 3 0 0 0 0 0.54 2205 3.50 Molecular function unclassifiedBiological process unclassified 0 High Quality
GBP2_HUMAN P32456 GBP2 Interferon-induced guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 PE=2 SV=267167.1 2 0 1 0 0 0.54 2206 3.50 Large G-protein Macrophage-mediated immunity;Interferon-mediated immunity0 Matchup
ZO1_HUMAN Q07157 TJP1 (ZO1) Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3195442.3 0 1 4 0 0 0.54 2207 3.49 Tight junction Cell structure 0 High Quality
CP062_HUMAN Q7Z3J2 C16orf62 (101F10.2)UPF0505 protein C16orf62 OS=Homo sapiens GN=C16orf62 PE=1 SV=2109548.5 4 0 0 0 0 0.54 2208 3.48 Other miscellaneous function proteinMitosis 0 High Quality
RM03_HUMAN P09001 MRPL3 (MRL3) (RPML3)39S ribosomal protein L3, mitochondrial OS=Homo sapiens GN=MRPL3 PE=1 SV=138615.2 1 0 1 0 0 0.54 2209 3.48 Ribosomal protein Protein biosynthesis 0 Matchup
FLOT1_HUMAN O75955 FLOT1 Flotillin-1 OS=Homo sapiens GN=FLOT1 PE=1 SV=3 47336.8 0 0 2 0 0 0.54 2210 3.47 Membrane traffic proteinGeneral vesicle transport;Cell proliferation and differentiation0 High Quality
DCLK1_HUMAN O15075 DCLK1 (DCAMKL1) (DCDC3A) (KIAA0369)Serine/threonine-protein kinase DCLK1 OS=Homo sapiens GN=DCLK1 PE=1 SV=282207.8 0 0 3 0 0 0.54 2211 3.46 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
TRI55_HUMAN Q9BYV6 TRIM55 (MURF2) (RNF29)Tripartite motif-containing protein 55 OS=Homo sapiens GN=TRIM55 PE=1 SV=260446.8 0 0 2 0 0 0.54 2212 3.46 Ubiquitin-protein ligase Proteolysis 0 High Quality
EFG2_HUMAN Q969S9 GFM2 (EFG2) (MSTP027)Elongation factor G 2, mitochondrial OS=Homo sapiens GN=GFM2 PE=2 SV=186585.2 1 0 2 0 0 0.54 2213 3.46 Translation elongation factorProtein biosynthesis 0 High Quality
TANC1_HUMAN Q9C0D5 TANC1 (KIAA1728)Protein TANC1 OS=Homo sapiens GN=TANC1 PE=1 SV=2202175.9 2 0 4 0 0 0.54 2214 3.45 Molecular function unclassifiedBiological process unclassified 0 High Quality
HEP2_HUMAN P05546 SERPIND1 (HCF2)Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=357054.9 2 0 0 0 0 0.53 2215 3.39 Serine protease inhibitorProteolysis Blood coagulation->heparin cofactor II;;High Quality
ATL4_HUMAN Q6UY14 ADAMTSL4 (TSRC1) (PP1396) (UNQ2803/PRO34012)ADAMTS-like protein 4 OS=Homo sapiens GN=ADAMTSL4 PE=1 SV=2116524.7 0 0 2 0 0 0.53 2216 3.38 Molecular function unclassifiedBiological process unclassified 0 High Quality
SART3_HUMAN Q15020 SART3 (KIAA0156) (TIP110)Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1109918.3 4 0 0 0 0 0.53 2217 3.38 Nuclease Other nucleoside, nucleotide and nucleic acid metabolism0 High Quality
DAB2P_HUMAN Q5VWQ8 DAB2IP (AF9Q34) (AIP1) (KIAA1743)Disabled homolog 2-interacting protein OS=Homo sapiens GN=DAB2IP PE=1 SV=2131611.9 2 1 0 0 0 0.53 2218 3.37 Molecular function unclassifiedBiological process unclassifiedEGF receptor signaling pathway->GAP;;High Quality
ANK3_HUMAN Q12955 ANK3 Ankyrin-3 OS=Homo sapiens GN=ANK3 PE=1 SV=1 480382.3 2 0 14 0 0 0.53 2219 3.37 Cytoskeletal protein Cell structure 0 High Quality
HTSF1_HUMAN O43719 HTATSF1 HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=185836.6 1 1 0 0 0 0.53 2220 3.37 mRNA splicing factor Biological process unclassified 0 Matchup
PCDH1_HUMAN Q08174 PCDH1 Protocadherin-1 OS=Homo sapiens GN=PCDH1 PE=1 SV=1111253.1 0 1 1 0 0 0.52 2221 3.35 Cadherin Cell adhesion-mediated signaling;Cell adhesion;Neurogenesis;Cell proliferation and differentiationWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;Matchup
UTRO_HUMAN P46939 UTRN (DMDL)Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=1 394476.5 3 4 2 0 0 0.52 2222 3.35 Actin binding cytoskeletal protein;Select calcium binding proteinMesoderm development 0 Matchup
DCTN4_HUMAN Q9UJW0 DCTN4 Dynactin subunit 4 OS=Homo sapiens GN=DCTN4 PE=1 SV=152319.8 1 0 1 0 0 0.52 2223 3.34 Non-motor actin binding protein;Other microtubule family cytoskeletal proteinGeneral vesicle transport;Cell structure0 Matchup
CF224_HUMAN Q3MIS4 C6orf224 Uncharacterized protein C6orf224 OS=Homo sapiens GN=C6orf224 PE=2 SV=239001.9 2 0 2 0 0 0.52 2224 3.34 Molecular function unclassifiedBiological process unclassified 0 Matchup
MY18A_HUMAN Q92614 MYO18A (KIAA0216) (MYSPDZ)Myosin-XVIIIa OS=Homo sapiens GN=MYO18A PE=1 SV=3233101.8 4 0 4 0 0 0.52 2225 3.34 Actin binding motor proteinMuscle contraction;Muscle development;Cell structure;Cell motilityNicotinic acetylcholine receptor signaling pathway->Myosin;;High Quality
AAKG2_HUMAN Q9UGJ0 PRKAG2 5'-AMP-activated protein kinase subunit gamma-2 OS=Homo sapiens GN=PRKAG2 PE=1 SV=163050.3 2 0 0 0 0 0.52 2226 3.32 Kinase modulator Fatty acid metabolism;Lipid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;High Quality
ARS2_HUMAN Q9BXP5 SRRT Arsenite-resistance protein 2 OS=Homo sapiens GN=ARS2 PE=1 SV=1100651.6 0 0 3 0 0 0.52 2227 3.30 Molecular function unclassifiedBiological process unclassified 0 High Quality
SLMAP_HUMAN Q14BN4 SLMAP (KIAA1601) (SLAP) (UNQ1847/PRO3577)Sarcolemmal membrane-associated protein OS=Homo sapiens GN=SLMAP PE=1 SV=195182.4 0 0 3 0 0 0.52 2228 3.30 Chaperone Biological process unclassified 0 High Quality
RBGP1_HUMAN Q9Y3P9 RABGAP1 (HSPC094)Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3121722.5 0 0 4 0 0 0.52 2229 3.30 Other G-protein modulatorBiological process unclassified 0 High Quality
C4BPA_HUMAN P04003 C4BPA (C4BP)C4b-binding protein alpha chain OS=Homo sapiens GN=C4BPA PE=1 SV=267015 1 0 1 0 0 0.52 2230 3.29 Complement componentComplement-mediated immunity0 Matchup
SYNP2_HUMAN Q9UMS6 SYNPO2 Synaptopodin-2 OS=Homo sapiens GN=SYNPO2 PE=1 SV=2117495.8 0 0 3 0 0 0.52 2231 3.29 Actin binding cytoskeletal proteinTumor suppressor;Cell structure;Cell motility0 High Quality
EIF3X_HUMAN O75153  KIAA0664 Putative eukaryotic translation initiation factor 3 subunit OS=Homo sapiens GN=KIAA0664 PE=1 SV=2146654.2 3 0 1 0 0 0.52 2232 3.29 #N/A #N/A #N/A High Quality
KRT35_HUMAN Q92764 KRT35 (HHA5) (HKA5) (KRTHA5)Keratin, type I cuticular Ha5 OS=Homo sapiens GN=KRT35 PE=2 SV=347568.6 2 0 0 0 0 0.52 2233 3.29 Intermediate filament;Structural proteinCell structure 0 High Quality
NEUA_HUMAN Q8NFW8 CMAS N-acylneuraminate cytidylyltransferase OS=Homo sapiens GN=CMAS PE=1 SV=248361.6 1 0 1 0 0 0.51 2234 3.27 Nucleotidyltransferase Other polysaccharide metabolism;Lipid metabolism;Pyrimidine metabolism0 Matchup
CO1A2_HUMAN P08123 COL1A2 Collagen alpha-2(I) chain OS=Homo sapiens GN=COL1A2 PE=1 SV=6129270.6 3 0 0 0 0 0.51 2235 3.26 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
DLG1_HUMAN Q12959 DLG1 Disks large homolog 1 OS=Homo sapiens GN=DLG1 PE=1 SV=1100338.4 1 0 2 0 0 0.51 2236 3.26 Transmembrane receptor regulatory/adaptor proteinOther receptor mediated signaling pathway;Asymmetric protein localization;Nerve-nerve synaptic transmission0 Matchup
LTBP2_HUMAN Q14767 LTBP2 (C14orf141) (LTBP3)Latent-transforming growth factor beta-binding protein 2 OS=Homo sapiens GN=LTBP2 PE=1 SV=2195038.5 1 0 3 0 0 0.51 2237 3.26 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 Matchup
K2C1B_HUMAN Q7Z794 KRT77 (KRT1B)Keratin, type II cytoskeletal 1b OS=Homo sapiens GN=KRT77 PE=2 SV=261670.7 1 1 0 0 0 0.51 2238 3.26 Intermediate filament;Structural proteinEctoderm development;Cell structure0 Matchup
FUBP3_HUMAN Q96I24 FUBP3 (FBP3)Far upstream element-binding protein 3 OS=Homo sapiens GN=FUBP3 PE=1 SV=261621.9 0 0 2 0 0 0.51 2239 3.25 Other RNA-binding proteinmRNA splicing;Translational regulation0 High Quality
C163A_HUMAN Q86VB7 CD163 (M130)Scavenger receptor cysteine-rich type 1 protein M130 OS=Homo sapiens GN=CD163 PE=1 SV=1125415.3 0 0 3 0 0 0.51 2240 3.24 Other receptor Phagocytosis;Macrophage-mediated immunity0 High Quality
QRSL1_HUMAN Q9H0R6 QRSL1 Glutamyl-tRNA(Gln) amidotransferase subunit A homolog OS=Homo sapiens GN=QRSL1 PE=2 SV=257443.3 1 0 1 0 0 0.51 2241 3.24 Transferase;Other hydrolase;LigaseAmino acid activation 0 Matchup
PEPL_HUMAN O60437 PPL (KIAA0568)Periplakin OS=Homo sapiens GN=PPL PE=1 SV=2 204631.9 2 3 1 0 0 0.51 2242 3.24 Molecular function unclassifiedBiological process unclassified 0 High Quality
KT33A_HUMAN O76009 KRT33A (HHA3-I) (HKA3A) (KRTHA3A)Keratin, type I cuticular Ha3-I OS=Homo sapiens GN=KRT33A PE=1 SV=145917 2 0 0 0 0 0.51 2243 3.23 Intermediate filament;Structural proteinCell structure 0 High Quality
TTC37_HUMAN Q6PGP7 TTC37 (KIAA0372)Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=1175474.1 1 0 1 0 0 0.51 2244 3.22 Molecular function unclassifiedRNA catabolism;Other metabolism0 Matchup
MRCKB_HUMAN Q9Y5S2 CDC42BPB (KIAA1124)Serine/threonine-protein kinase MRCK beta OS=Homo sapiens GN=CDC42BPB PE=1 SV=2194300 0 0 5 0 0 0.51 2245 3.22 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell structure0 High Quality
EXOC8_HUMAN Q8IYI6 EXOC8 Exocyst complex component 8 OS=Homo sapiens GN=EXOC8 PE=1 SV=281782.2 1 1 0 0 0 0.51 2246 3.22 Molecular function unclassifiedBiological process unclassified 0 Matchup
TBCD1_HUMAN Q86TI0 TBC1D1 (KIAA1108)TBC1 domain family member 1 OS=Homo sapiens GN=TBC1D1 PE=1 SV=2133069.6 0 0 3 0 0 0.51 2247 3.21 Other G-protein modulatorBiological process unclassified 0 High Quality
WDR44_HUMAN Q5JSH3 WDR44 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1101350.6 0 0 3 0 0 0.51 2248 3.21 Molecular function unclassifiedBiological process unclassified 0 High Quality
CADH2_HUMAN P19022 CDH2 (CDHN) (NCAD)Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 99793.8 0 0 2 0 0 0.50 2249 3.20 Cadherin Cell adhesion-mediated signaling;Cell adhesionWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;High Quality
MOS1B_HUMAN Q9NZB8 MOCS1 Molybdenum cofactor biosynthesis protein 1 B OS=Homo sapiens GN=MOCS1 PE=2 SV=370088 0 0 2 0 0 0.50 2250 3.20 Other miscellaneous function proteinPterin metabolism 0 High Quality
IF3EI_HUMAN Q9Y262 EIF3L Eukaryotic translation initiation factor 3 subunit E-interacting protein OS=Homo sapiens GN=EIF3EIP PE=1 SV=166711.3 1 0 1 0 0 0.50 2251 3.19 Molecular function unclassifiedProtein biosynthesis 0 Matchup
KI21A_HUMAN Q7Z4S6 KIF21A (KIAA1708) (KIF2)Kinesin-like protein KIF21A OS=Homo sapiens GN=KIF21A PE=1 SV=2187164.7 0 0 5 0 0 0.50 2252 3.19 Microtubule binding motor proteinIntracellular protein traffic;Protein targeting and localization;Cell structure0 High Quality
GCN1L_HUMAN Q92616 GCN1L1 (KIAA0219)Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=5292732.3 6 1 0 0 0 0.50 2253 3.19 Kinase modulator Protein biosynthesis;Protein modification;Translational regulation0 High Quality
DHX15_HUMAN O43143 DHX15 (DBP1) (DDX15)Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=290917.2 3 0 0 0 0 0.50 2254 3.19 RNA helicase mRNA splicing 0 High Quality
LAMA4_HUMAN Q16363 LAMA4 Laminin subunit alpha-4 OS=Homo sapiens GN=LAMA4 PE=1 SV=3202512.4 0 0 5 0 0 0.50 2255 3.16 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesionIntegrin signalling pathway->Laminin;;High Quality
DPYD_HUMAN Q12882 DPYD Dihydropyrimidine dehydrogenase [NADP+] OS=Homo sapiens GN=DPYD PE=1 SV=2111386.3 1 0 2 0 0 0.50 2256 3.15 Dehydrogenase Pyrimidine metabolismPyrimidine Metabolism->Dihydrouracil Dehydrogenase;;Matchup
ITSN1_HUMAN Q15811 ITSN1 (ITSN) (SH3D1A)Intersectin-1 OS=Homo sapiens GN=ITSN1 PE=1 SV=3 195406.5 2 0 2 0 0 0.50 2257 3.14 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 Matchup
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FRM4A_HUMAN Q9P2Q2 FRMD4A (FRMD4) (KIAA1294)FERM domain-containing protein 4A OS=Homo sapiens GN=FRMD4A PE=2 SV=3115443.5 0 0 3 0 0 0.50 2258 3.13 Molecular function unclassifiedBiological process unclassifiedDopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1-like 1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein band 4.1;;Dopamine receptor mediated signaling pathway->erythrocyte membrane protein banHigh Quality
RUFY1_HUMAN Q96T51 RUFY1 (RABIP4) (ZFYVE12)RUN and FYVE domain-containing protein 1 OS=Homo sapiens GN=RUFY1 PE=1 SV=279801.3 0 0 2 0 0 0.50 2259 3.13 Other zinc finger transcription factormRNA transcription 0 High Quality
TENS3_HUMAN Q68CZ2 TNS3 (TEM6) (TENS1) (TPP)Tensin-3 OS=Homo sapiens GN=TNS3 PE=1 SV=2 155248.5 0 0 4 0 0 0.50 2260 3.13 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation;Signal transduction;Cell adhesion;Immunity and defense;Induction of apoptosis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressor0 High Quality
SRRM2_HUMAN Q9UQ35 SRRM2 (KIAA0324) (SRL300) (SRM300) (HSPC075)Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2299603.6 0 4 0 0 0 0.49 2261 3.12 Molecular function unclassifiedBiological process unclassified 0 High Quality
NRAP_HUMAN Q86VF7 NRAP Nebulin-related-anchoring protein OS=Homo sapiens GN=NRAP PE=2 SV=2197060.6 0 0 6 0 0 0.49 2262 3.11 Non-motor actin binding proteinMuscle contraction 0 High Quality
UBP47_HUMAN Q96K76 USP47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=2157254 4 0 0 0 0 0.49 2263 3.10 Cysteine protease Proteolysis;Gametogenesis 0 High Quality
RN123_HUMAN Q5XPI4 RNF123 (KPC1) (FP1477)E3 ubiquitin-protein ligase RNF123 OS=Homo sapiens GN=RNF123 PE=1 SV=1148500.7 3 0 0 0 0 0.49 2264 3.10 Ubiquitin-protein ligase Proteolysis;Other protein metabolism0 High Quality
SRP68_HUMAN Q9UHB9 SRP68 Signal recognition particle 68 kDa protein OS=Homo sapiens GN=SRP68 PE=1 SV=270714 0 0 2 0 0 0.49 2265 3.10 Nucleic acid binding Protein targeting 0 High Quality
COBL1_HUMAN Q53SF7 COBLL1 (KIAA0977)Cordon-bleu protein-like 1 OS=Homo sapiens GN=COBLL1 PE=1 SV=2131770.9 0 0 3 0 0 0.48 2266 3.05 Molecular function unclassifiedNeurogenesis 0 High Quality
FA21B_HUMAN Q5SNT6 FAM21B Protein FAM21B OS=Homo sapiens GN=FAM21B PE=1 SV=2144896.8 0 0 3 0 0 0.48 2267 3.05 Molecular function unclassifiedBiological process unclassified 0 High Quality
MYOME_HUMANQ5VU43 PDE4DIP (CMYA2) (KIAA0454) (KIAA0477) (MMGL)Myomegalin OS=Homo sapiens GN=PDE4DIP PE=2 SV=1265063.9 0 0 6 0 0 0.48 2268 3.04 Molecular function unclassifiedProtein targeting and localization0 High Quality
FUK_HUMAN Q8N0W3 FUK L-fucose kinase OS=Homo sapiens GN=FUK PE=2 SV=2 117604.4 0 0 2 0 0 0.48 2269 3.02 Molecular function unclassifiedBiological process unclassified 0 High Quality
AT1A2_HUMAN P50993 ATP1A2 (KIAA0778)Sodium/potassium-transporting ATPase subunit alpha-2 OS=Homo sapiens GN=ATP1A2 PE=1 SV=1112250.7 1 0 2 0 0 0.48 2270 3.02 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 Matchup
NRCAM_HUMAN Q92823 NRCAM (KIAA0343)Neuronal cell adhesion molecule OS=Homo sapiens GN=NRCAM PE=1 SV=2143877.4 0 0 3 0 0 0.48 2271 3.01 CAM family adhesion moleculeCell adhesion-mediated signaling;Cell adhesion;Neurogenesis0 High Quality
K0564_HUMAN A3KMH1 KIAA0564 Uncharacterized protein KIAA0564 OS=Homo sapiens GN=KIAA0564 PE=2 SV=2214811.8 0 0 5 0 0 0.48 2272 3.01 Molecular function unclassifiedBiological process unclassified 0 High Quality
PLXA1_HUMAN Q9UIW2 PLXNA1 (NOV) (PLXN1)Plexin-A1 OS=Homo sapiens GN=PLXNA1 PE=1 SV=2 211071.9 0 0 4 0 0 0.48 2273 3.00 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;NeurogenesisAxon guidance mediated by semaphorins->Plexin A1;;High Quality
SNX4_HUMAN O95219 SNX4 Sorting nexin-4 OS=Homo sapiens GN=SNX4 PE=2 SV=1 51891.8 1 0 1 0 0 0.48 2274 3.00 Membrane traffic regulatory protein;Other membrane traffic proteinIntracellular protein traffic 0 Matchup
NUMA1_HUMAN Q14980 NUMA1 (NUMA)Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2238241.6 0 0 5 0 0 0.47 2275 2.98 Molecular function unclassifiedBiological process unclassified 0 High Quality
SC24B_HUMAN O95487 SEC24B Protein transport protein Sec24B OS=Homo sapiens GN=SEC24B PE=1 SV=1137773.1 1 0 1 0 0 0.47 2276 2.98 Vesicle coat protein General vesicle transport;Transport0 Matchup
CORO7_HUMAN P57737 CORO7 Coronin-7 OS=Homo sapiens GN=CORO7 PE=1 SV=1 100557.6 1 0 1 0 0 0.47 2277 2.97 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 Matchup
NCOAT_HUMAN O60502 MGEA5 (HEXC) (KIAA0679) (MEA5)Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2102899.5 0 0 2 0 0 0.47 2278 2.97 Molecular function unclassifiedBiological process unclassified 0 High Quality
ANK2_HUMAN Q01484 ANK2 Ankyrin-2 OS=Homo sapiens GN=ANK2 PE=1 SV=2 430319 0 0 9 0 0 0.47 2279 2.97 Cytoskeletal protein Cell structure 0 High Quality
XPO7_HUMAN Q9UIA9 XPO7 (KIAA0745) (RANBP16)Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3 123894.8 2 0 0 0 0 0.47 2280 2.97 Other transfer/carrier proteinOther intracellular protein traffic0 High Quality
UBR4_HUMAN Q5T4S7 UBR4 (KIAA0462) (KIAA1307) (RBAF600) (ZUBR1)E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1573824.5 0 2 4 0 0 0.47 2281 2.96 Other miscellaneous function proteinProteolysis 0 Matchup
DNJC3_HUMAN Q13217 DNAJC3 (P58IPK) (PRKRI)DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=157564.2 1 0 1 0 0 0.46 2282 2.92 Other chaperones;Kinase inhibitorProtein folding 0 Matchup
GOGA4_HUMAN Q13439 GOLGA4 Golgin subfamily A member 4 OS=Homo sapiens GN=GOLGA4 PE=1 SV=1261126 2 0 5 0 0 0.46 2283 2.91 Other transfer/carrier protein;Membrane traffic regulatory proteinBiological process unclassified 0 Matchup
STAU2_HUMAN Q9NUL3 STAU2 Double-stranded RNA-binding protein Staufen homolog 2 OS=Homo sapiens GN=STAU2 PE=1 SV=162623.9 1 0 1 0 0 0.46 2284 2.90 Other RNA-binding proteinRNA localization;Translational regulation;Developmental processes0 Matchup
RHG07_HUMAN Q96QB1 DLC1 (ARHGAP7) (KIAA1723) (STARD12)Rho GTPase-activating protein 7 OS=Homo sapiens GN=DLC1 PE=1 SV=2122811.7 0 0 3 0 0 0.46 2285 2.87 Molecular function unclassifiedTumor suppressor 0 High Quality
NSUN2_HUMAN Q08J23 NSUN2 (SAKI) (TRM4)tRNA (cytosine-5-)-methyltransferase NSUN2 OS=Homo sapiens GN=NSUN2 PE=1 SV=286454.8 2 0 0 0 0 0.46 2286 2.86 Nucleic acid binding;MethyltransferaserRNA metabolism 0 High Quality
ESYT1_HUMAN Q9BSJ8 FAM62A (ESYT1) (KIAA0747) (MBC2)Extended-synaptotagmin-1 OS=Homo sapiens GN=FAM62A PE=1 SV=1122841.1 0 0 2 0 0 0.45 2287 2.83 Molecular function unclassifiedBiological process unclassified 0 High Quality
SPKAP_HUMAN Q2M3C7 SPHKAP (KIAA1678) (SKIP)A-kinase anchor protein SPHKAP OS=Homo sapiens GN=SPHKAP PE=1 SV=1186438.6 0 0 3 0 0 0.45 2288 2.82 Molecular function unclassifiedBiological process unclassified 0 High Quality
U5S1_HUMAN Q15029 EFTUD2 (KIAA0031) (SNRP116)116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1109420.1 0 0 2 0 0 0.45 2289 2.80 Ribonucleoprotein mRNA splicing 0 High Quality
CLIP2_HUMAN Q9UDT6 CLIP2 (CYLN2) (KIAA0291) (WBSCR4) (WSCR4)CAP-Gly domain-containing linker protein 2 OS=Homo sapiens GN=CLIP2 PE=1 SV=1115821 1 0 2 0 0 0.45 2290 2.79 Non-motor microtubule binding proteinGeneral vesicle transport;Protein targeting and localization;Mitosis;Cell structure0 Matchup
MYOM3_HUMANQ5VTT5 MYOM3 Myomesin-3 OS=Homo sapiens GN=MYOM3 PE=2 SV=1162173.5 0 0 3 0 0 0.44 2291 2.75 Actin binding cytoskeletal proteinPhagocytosis;Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
SSRP1_HUMAN Q08945 SSRP1 (FACT80)FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=181059.6 1 0 1 0 0 0.43 2292 2.70 Other transcription factor;HMG box transcription factor;Chromatin/chromatin-binding proteinmRNA transcription regulation0 Matchup
HECD1_HUMAN Q9ULT8 HECTD1 (KIAA1131)E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=2289579.6 2 0 2 0 0 0.43 2293 2.66 Ubiquitin-protein ligase Proteolysis 0 Matchup
SFRIP_HUMAN Q99590 SFRS2IP (CASP11) (SIP1)SFRS2-interacting protein OS=Homo sapiens GN=SFRS2IP PE=1 SV=1128857 0 0 2 0 0 0.42 2294 2.60 Molecular function unclassifiedmRNA splicing 0 High Quality
KI13A_HUMAN Q9H1H9 KIF13A (RBKIN)Kinesin-like protein KIF13A OS=Homo sapiens GN=KIF13A PE=1 SV=2202290.5 1 0 2 0 0 0.41 2295 2.58 Microtubule binding motor proteinGeneral vesicle transport;Mitosis0 Matchup
VWF_HUMAN P04275 VWF (F8VWF)von Willebrand factor OS=Homo sapiens GN=VWF PE=1 SV=2309267.5 0 0 4 0 0 0.41 2296 2.58 Extracellular matrix glycoproteinCell adhesion;Blood clottingBlood coagulation->von Willebrand Factor;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
UBP25_HUMAN Q9UHP3 USP25 (USP21)Ubiquitin carboxyl-terminal hydrolase 25 OS=Homo sapiens GN=USP25 PE=1 SV=3125736.4 1 0 1 0 0 0.39 2297 2.43 Cysteine protease Proteolysis 0 Matchup
DOCK9_HUMAN Q9BZ29 DOCK9 (KIAA1058)Dedicator of cytokinesis protein 9 OS=Homo sapiens GN=DOCK9 PE=1 SV=2236433 1 0 2 0 0 0.38 2298 2.41 Guanyl-nucleotide exchange factorOther intracellular signaling cascade;Phagocytosis;Cell motility0 High Quality
VP13A_HUMAN Q96RL7 VPS13A (CHAC) (KIAA0986)Vacuolar protein sorting-associated protein 13A OS=Homo sapiens GN=VPS13A PE=1 SV=2360263.5 2 0 2 0 0 0.38 2299 2.40 Molecular function unclassifiedProtein targeting and localization0 Matchup
TCRG1_HUMAN O14776 TCERG1 (CA150) (TAF2S)Transcription elongation regulator 1 OS=Homo sapiens GN=TCERG1 PE=1 SV=2123884.9 2 0 0 0 0 0.38 2300 2.40 Basal transcription factormRNA transcription PDGF signaling pathway->GTPase-activating protein Rho;;High Quality
LAMA5_HUMAN O15230 LAMA5 (KIAA0533) (KIAA1907)Laminin subunit alpha-5 OS=Homo sapiens GN=LAMA5 PE=2 SV=5399725.1 2 0 0 0 0 0.33 2301 2.15 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
MYH8_HUMAN P13535 MYH8 Myosin-8 OS=Homo sapiens GN=MYH8 PE=1 SV=3 222749.3 0 0 3 0 0 0.33 2302 2.14 Actin binding motor proteinMuscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
CMYA5_HUMAN Q8N3K9 CMYA5 (C5orf10) (DTNBP2) (SPRYD2) (TRIM76)Cardiomyopathy-associated protein 5 OS=Homo sapiens GN=CMYA5 PE=1 SV=3449186.8 0 0 3 0 0 0.32 2303 2.08 Molecular function unclassifiedBiological process unclassified 0 High Quality
UBP24_HUMAN Q9UPU5 USP24 (KIAA1057)Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=2211056 1 0 1 0 0 0.30 2304 1.98 Cysteine protease Proteolysis 0 Matchup
MACF1_HUMAN Q9UPN3 MACF1 (ABP620) (ACF7) (KIAA0465) (KIAA1251)Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=3620396.9 4 0 0 0 0 0.27 2305 1.88 Other select calcium binding proteinsCell cycle control 0 High Quality
BPAEA_HUMAN O94833 DST (BPAG1) (DMH) (DT) (KIAA0728)Bullous pemphigoid antigen 1, isoforms 6/9/10 OS=Homo sapiens GN=DST PE=1 SV=3590973.6 3 0 0 0 0 0.23 2306 1.71 Molecular function unclassifiedCell adhesion;Cell cycle control;Cell structure and motility0 High Quality
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Supplemental Table 5. List of proteins that overlap between plasma and left ventricle tissue

5A. List of top 200 plasma proteins also present in LV

# Protein # UniProt 
Gene 

names Protein Description
MW 

(kDa)
Concentration

ng/mg
Rank 

Plasma
Rank

LV Molecular Function
Biological 
process Pathway Final Quality

APOB_HUMAN P04114 APOB Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=1515554.2 8 1 1398 Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
CO3_HUMAN P01024 C3 (CPAMD1) Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2187131.1 427 2 284 Complement component Complement-mediated immunity 0 High Quality
TRFE_HUMAN P02787 TF (PRO1400) Serotransferrin OS=Homo sapiens GN=TF PE=1 SV=2 77032.2 921 3 151 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous 0 High Quality
A2MG_HUMAN P01023 A2M (CPAMD5) (FWP007)Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=1163258.8 266 4 406 Other cytokine;Serine protease inhibitorProteolysis;Ligand-mediated signaling;Immunity and defenseBlood coagulation->alpha-2-macroglobulin;;High Quality
ALBU_HUMAN P02768 ALB (GIG20) (GIG42) (PRO0903) (PRO1708) (PRO2044) (PRO2619) (PRO2675) (UNQ696/PRO1341)Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=269348.9 2405 5 20 Other transfer/carrier proteinTransport 0 High Quality
A1AT_HUMAN P01009 SERPINA1 (AAT) (PI) (PRO0684) (PRO2209)Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=346719.9 1611 6 63 Serine protease inhibitor Proteolysis Blood coagulation->alpha1-antitrypsin;;High Quality
CO4A_HUMAN P0C0L4 C4A (CO4) (CPAMD2)Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1192776.8 44 7 848 Molecular function unclassifiedBiological process unclassified 0 High Quality
CO4B_HUMAN P0C0L5 C4B (CO4) (CPAMD3)Complement C4-B OS=Homo sapiens GN=C4B PE=1 SV=1192776.8 6 8 1714 Molecular function unclassifiedBiological process unclassified 0 High Quality
CERU_HUMAN P00450 CP Ceruloplasmin OS=Homo sapiens GN=CP PE=1 SV=1122189.9 208 9 464 Other transporter;Other transfer/carrier protein;OxidaseOther homeostasis activities 0 High Quality
CFAH_HUMAN P08603 CFH (HF) (HF1) (HF2)Complement factor H OS=Homo sapiens GN=CFH PE=1 SV=4139078.2 193 10 481 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
FINC_HUMAN P02751 FN1 (FN) Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=3 262581 5 11 1927 Cell adhesion molecule;Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion;Phagocytosis;Cell structureIntegrin signalling pathway->Fibronectin;;High Quality
ITIH4_HUMAN Q14624 ITIH4 (IHRP) (ITIHL1) (PK120) (PRO1851)Inter-alpha-trypsin inhibitor heavy chain H4 OS=Homo sapiens GN=ITIH4 PE=1 SV=3103308.4 44 15 842 Serine protease inhibitor Proteolysis 0 High Quality
HEMO_HUMAN P02790 HPX Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=2 51658.5 496 16 254 Other transfer/carrier proteinVitamin/cofactor transport;Other coenzyme and prosthetic group metabolism;Transport0 High Quality
APOA1_HUMAN P02647 APOA1 Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=130760.5 1494 19 73 Transporter;Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
AACT_HUMAN P01011 SERPINA3 (AACT) (GIG24) (GIG25)Alpha-1-antichymotrypsin OS=Homo sapiens GN=SERPINA3 PE=1 SV=247634.9 1158 20 105 Serine protease inhibitor Proteolysis 0 High Quality
CFAB_HUMAN P00751 CFB (BF) (BFD) Complement factor B OS=Homo sapiens GN=CFB PE=1 SV=285515.2 250 21 419 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
APOH_HUMAN P02749 APOH (B2G1) Beta-2-glycoprotein 1 OS=Homo sapiens GN=APOH PE=1 SV=338280.5 407 22 304 Apolipoprotein Blood clotting 0 High Quality
PLMN_HUMAN P00747 PLG Plasminogen OS=Homo sapiens GN=PLG PE=1 SV=2 90549.4 4 23 2063 Peptide hormone;Other protease inhibitor;Other enzyme inhibitor;Serine protease;Calmodulin related protein;AnnexinLipid and fatty acid transport;Proteolysis;Transport;Blood clotting;Apoptosis;Angiogenesis;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Plasminogen;;Plasminogen activating cascade->Plasminogen;;Blood coagulation->Plasmin;;Plasminogen activating cascade->Plasmin;;;;;High Quality
IGHG1_HUMAN P01857 IGHG1 Ig gamma-1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=136087 677 24 200 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
THRB_HUMAN P00734 F2 Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=2 70018.8 6 25 1694 Serine protease Proteolysis;Blood clottingBlood coagulation->Thrombin;;Blood coagulation->Prothrombin;;;High Quality
ANT3_HUMAN P01008 SERPINC1 (AT3) (PRO0309)Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=152586 8 27 1376 Serine protease inhibitor Proteolysis Blood coagulation->Antithrombin III;;High Quality
FETUA_HUMAN P02765 AHSG (FETUA) (PRO2743)Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=139305.4 7 28 1529 Cysteine protease inhibitor;Extracellular matrix glycoproteinProteolysis;Other immune and defense;Skeletal development0 High Quality
FIBA_HUMAN P02671 FGA Fibrinogen alpha chain OS=Homo sapiens GN=FGA PE=1 SV=294955.4 285 29 383 Other signaling molecule;Extracellular matrix glycoproteinBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Blood coagulation->Fibrinogen;;Plasminogen activating cascade->Fibrin degradation products;;;;;;High Quality
IGHG2_HUMAN P01859 IGHG2 Ig gamma-2 chain C region OS=Homo sapiens GN=IGHG2 PE=1 SV=135865.2 47 30 803 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
VTNC_HUMAN P04004 VTN Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 54288.1 55 32 728 Cell adhesion molecule Cell adhesion-mediated signaling;Cell adhesion0 High Quality
ITIH2_HUMAN P19823 ITIH2 (IGHEP2) Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=1106420.5 6 34 1733 Serine protease inhibitor Proteolysis 0 High Quality
TITIN_HUMAN Q8WZ42 TTN Titin OS=Homo sapiens GN=TTN PE=1 SV=2 3815832.2 23 35 1135 Actin binding cytoskeletal proteinMuscle contraction 0 High Quality
ITIH1_HUMAN P19827 ITIH1 (IGHEP1) Inter-alpha-trypsin inhibitor heavy chain H1 OS=Homo sapiens GN=ITIH1 PE=1 SV=3101371.8 34 36 968 Serine protease inhibitor Proteolysis 0 High Quality
CFAI_HUMAN P05156 CFI (IF) Complement factor I OS=Homo sapiens GN=CFI PE=1 SV=165701.8 9 37 1327 Hydrolase;Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
CLUS_HUMAN P10909 CLU (APOJ) (CLI) (KUB1) (AAG4)Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 52476.9 275 38 393 Molecular function unclassifiedApoptosis 0 High Quality
KNG1_HUMAN P01042 KNG1 (BDK) (KNG)Kininogen-1 OS=Homo sapiens GN=KNG1 PE=1 SV=2 71939.6 127 39 540 Cysteine protease inhibitor Blood clotting;Regulation of vasoconstriction, dilationBlood coagulation->High molecular weight kininogen;;Blood coagulation->Bradykinin;;Blood coagulation->Kininogen;;;;High Quality
IC1_HUMAN P05155 SERPING1 (C1IN) (C1NH)Plasma protease C1 inhibitor OS=Homo sapiens GN=SERPING1 PE=1 SV=255137.5 444 42 276 Serine protease inhibitor Proteolysis 0 High Quality
FIBB_HUMAN P02675 FGB Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=255910.6 503 43 251 Other signaling molecule;Extracellular matrixBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Gs alpha subunit;;Blood coagulation->Fibrinogen;;High Quality
CO6_HUMAN P13671 C6 Complement component C6 OS=Homo sapiens GN=C6 PE=1 SV=3104768.2 33 45 977 Complement component Complement-mediated immunity 0 High Quality
FIBG_HUMAN P02679 FGG (PRO2061) Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=351495.3 392 46 308 Other signaling molecule;Extracellular matrixBlood clotting;Blood circulation and gas exchange;Cell proliferation and differentiationBlood coagulation->Fibrin monomer;;Plasminogen activating cascade->Fibrin;;Blood coagulation->Fibrin polymer cross-linked;;Blood coagulation->Fibrinogen;;;;;High Quality
GELS_HUMAN P06396 GSN Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 85679.8 920 49 152 Non-motor actin binding protein;Other select calcium binding proteinsCell structure FAS signaling pathway->Gelsolin;;High Quality
VTDB_HUMAN P02774 GC Vitamin D-binding protein OS=Homo sapiens GN=GC PE=1 SV=152946.6 649 50 210 Other transfer/carrier proteinCoenzyme and prosthetic group metabolism;TransportVitamin D metabolism and pathway->Vitamin D binding protein;;High Quality
VWF_HUMAN P04275 VWF (F8VWF) von Willebrand factor OS=Homo sapiens GN=VWF PE=1 SV=2309267.5 3 51 2296 Extracellular matrix glycoproteinCell adhesion;Blood clottingBlood coagulation->von Willebrand Factor;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
C4BPA_HUMAN P04003 C4BPA (C4BP) C4b-binding protein alpha chain OS=Homo sapiens GN=C4BPA PE=1 SV=267015 3 52 2230 Complement component Complement-mediated immunity 0 Matchup
KLKB1_HUMAN P03952 KLKB1 (KLK3) Plasma kallikrein OS=Homo sapiens GN=KLKB1 PE=1 SV=171351.7 4 53 2178 Serine protease Proteolysis;Other immune and defense;Blood clottingBlood coagulation->kallikrein;;Blood coagulation->Prekallikrein;;;High Quality
APOA4_HUMAN P06727 APOA4 Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=345381.3 4 54 1991 Transporter;Apolipoprotein Lipid and fatty acid transport;Transport;Blood circulation and gas exchange0 Matchup
A1AG1_HUMAN P02763 ORM1 (AGP1) Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=123494.1 1520 55 71 Other miscellaneous function proteinImmunity and defense 0 High Quality
A1BG_HUMAN P04217 A1BG Alpha-1B-glycoprotein OS=Homo sapiens GN=A1BG PE=1 SV=354254.4 47 58 801 Immunoglobulin receptor family member;Defense/immunity proteinLigand-mediated signaling;Natural killer cell mediated immunity0 High Quality
ANGT_HUMAN P01019 AGT (SERPINA8)Angiotensinogen OS=Homo sapiens GN=AGT PE=1 SV=153136.8 7 59 1466 Serine protease inhibitor Proteolysis Angiotensin II-stimulated signaling through G proteins and beta-arrestin->Angiotensin II;;High Quality
ZA2G_HUMAN P25311 AZGP1 (ZAG) (ZNGP1)Zinc-alpha-2-glycoprotein OS=Homo sapiens GN=AZGP1 PE=1 SV=133854.1 61 60 678 Major histocompatibility complex antigenMHCI-mediated immunity 0 High Quality
K2C1_HUMAN P04264 KRT1 (KRTA) Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=566001.2 1167 63 103 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
C1R_HUMAN P00736 C1R Complement C1r subcomponent OS=Homo sapiens GN=C1R PE=1 SV=180156.7 7 65 1476 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
C1S_HUMAN P09871 C1S Complement C1s subcomponent OS=Homo sapiens GN=C1S PE=1 SV=176666.2 10 68 1263 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 Matchup
A2GL_HUMAN P02750 LRG1 (LRG) Leucine-rich alpha-2-glycoprotein OS=Homo sapiens GN=LRG1 PE=1 SV=238161.7 10 69 1287 Receptor;Extracellular matrixOther receptor mediated signaling pathway;Developmental processes0 High Quality
CO7_HUMAN P10643 C7 Complement component C7 OS=Homo sapiens GN=C7 PE=1 SV=293498.6 26 70 1085 Complement component Complement-mediated immunity 0 High Quality
HRG_HUMAN P04196 HRG Histidine-rich glycoprotein OS=Homo sapiens GN=HRG PE=1 SV=159558.6 5 72 1887 Other miscellaneous function proteinBlood clotting 0 High Quality
LUM_HUMAN P51884 LUM (LDC) (SLRR2D)Lumican OS=Homo sapiens GN=LUM PE=1 SV=2 38413.5 377 73 318 Receptor;Extracellular matrixCell adhesion-mediated signaling;Vision0 High Quality
DESP_HUMAN P15924 DSP Desmoplakin OS=Homo sapiens GN=DSP PE=1 SV=3331763.4 15 75 1217 Molecular function unclassifiedBiological process unclassified 0 High Quality
HEP2_HUMAN P05546 SERPIND1 (HCF2)Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=357054.9 3 76 2215 Serine protease inhibitor Proteolysis Blood coagulation->heparin cofactor II;;High Quality
AMBP_HUMAN P02760 AMBP (HCP) (ITIL)AMBP protein OS=Homo sapiens GN=AMBP PE=1 SV=138981.5 8 77 1377 Serine protease inhibitor Proteolysis 0 High Quality
CO9_HUMAN P02748 C9 Complement component C9 OS=Homo sapiens GN=C9 PE=1 SV=263156.8 48 78 789 Complement component Complement-mediated immunity 0 High Quality
PGRP2_HUMAN Q96PD5 PGLYRP2 (PGLYRPL) (PGRPL) (UNQ3103/PRO10102)N-acetylmuramoyl-L-alanine amidase OS=Homo sapiens GN=PGLYRP2 PE=1 SV=162199.9 7 79 1462 Other receptor Complement-mediated immunity 0 High Quality
SYNE1_HUMAN Q8NF91 SYNE1 (KIAA0796) (KIAA1262) (KIAA1756) (MYNE1)Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=21011038.5 5 82 1910 Molecular function unclassifiedBiological process unclassified 0 Matchup
APOE_HUMAN P02649 APOE Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=136135.5 8 83 1391 Transporter;Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
K1C10_HUMAN P13645 KRT10 (KPP) Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=459494.3 190 85 484 Intermediate filament;Structural proteinCell structure 0 High Quality
K22E_HUMAN P35908 KRT2 (KRT2A) (KRT2E)Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=165848.4 99 86 572 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
IGHG4_HUMAN P01861 IGHG4 Ig gamma-4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=135921.5 8 89 1400 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
CO8B_HUMAN P07358 C8B Complement component C8 beta chain OS=Homo sapiens GN=C8B PE=1 SV=367028.9 12 91 1249 Complement component Complement-mediated immunity 0 Matchup
IGHA2_HUMAN P01877 IGHA2 Ig alpha-2 chain C region OS=Homo sapiens GN=IGHA2 PE=1 SV=236489.3 4 92 2064 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
PEDF_HUMAN P36955 SERPINF1 (PEDF)Pigment epithelium-derived factor OS=Homo sapiens GN=SERPINF1 PE=1 SV=346326.4 288 93 378 Serine protease inhibitor Proteolysis Blood coagulation->alpha2-antiplasmin;;Plasminogen activating cascade->alpha2 antiplasmin;;;High Quality
THBG_HUMAN P05543 SERPINA7 (TBG)Thyroxine-binding globulin OS=Homo sapiens GN=SERPINA7 PE=1 SV=246307.6 4 94 2132 Serine protease inhibitor Proteolysis 0 High Quality
CO8A_HUMAN P07357 C8A Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=265145.8 17 95 1200 Complement component Complement-mediated immunity 0 High Quality
APOD_HUMAN P05090 APOD Apolipoprotein D OS=Homo sapiens GN=APOD PE=1 SV=121258 28 97 1065 Other transfer/carrier proteinVitamin/cofactor transport;Transport0 Matchup
TTHY_HUMAN P02766 TTR (PALB) Transthyretin OS=Homo sapiens GN=TTR PE=1 SV=1 15868.9 10 98 1268 Molecular function unclassifiedBiological process unclassified 0 High Quality
FBLN1_HUMAN P23142 FBLN1 (PP213) Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=3 77240.8 127 99 541 Signaling molecule;Cell adhesion molecule;Extracellular matrix structural protein;Extracellular matrix glycoprotein;Calmodulin related protein;AnnexinCell communication;Vision;Skeletal development0 High Quality
IGJ_HUMAN P01591 IGJ (IGCJ) Immunoglobulin J chain OS=Homo sapiens GN=IGJ PE=1 SV=315576.4 6 100 1739 Molecular function unclassifiedBiological process unclassified 0 Matchup
LG3BP_HUMAN Q08380 LGALS3BP (M2BP)Galectin-3-binding protein OS=Homo sapiens GN=LGALS3BP PE=1 SV=165314.1 8 106 1430 Other receptor Cell adhesion-mediated signaling;Macrophage-mediated immunity0 High Quality
SAMP_HUMAN P02743 APCS (PTX2) Serum amyloid P-component OS=Homo sapiens GN=APCS PE=1 SV=225369.7 482 114 257 Antibacterial response protein;Other defense and immunity proteinOther immune and defense;Stress response;Cytokine/chemokine mediated immunity0 High Quality
IGHG3_HUMAN P01860 IGHG3 Ig gamma-3 chain C region OS=Homo sapiens GN=IGHG3 PE=1 SV=241267.9 6 117 1687 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
K1C9_HUMAN P35527 KRT9 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=262113 817 120 179 Intermediate filament;Structural proteinCell structure 0 High Quality
FA12_HUMAN P00748 F12 Coagulation factor XII OS=Homo sapiens GN=F12 PE=1 SV=267798.7 9 121 1296 Serine protease;Calmodulin related protein;AnnexinProteolysis;Blood clotting;Cell motilityBlood coagulation->Factor XII;;Blood coagulation->Factor XIIa;;;High Quality
KRT85_HUMAN P78386 KRT85 (KRTHB5)Keratin type II cuticular Hb5 OS=Homo sapiens GN=KRT85 PE=1 SV=155784 4 131 2183 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
TRFL_HUMAN P02788 LTF (LF) Lactotransferrin OS=Homo sapiens GN=LTF PE=1 SV=678164.3 19 133 1178 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous 0 High Quality
APOA2_HUMAN P02652 APOA2 Apolipoprotein A-II OS=Homo sapiens GN=APOA2 PE=1 SV=111157.2 722 136 191 Transporter;Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
PCOC1_HUMAN Q15113 PCOLCE (PCPE1)Procollagen C-endopeptidase enhancer 1 OS=Homo sapiens GN=PCOLCE PE=1 SV=247954.5 4 138 2173 Other enzyme regulator;Other extracellular matrixCell adhesion 0 Matchup
K2C6B_HUMAN P04259 KRT6B Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6A PE=1 SV=360008.7 16 139 1208 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
PLSL_HUMAN P13796 LCP1 (PLS2) Plastin-2 OS=Homo sapiens GN=LCP1 PE=1 SV=5 70274.1 29 145 1048 Non-motor actin binding proteinCell structure 0 High Quality
K1C17_HUMAN Q04695 KRT17 Keratin, type I cytoskeletal 17 OS=Homo sapiens GN=KRT17 PE=1 SV=248088.7 20 146 1171 Intermediate filament;Structural proteinCell structure 0 High Quality
ACTB_HUMAN P60709 ACTB Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=141719.8 6 147 1628 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
PCYOX_HUMAN Q9UHG3 PCYOX1 (KIAA0908) (PCL1) (UNQ597/PRO1183)Prenylcysteine oxidase 1 OS=Homo sapiens GN=PCYOX1 PE=1 SV=356624.2 4 149 1997 Molecular function unclassifiedBiological process unclassified 0 High Quality
RET4_HUMAN P02753 RBP4 (PRO2222)Retinol-binding protein 4 OS=Homo sapiens GN=RBP4 PE=1 SV=322992.3 5 153 1869 Other transfer/carrier proteinVitamin/cofactor transport;Transport0 High Quality
HBB_HUMAN P68871 HBB Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=215980 4037 154 3 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
FA9_HUMAN P00740 F9 Coagulation factor IX OS=Homo sapiens GN=F9 PE=1 SV=251759.6 254 159 416 Oxidoreductase;Serine protease;Defense/immunity protein;Calmodulin related protein;AnnexinProteolysis;Blood clottingBlood coagulation->Factor XI;;Blood coagulation->Factor IXa;;Blood coagulation->FXIa;;Blood coagulation->Factor IX;;;;;High Quality
OBSCN_HUMAN Q5VST9 OBSCN (KIAA1556) (KIAA1639)Obscurin OS=Homo sapiens GN=OBSCN PE=1 SV=2 868444.5 4 161 2169 Actin binding cytoskeletal protein;Guanyl-nucleotide exchange factorMuscle development 0 High Quality
K1H1_HUMAN Q15323 KRT31 (HHA1) (HKA1) (KRTHA1)Keratin, type I cuticular Ha1 OS=Homo sapiens GN=KRT31 PE=1 SV=247213.6 5 171 1924 Intermediate filament;Structural proteinCell structure 0 High Quality
K1C14_HUMAN P02533 KRT14 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=351604.6 51 173 757 Intermediate filament;Structural proteinCell structure 0 High Quality
TENX_HUMAN P22105 TNXB (HXBL) (TNX) (TNXB1) (TNXB2) (XB)Tenascin-X OS=Homo sapiens GN=TNXB PE=1 SV=2 464420.2 5 176 1864 Cell adhesion molecule;Extracellular matrix glycoproteinExtracellular matrix protein-mediated signaling;Neurogenesis0 High Quality
CO8G_HUMAN P07360 C8G Complement component C8 gamma chain OS=Homo sapiens GN=C8G PE=1 SV=322259.3 36 182 933 Complement component Immunity and defense 0 Matchup
LBP_HUMAN P18428 LBP Lipopolysaccharide-binding protein OS=Homo sapiens GN=LBP PE=1 SV=353368 6 187 1779 Dehydrogenase;Hydratase;Epimerase/racemaseCarbohydrate metabolism;Fatty acid beta-oxidation;Amino acid activation0 High Quality
PLAK_HUMAN P14923 JUP (CTNNG) (DP3)Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=381727.9 32 188 989 Other signaling molecule;Cell adhesion molecule;Cytoskeletal proteinCell adhesion-mediated signalingAlzheimer disease-presenilin pathway->gamma-catenin;;High Quality
K2C5_HUMAN P13647 KRT5 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=362361.6 50 189 772 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
LAMA5_HUMAN O15230 LAMA5 (KIAA0533) (KIAA1907)Laminin subunit alpha-5 OS=Homo sapiens GN=LAMA5 PE=2 SV=5399725.1 2 190 2301 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
BPAEA_HUMAN O94833 DST (BPAG1) (DMH) (DT) (KIAA0728)Bullous pemphigoid antigen 1, isoforms 6/9/10 OS=Homo sapiens GN=DST PE=1 SV=3590973.6 2 194 2306 Molecular function unclassifiedCell adhesion;Cell cycle control;Cell structure and motility0 High Quality
TLN2_HUMAN Q9Y4G6 TLN2 (KIAA0320)Talin-2 OS=Homo sapiens GN=TLN2 PE=1 SV=3 271535 63 196 667 Cell adhesion molecule;Actin binding cytoskeletal proteinCell structure 0 High Quality
TETN_HUMAN P05452 CLEC3B (TNA) Tetranectin OS=Homo sapiens GN=CLEC3B PE=1 SV=222549.1 31 199 1013 Extracellular matrix structural proteinSkeletal development 0 High Quality
HBA_HUMAN P69905 HBA1; HBA2 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=215239.6 3931 200 4 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
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MYG_HUMAN P02144 MB Myoglobin OS=Homo sapiens GN=MB PE=1 SV=2 17166.4 4367 1200 1 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
ENOA_HUMAN P06733 ENO1 (ENO1L1) (MBPB1) (MPB1)Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=247152.2 4181 1169 2 Lyase Glycolysis Glycolysis->Enolase;;High Quality
HBB_HUMAN P68871 HBB Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=215980 4037 154 3 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
HBA_HUMAN P69905 HBA1; HBA2 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=215239.6 3931 200 4 Other transfer/carrier proteinTransport;Blood circulation and gas exchange0 High Quality
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KCRM_HUMAN P06732 CKM (CKMM) Creatine kinase M-type OS=Homo sapiens GN=CKM PE=1 SV=243083.6 3257 2135 5 Other kinase Muscle contraction 0 High Quality
KAD1_HUMAN P00568 AK1 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=321617.1 2950 2152 9 Nucleotide kinase Nucleoside, nucleotide and nucleic acid metabolismDe novo purine biosynthesis->Adenylate kinase;;High Quality
G3P_HUMAN P04406 GAPDH (GAPD) (CDABP0047) (OK/SW-cl.12)Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=336035.3 2859 681 11 Molecular function unclassifiedBiological process unclassified 0 High Quality
LDHA_HUMAN P00338 LDHA (PIG19) L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=236671.2 2796 2153 12 Dehydrogenase Glycolysis 0 High Quality
HSP7C_HUMAN P11142 HSPA8 (HSC70) (HSP73) (HSPA10)Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=170881.8 2684 461 13 Hsp 70 family chaperone Protein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
FABPH_HUMAN P05413 FABP3 (FABP11) (MDGI)Fatty acid-binding protein, heart OS=Homo sapiens GN=FABP3 PE=1 SV=414840.5 2453 2589 17 Other transfer/carrier proteinLipid and fatty acid transport;Lipid and fatty acid binding;Vitamin/cofactor transport;Steroid hormone-mediated signaling;Transport;Ectoderm development0 High Quality
ALBU_HUMAN P02768 ALB (GIG20) (GIG42) (PRO0903) (PRO1708) (PRO2044) (PRO2619) (PRO2675) (UNQ696/PRO1341)Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=269348.9 2405 5 20 Other transfer/carrier proteinTransport 0 High Quality
TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=226651.1 2311 2035 25 Isomerase Glycolysis;Other metabolism 0 High Quality
MYH7_HUMAN P12883 MYH7 (MYHCB) Myosin-7 OS=Homo sapiens GN=MYH7 PE=1 SV=5 223085.9 2190 971 28 Actin binding motor protein Muscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
LDHB_HUMAN P07195 LDHB L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=236620.6 2038 981 34 Dehydrogenase Glycolysis 0 High Quality
KCRB_HUMAN P12277 CKB (CKBB) Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=142627.1 2009 2121 37 Other kinase Muscle contraction 0 High Quality
GSTO1_HUMAN P78417 GSTO1 (GSTTLP28)Glutathione transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=227549.2 1979 2508 39 Other transferase Detoxification;Antioxidation and free radical removal0 High Quality
ALDOA_HUMAN P04075 ALDOA (ALDA) Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=239402.6 1960 682 40 Aldolase Glycolysis Fructose galactose metabolism->Fructose bisphosphate aldolase;;Glycolysis->Aldolase;;;High Quality
THIL_HUMAN P24752 ACAT1 (ACAT) (MAT)Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=145181.8 1888 2095 43 Acetyltransferase Protein acetylation 0 High Quality
PGM1_HUMAN P36871 PGM1 Phosphoglucomutase-1 OS=Homo sapiens GN=PGM1 PE=1 SV=361433 1819 2074 49 Mutase Monosaccharide metabolism 0 High Quality
ANXA2_HUMAN P07355 ANXA2 (ANX2) (ANX2L4) (CAL1H) (LPC2D)Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=238588.1 1788 285 51 Transfer/carrier protein;AnnexinIntracellular protein traffic;Mesoderm development;Cell structure and motility0 High Quality
UGPA_HUMAN Q16851 UGP2 (UGP1) UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=556924 1681 564 57 Nucleotidyltransferase Other polysaccharide metabolism 0 High Quality
A1AT_HUMAN P01009 SERPINA1 (AAT) (PI) (PRO0684) (PRO2209)Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=346719.9 1611 6 63 Serine protease inhibitor Proteolysis Blood coagulation->alpha1-antitrypsin;;High Quality
PRDX2_HUMAN P32119 PRDX2 (NKEFB) (TDPX1)Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=521874.4 1593 410 65 Peroxidase Antioxidation and free radical removal0 High Quality
PROF1_HUMAN P07737 PFN1 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 15036.3 1562 2133 68 Molecular function unclassifiedBiological process unclassifiedCytoskeletal regulation by Rho GTPase->Profilin;;High Quality
A1AG1_HUMAN P02763 ORM1 (AGP1) Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=123494.1 1520 55 71 Other miscellaneous function proteinImmunity and defense 0 High Quality
APOA1_HUMAN P02647 APOA1 Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=130760.5 1494 19 73 Transporter;Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
S10A8_HUMAN P05109 S100A8 (CAGA) (CFAG) (MRP8)Protein S100-A8 OS=Homo sapiens GN=S100A8 PE=1 SV=110816.9 1424 2136 79 Calmodulin related protein Biological process unclassified 0 High Quality
ACADV_HUMAN P49748 ACADVL (VLCAD)Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=170373.6 1376 2534 81 Dehydrogenase Acyl-CoA metabolism;Electron transport0 High Quality
ALDH2_HUMAN P05091 ALDH2 (ALDM) Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=256363.4 1349 2591 83 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
FKB1A_HUMAN P62942 FKBP1A (FKBP1) (FKBP12)Peptidyl-prolyl cis-trans isomerase FKBP1A OS=Homo sapiens GN=FKBP1A PE=1 SV=211932.7 1332 2511 86 Other isomerase Protein folding TGF-beta signaling pathway->FK506 binding protein 12KDa;;High Quality
KPYM_HUMAN P14618 PKM2 (PK2) (PK3) (PKM)Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=457919.5 1318 239 87 Carbohydrate kinase Glycolysis Glycolysis->Pyruvate kinase;;Pyruvate metabolism->Pyruvate Kinase;;;High Quality
SODM_HUMAN P04179 SOD2 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=224704.6 1305 2139 88 Other oxidoreductase Antioxidation and free radical removal0 High Quality
GSTP1_HUMAN P09211 GSTP1 (FAEES3) (GST3)Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=223338.7 1276 1165 91 Other transferase Detoxification 0 High Quality
ACTC_HUMAN P68032 ACTC1 (ACTC) Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=142002.1 1215 2510 96 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
CATD_HUMAN P07339 CTSD (CPSD) Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 44535 1182 2585 100 Aspartic protease Proteolysis 0 High Quality
K2C1_HUMAN P04264 KRT1 (KRTA) Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=566001.2 1167 63 103 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
AACT_HUMAN P01011 SERPINA3 (AACT) (GIG24) (GIG25)Alpha-1-antichymotrypsin OS=Homo sapiens GN=SERPINA3 PE=1 SV=247634.9 1158 20 105 Serine protease inhibitor Proteolysis 0 High Quality
G6PI_HUMAN P06744 GPI Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=463130.4 1115 2587 109 Isomerase Glycolysis;GluconeogenesisPentose phosphate pathway->Glucose-P-Isomerase;;Glycolysis->Phosphoglucose isomerase;;;High Quality
SUCB2_HUMAN Q96I99 SUCLG2 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=2 SV=246493.7 1088 807 114 Synthetase;Ligase Tricarboxylic acid pathway;Coenzyme and prosthetic group metabolism0 High Quality
IDH3A_HUMAN P50213 IDH3A Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=139574.5 1066 1135 123 Dehydrogenase Tricarboxylic acid pathway 0 High Quality
CYTB_HUMAN P04080 CSTB (CST6) (STFB)Cystatin-B OS=Homo sapiens GN=CSTB PE=1 SV=2 11121.3 1057 2594 124 Cysteine protease inhibitor Proteolysis 0 High Quality
EFTU_HUMAN P49411 TUFM Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=249524.3 991 2535 135 Translation elongation factorProtein biosynthesis 0 High Quality
TBA1B_HUMAN P68363 TUBA1B Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=150133.7 963 611 140 Molecular function unclassifiedBiological process unclassified 0 High Quality
TBB2C_HUMAN P68371 TUBB2C Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=149812.7 945 590 144 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
ADH1B_HUMAN P00325 ADH1B (ADH2) Alcohol dehydrogenase 1B OS=Homo sapiens GN=ADH1B PE=1 SV=239836.3 936 2606 146 Dehydrogenase;Reductase Other carbohydrate metabolism;Other carbon metabolism0 High Quality
ODO1_HUMAN Q02218 OGDH 2-oxoglutarate dehydrogenase E1 component, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3115918.7 931 2017 148 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->alphaketoglutarate Dehydrogenase;;High Quality
TRFE_HUMAN P02787 TF (PRO1400) Serotransferrin OS=Homo sapiens GN=TF PE=1 SV=2 77032.2 921 3 151 Transfer/carrier protein;Serine protease;Miscellaneous functionTransport;Miscellaneous 0 High Quality
GELS_HUMAN P06396 GSN Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 85679.8 920 49 152 Non-motor actin binding protein;Other select calcium binding proteinsCell structure FAS signaling pathway->Gelsolin;;High Quality
GPD1L_HUMAN Q8N335 GPD1L (KIAA0089)Glycerol-3-phosphate dehydrogenase 1-like protein OS=Homo sapiens GN=GPD1L PE=1 SV=138401.3 853 1972 168 Dehydrogenase Phospholipid metabolism 0 High Quality
EZRI_HUMAN P15311 EZR (VIL2) Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 69396.6 821 1158 178 Molecular function unclassifiedBiological process unclassified 0 High Quality
K1C9_HUMAN P35527 KRT9 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=262113 817 120 179 Intermediate filament;Structural proteinCell structure 0 High Quality
THIO_HUMAN P10599 TXN (TRDX) (TRX) (TRX1)Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 11719.3 809 2128 180 Other oxidoreductase Electron transport;Sulfur redox metabolism;Other intracellular signaling cascade;Stress response;Apoptosis;Cell proliferation and differentiationHypoxia response via HIF activation->thioredoxin;;Oxidative stress response->thioredoxin;;;High Quality
APOA2_HUMAN P02652 APOA2 Apolipoprotein A-II OS=Homo sapiens GN=APOA2 PE=1 SV=111157.2 722 136 191 Transporter;Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
GRP78_HUMAN P11021 HSPA5 (GRP78) 78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=272316.7 703 284 193 Hsp 70 family chaperone Protein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
HSP71_HUMAN P08107 HSPA1A (HSPA1); HSPA1BHeat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=570036 685 678 197 Hsp 70 family chaperone Protein folding;Protein complex assembly;Stress responseParkinson disease->Heat shock protein 70;;Apoptosis signaling pathway->Heat shock protein 70;;;High Quality
IGHG1_HUMAN P01857 IGHG1 Ig gamma-1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=136087 677 24 200 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
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CAH1_HUMAN P00915 CA1 Carbonic anhydrase 1 OS=Homo sapiens GN=CA1 PE=1 SV=228852.4 633 288 215 Dehydratase Other carbon metabolism 0 High Quality
ANXA1_HUMAN P04083 ANXA1 (ANX1) (LPC1)Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=238697.9 592 1172 225 Transfer/carrier protein;AnnexinFatty acid metabolism;Cell surface receptor mediated signal transduction;Cell motility0 High Quality
GDIA_HUMAN P31150 GDI1 (GDIL) (OPHN2) (RABGDIA) (XAP4)Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=250566.1 511 2550 247 G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
PSA7_HUMAN O14818 PSMA7 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=127869.1 510 2233 248 Other proteases Proteolysis Parkinson disease->20S proteasome;;High Quality
IDHC_HUMAN O75874 IDH1 (PICD) Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=246642.5 481 2620 258 Dehydrogenase Tricarboxylic acid pathwayTCA cycle->Isocitrate Dehydrogenase;;High Quality
GYS1_HUMAN P13807 GYS1 (GYS) Glycogen [starch] synthase, muscle OS=Homo sapiens GN=GYS1 PE=1 SV=283769.1 456 2577 271 Synthase;GlycosyltransferaseGlycogen metabolism Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Glycogen synthase D;;High Quality
CAH2_HUMAN P00918 CA2 Carbonic anhydrase 2 OS=Homo sapiens GN=CA2 PE=1 SV=229228.6 454 2604 273 Dehydratase Other carbon metabolism 0 High Quality
MYH9_HUMAN P35579 MYH9 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 226519.5 436 603 279 Actin binding motor protein Muscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
PYGM_HUMAN P11217 PYGM Glycogen phosphorylase, muscle form OS=Homo sapiens GN=PYGM PE=1 SV=697076.8 434 975 281 Phosphorylase Glycogen metabolism Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase a;;;High Quality
SBP1_HUMAN Q13228 SELENBP1 (SBP) Selenium-binding protein 1 OS=Homo sapiens GN=SELENBP1 PE=1 SV=252374 416 809 292 Other defense and immunity protein;Other miscellaneous function proteinImmunity and defense 0 High Quality
PGM5_HUMAN Q15124 PGM5 (PGMRP) Phosphoglucomutase-like protein 5 OS=Homo sapiens GN=PGM5 PE=1 SV=262209.1 415 914 293 Mutase Monosaccharide metabolism 0 High Quality
RD23A_HUMAN P54725 RAD23A UV excision repair protein RAD23 homolog A OS=Homo sapiens GN=RAD23A PE=1 SV=139591.1 408 2044 302 Damaged DNA-binding proteinDNA repair 0 High Quality
KAP2_HUMAN P13861 PRKAR2A (PKR2) (PRKAR2)cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=245500.8 405 2118 305 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatHigh Quality
AMPL_HUMAN P28838 LAP3 (LAPEP) (PEPS)Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=356149.7 389 2551 309 G-protein coupled receptor G-protein mediated signaling;Cytokine and chemokine mediated signaling pathway;Cytokine/chemokine mediated immunity;Apoptosis;Neurogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Chemokine receptor;;Axon guidance mediated by Slit/Robo->Chemokine, CXC motif, receptor4;;;High Quality
TCPG_HUMAN P49368 CCT3 (CCTG) (TRIC5)T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=460517.4 378 2056 316 Chaperonin Protein folding;Protein complex assembly0 High Quality
MRLC2_HUMAN O14950 MYL12B Myosin regulatory light chain MRLC2 OS=Homo sapiens GN=MYLC2B PE=1 SV=219777.2 373 1992 320 Actin binding motor protein Muscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
TPM4_HUMAN P67936 TPM4 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=328504.4 369 591 322 Actin binding motor protein Muscle contraction;Muscle development;Cell structure;Cell motility0 High Quality
ENPL_HUMAN P14625 HSP90B1 (TRA1)Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=192453.7 368 677 324 Hsp 90 family chaperone Protein folding;Stress response 0 High Quality
PANK4_HUMAN Q9NVE7 PANK4 Pantothenate kinase 4 OS=Homo sapiens GN=PANK4 PE=1 SV=185975.3 361 755 327 Other kinase Coenzyme metabolism Coenzyme A biosynthesis->Pantothenate kinase;;High Quality
UBA1_HUMAN P22314 UBA1 (A1S9T) (UBE1)Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3117832.3 347 2102 333 Nucleotidyltransferase Protein glycosylation 0 High Quality
GPX3_HUMAN P22352 GPX3 (GPXP) Glutathione peroxidase 3 OS=Homo sapiens GN=GPX3 PE=1 SV=225535.1 335 344 343 Peroxidase Steroid metabolism;Stress response;Detoxification;Antioxidation and free radical removal0 High Quality
CATA_HUMAN P04040 CAT Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 59738.5 324 2595 353 Other transferase Fatty acid metabolism 0 High Quality
MPI_HUMAN P34949 MPI (PMI1) Mannose-6-phosphate isomerase OS=Homo sapiens GN=MPI PE=1 SV=246639 317 2082 358 Isomerase Monosaccharide metabolismMannose metabolism->Mannose 6-P isomerase;;High Quality
CSN5_HUMAN Q92905 COPS5 (CSN5) (JAB1)COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=437561.9 314 2374 361 Other transcription factor mRNA transcription PDGF signaling pathway->c-Jun;;High Quality
GSTM3_HUMAN P21266 GSTM3 (GST5) Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=326543.1 313 2559 363 Other transferase Detoxification 0 High Quality
CPT2_HUMAN P23786 CPT2 (CPT1) Carnitine O-palmitoyltransferase 2, mitochondrial OS=Homo sapiens GN=CPT2 PE=1 SV=273761.2 303 1150 367 Acetyltransferase;AcyltransferaseAmino acid metabolism;Fatty acid metabolism0 High Quality
FLNC_HUMAN Q14315 FLNC (ABPL) (FLN2)Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=2 290934 303 2469 368 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
B2L13_HUMAN Q9BXK5 BCL2L13 (MIL1) (CD003)Bcl-2-like 13 protein OS=Homo sapiens GN=BCL2L13 PE=1 SV=152705.2 301 2331 369 Molecular function unclassifiedBiological process unclassified 0 High Quality
F13A_HUMAN P00488 F13A1 (F13A) Coagulation factor XIII A chain OS=Homo sapiens GN=F13A1 PE=1 SV=483249.3 288 213 379 Other transferase Blood clotting Blood coagulation->Factor XIII;;Blood coagulation->Factor XIIIa;;;High Quality
ANXA3_HUMAN P12429 ANXA3 (ANX3) Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=336359.4 286 2579 381 Transfer/carrier protein;AnnexinLipid, fatty acid and steroid metabolism0 High Quality
GLU2B_HUMAN P14314 PRKCSH (G19P1)Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=259407.7 283 1159 385 Other enzyme regulator Regulation of carbohydrate metabolism;Protein glycosylation0 High Quality
NIBA_HUMAN Q9BZQ8 FAM129A Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1103116.4 270 1534 400 Molecular function unclassifiedOncogenesis 0 High Quality
FERM2_HUMAN Q96AC1 FERMT2 (KIND2) (MIG2) (PLEKHC1)Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=177845.9 268 2366 403 Other lyase Porphyrin metabolism Heme biosynthesis->Ferrochelatase;;High Quality
AASS_HUMAN Q9UDR5 AASS Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Homo sapiens GN=AASS PE=1 SV=1102117.4 265 635 407 Dehydrogenase;Reductase Amino acid catabolism 0 High Quality
TRAP1_HUMAN Q12931 TRAP1 (HSP75) Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=380094.9 258 931 411 Hsp 90 family chaperone Protein folding;Stress response 0 High Quality
TKT_HUMAN P29401 TKT Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 67861.4 240 960 430 Transketolase Pentose-phosphate shunt;Vitamin metabolism0 High Quality
PDIA4_HUMAN P13667 PDIA4 (ERP70) (ERP72)Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=272916 236 970 435 Other isomerase Protein disulfide-isomerase reaction0 High Quality
NIPS1_HUMAN Q9BPW8 NIPSNAP1 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=133292.9 230 1566 444 Membrane traffic protein General vesicle transport 0 High Quality
CATZ_HUMAN Q9UBR2 CTSZ Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 33850.2 230 2278 445 Cysteine protease Proteolysis 0 High Quality
K1881_HUMAN Q96Q06 KIAA1881 Protein KIAA1881 OS=Homo sapiens GN=KIAA1881 PE=2 SV=2134407 216 333 458 Molecular function unclassifiedBiological process unclassified 0 High Quality
CAD13_HUMAN P55290 CDH13 (CDHH) Cadherin-13 OS=Homo sapiens GN=CDH13 PE=1 SV=178269.6 208 1130 463 Cadherin Cell adhesion-mediated signaling;Cell adhesion;OncogenesisWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;High Quality
PREP_HUMAN Q5JRX3 PITRM1 (KIAA1104) (MP1)Presequence protease, mitochondrial OS=Homo sapiens GN=PITRM1 PE=1 SV=2117439.4 204 425 470 Metalloprotease Proteolysis 0 High Quality
PLST_HUMAN P13797 PLS3 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=3 70420.5 203 1849 473 Non-motor actin binding proteinCell structure 0 High Quality
AT2A2_HUMAN P16615 ATP2A2 (ATP2B)Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1114740.8 200 1156 475 Ion channel;Cation transporter;Other hydrolaseCation transport;Calcium ion homeostasis0 High Quality
DCD_HUMAN P81605 DCD (AIDD) (DSEP)Dermcidin OS=Homo sapiens GN=DCD PE=1 SV=2 11266.1 197 1126 477 Molecular function unclassifiedBiological process unclassified 0 High Quality
SAKS1_HUMAN Q04323 UBXN1 SAPK substrate protein 1 OS=Homo sapiens GN=SAKS1 PE=1 SV=233307.4 195 2015 479 Other miscellaneous function proteinProteolysis 0 High Quality
KINH_HUMAN P33176 KIF5B (KNS) (KNS1)Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1109668.3 194 955 480 Microtubule binding motor proteinIntracellular protein traffic;Cell structure0 High Quality
S10A9_HUMAN P06702 S100A9 (CAGB) (CFAG) (MRP14)Protein S100-A9 OS=Homo sapiens GN=S100A9 PE=1 SV=113224.3 192 316 483 Calmodulin related protein Macrophage-mediated immunity;Cell motility0 High Quality
MYH6_HUMAN P13533 MYH6 (MYHCA)Myosin-6 OS=Homo sapiens GN=MYH6 PE=1 SV=3 223677.5 189 413 486 Actin binding motor protein Muscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;High Quality
TXLNB_HUMAN Q8N3L3 TXLNB (C6orf198) (MDP77)Beta-taxilin OS=Homo sapiens GN=TXLNB PE=1 SV=3 76501.2 185 1803 489 Antibacterial response proteinGeneral vesicle transport 0 High Quality
NUCL_HUMAN P19338 NCL Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 76597.9 183 967 490 Other RNA-binding protein rRNA metabolism 0 High Quality
LAMB1_HUMAN P07942 LAMB1 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=1198045.3 182 610 492 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
IF2M_HUMAN P46199 MTIF2 Translation initiation factor IF-2, mitochondrial OS=Homo sapiens GN=MTIF2 PE=2 SV=181327.1 179 2539 497 Translation initiation factor;HydrolaseProtein biosynthesis 0 High Quality
LAMC1_HUMAN P11047 LAMC1 (LAMB2)Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=2177587.1 175 2125 501 Extracellular matrix linker proteinCell adhesion-mediated signaling;Extracellular matrix protein-mediated signalingIntegrin signalling pathway->Laminin;;High Quality
PDC6I_HUMAN Q8WUM4 PDCD6IP (AIP1) (ALIX) (KIAA1375)Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=196007.4 172 1700 506 Transmembrane receptor regulatory/adaptor proteinInduction of apoptosis;Cell proliferation and differentiation0 High Quality
FLNA_HUMAN P21333 FLNA (FLN) (FLN1)Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 280711.4 165 1152 510 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
TLN1_HUMAN Q9Y490 TLN1 (KIAA1027) (TLN)Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 269747.1 158 722 517 Cell adhesion molecule;Actin binding cytoskeletal proteinCell structure 0 High Quality
PTGDS_HUMAN P41222 PTGDS (PDS) Prostaglandin-H2 D-isomerase OS=Homo sapiens GN=PTGDS PE=1 SV=121011.1 153 408 519 Synthase;Isomerase Fatty acid biosynthesis;Lipid metabolism;Intracellular signaling cascade;Transport;Muscle contraction;Developmental processes;Other metabolism0 High Quality
DP13A_HUMAN Q9UKG1 APPL1 (APPL) (DIP13A) (KIAA1428)DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=179647.1 137 2266 533 Molecular function unclassifiedBiological process unclassified 0 High Quality
CYTA_HUMAN P01040 CSTA (STF1) (STFA)Cystatin-A OS=Homo sapiens GN=CSTA PE=1 SV=1 10988.6 114 2602 553 Cysteine protease inhibitor Proteolysis 0 High Quality
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CLH1_HUMAN Q00610 CLTC (CLH17) (CLTCL2) (KIAA0034)Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5191600.9 112 2504 557 Vesicle coat protein Ligand-mediated signaling;Receptor mediated endocytosis;Neurotransmitter releaseHeterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Clathrin;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Clathrin;;;High Quality
DCTN1_HUMAN Q14203 DCTN1 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3141679.6 108 2470 564 Non-motor microtubule binding proteinGeneral vesicle transportHuntington disease->Dynactin;;High Quality
LAMA2_HUMAN P24043 LAMA2 (LAMM)Laminin subunit alpha-2 OS=Homo sapiens GN=LAMA2 PE=1 SV=3342752.6 104 2096 568 Extracellular matrix linker proteinExtracellular matrix protein-mediated signaling;Cell adhesion;Developmental processesIntegrin signalling pathway->Laminin;;High Quality
SPB3_HUMAN P29508 SERPINB3 (SCCA) (SCCA1)Serpin B3 OS=Homo sapiens GN=SERPINB3 PE=1 SV=244547.9 92 2089 580 Serine protease inhibitor Proteolysis 0 High Quality
FLNB_HUMAN O75369 FLNB (FLN1L) (FLN3) (TABP) (TAP)Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=1 278171.9 90 2624 586 Non-motor actin binding proteinCell structure;Cell motilityIntegrin signalling pathway->Filamin;;Dopamine receptor mediated signaling pathway->filamin A;;;High Quality
CASPE_HUMAN P31944 CASP14 Caspase-14 OS=Homo sapiens GN=CASP14 PE=1 SV=227661.8 87 1145 593 Cysteine protease Proteolysis;Apoptosis 0 High Quality
ACTN4_HUMAN O43707 ACTN4 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2104839.2 83 2637 600 Non-motor actin binding proteinCell structure Integrin signalling pathway->alpha actinin;;High Quality
SAA_HUMAN P02735 SAA1 Serum amyloid A protein OS=Homo sapiens GN=SAA1 PE=1 SV=213514.5 74 613 623 Transporter;Apolipoprotein;Defense/immunity proteinImmunity and defense 0 High Quality
H4_HUMAN P62805 HIST1H4A (H4/A) (H4FA); HIST1H4B (H4/I) (H4FI); HIST1H4C (H4/G) (H4FG); HIST1H4D (H4/B) (H4FB); HIST1H4E (H4/J) (H4FJ); HIST1H4F (H4/C) (H4FC); HIST1H4H (H4/H) (H4FH); HIST1H4I (H4/M) (H4FM); HIST1H4J (H4/E) (H4FE); HIST1H4K (H4/D) (H4FD); HIST1H4L (H4/K)Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=211349.7 72 2512 628 Histone Chromatin packaging and remodeling0 Matchup
NARG1_HUMAN Q9BXJ9 NARG1 (GA19) (NATH) (TBDN100)NMDA receptor-regulated protein 1 OS=Homo sapiens GN=NARG1 PE=1 SV=1101259.9 67 1744 648 Acetyltransferase mRNA transcription regulation;Protein acetylationMetabotropic glutamate receptor group I pathway->N-methyl-D-aspartate Receptor;;High Quality
KV204_HUMAN P01617 n.o Ig kappa chain V-II region TEW OS=Homo sapiens PE=1 SV=112297.3 67 318 651 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 High Quality
ICAL_HUMAN P20810 CAST Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=4 76557.3 66 2561 652 Cysteine protease inhibitor Proteolysis 0 High Quality
KV122_HUMAN P04430 n.o Ig kappa chain V-I region BAN OS=Homo sapiens PE=1 SV=111822.3 66 2138 657 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 Matchup
PA1B2_HUMAN P68402 PAFAH1B2 (PAFAHB)Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=125551.5 65 2031 660 Molecular function unclassifiedBiological process unclassified 0 High Quality
SGTA_HUMAN O43765 SGTA (SGT) (SGT1)Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=134045.9 60 2219 681 Other chaperones Protein folding 0 High Quality
2A5D_HUMAN Q14738 PPP2R5D Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=169976.4 59 1106 686 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;High Quality
TERA_HUMAN P55072 VCP Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=489306.8 58 2043 694 Molecular function unclassifiedProtein metabolism and modification;Exocytosis;Protein targeting and localization;Transport0 High Quality
ACTS_HUMAN P68133 ACTA1 (ACTA) Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=142034.1 58 456 701 Actin and actin related proteinExocytosis;Endocytosis;Transport;Cytokinesis;Cell structure0 High Quality
GSHR_HUMAN P00390 GSR (GLUR) (GRD1)Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=256239.4 55 1179 726 Reductase Electron transport;Other metabolism0 High Quality
LMNA_HUMAN P02545 LMNA (LMN1) Lamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 74122.6 54 418 730 Intermediate filament;Structural proteinCell structure FAS signaling pathway->Nuclear Lamin;;High Quality
SEPT7_HUMAN Q16181 SEPT7 (CDC10) Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 50662.2 52 1950 742 Cytoskeletal protein;Small GTPaseCytokinesis 0 High Quality
PP1B_HUMAN P62140 PPP1CB Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=337170.3 50 2033 765 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;High Quality
K1C16_HUMAN P08779 KRT16 (KRT16A)Keratin, type I cytoskeletal 16 OS=Homo sapiens GN=KRT16 PE=1 SV=451251 50 463 770 Intermediate filament;Structural proteinCell structure 0 High Quality
EHD1_HUMAN Q9H4M9 EHD1 (PAST) (PAST1) (CDABP0131)EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=260611.1 50 1050 771 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
PRS7_HUMAN P35998 PSMC2 (MSS1) 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=348617.6 49 2076 774 Other hydrolase Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
LEG7_HUMAN P47929 LGALS7 (PIG1) Galectin-7 OS=Homo sapiens GN=LGALS7 PE=1 SV=2 15056.7 49 597 781 Other signaling molecule;Other cell adhesion moleculeCell adhesion;Other immune and defense;Induction of apoptosis0 High Quality
IF5_HUMAN P55010 EIF5 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=249205.4 47 2521 797 Translation initiation factor;Other G-protein modulatorProtein biosynthesis 0 High Quality
EFG1_HUMAN Q96RP9 GFM1 (EFG) (EFG1) (GFM)Elongation factor G 1, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=283455.5 46 2348 811 Translation elongation factorProtein biosynthesis 0 High Quality
ADIPO_HUMAN Q15848 ADIPOQ (ACDC) (ACRP30) (APM1) (GBP28)Adiponectin OS=Homo sapiens GN=ADIPOQ PE=1 SV=126396.2 46 660 819 Peptide hormone Carbohydrate transport;Gluconeogenesis;Fatty acid beta-oxidation;Transport0 High Quality
MYLK3_HUMAN Q32MK0 MYLK3 (MLCK) Putative myosin light chain kinase 3 OS=Homo sapiens GN=MYLK3 PE=2 SV=286074.1 46 1646 824 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;High Quality
VPS4A_HUMAN Q9UN37 VPS4A (VPS4) Vacuolar protein sorting-associating protein 4A OS=Homo sapiens GN=VPS4A PE=1 SV=148881.3 44 1339 836 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
IMA4_HUMAN O00629 KPNA4 Importin subunit alpha-4 OS=Homo sapiens GN=KPNA4 PE=1 SV=157868.9 44 1197 839 Transfer/carrier protein Nuclear transport;Protein targeting0 High Quality
GSHB_HUMAN P48637 GSS Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=152367.9 43 2536 850 Synthetase;Other ligase Sulfur redox metabolism 0 High Quality
TRXR1_HUMAN Q16881 TXNRD1 (KDRF) Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=370888.9 42 1948 869 Reductase Electron transport;Other metabolism0 High Quality
SYSC_HUMAN P49591 SARS (SERS) Seryl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=358760.6 41 2054 870 Other RNA-binding protein;Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 High Quality
DSG1_HUMAN Q02413 DSG1 (CDHF4) Desmoglein-1 OS=Homo sapiens GN=DSG1 PE=1 SV=1113698.8 41 455 872 Cadherin;Other cell junction proteinCell adhesion-mediated signaling;Cell adhesion0 High Quality
DDX1_HUMAN Q92499 DDX1 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=282415.1 41 1072 877 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
AHNK_HUMAN Q09666 AHNAK (PM227)Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2629086.4 40 667 885 Molecular function unclassifiedBiological process unclassified 0 High Quality
NPL4_HUMAN Q8TAT6 NPLOC4 (KIAA1499) (NPL4)Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=368103.1 38 1431 907 Molecular function unclassifiedRNA localization;Nuclear transport;Transport;Other metabolism0 High Quality
SYQ_HUMAN P47897 QARS Glutaminyl-tRNA synthetase OS=Homo sapiens GN=QARS PE=1 SV=187781.9 37 2062 916 Aminoacyl-tRNA synthetase Amino acid activation Heme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
AL1A1_HUMAN P00352 ALDH1A1 (ALDC) (ALDH1) (PUMB1)Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=254844.8 36 2605 930 Dehydrogenase Other carbon metabolism5-Hydroxytryptamine degredation->Aldehyde Dehydrogenase;;Phenylethylamine degradation->Phenylacetaldehyde dehydrogenase;;;High Quality
HP1B3_HUMAN Q5SSJ5 HP1BP3 Heterochromatin protein 1-binding protein 3 OS=Homo sapiens GN=HP1BP3 PE=1 SV=161190.7 36 1375 932 Molecular function unclassifiedBiological process unclassified 0 High Quality
JIP4_HUMAN O60271 SPAG9 (HSS) (KIAA0516) (MAPK8IP4) (SYD1) (HLC6)C-jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4146187.2 35 869 945 Kinase modulator Intracellular signaling cascade;Transport;Cell structure and motility0 High Quality
PGBM_HUMAN P98160 HSPG2 Basement membrane-specific heparan sulfate proteoglycan core protein OS=Homo sapiens GN=HSPG2 PE=1 SV=2468787.5 35 406 951 Extracellular matrix Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Cell adhesion0 High Quality
CTNA1_HUMAN P35221 CTNNA1 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1100054.9 34 2548 969 Non-motor actin binding proteinCell structure Cadherin signaling pathway->Alpha-catenin;;Alzheimer disease-presenilin pathway->alpha-catenin;;Wnt signaling pathway->alpha-Catenin;;;;High Quality
MYH11_HUMAN P35749 MYH11 (KIAA0866)Myosin-11 OS=Homo sapiens GN=MYH11 PE=1 SV=3227326.6 34 236 976 Actin binding motor protein Muscle development;Cell structure;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;High Quality
BLMH_HUMAN Q13867 BLMH Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=152544.5 33 2475 987 Cysteine protease Proteolysis 0 High Quality
THAP4_HUMAN Q8WY91 THAP4 (CGI-36) (PP238)THAP domain-containing protein 4 OS=Homo sapiens GN=THAP4 PE=1 SV=262871.7 32 1684 990 Molecular function unclassifiedBiological process unclassified 0 High Quality
RS15A_HUMAN P62244 RPS15A (OK/SW-cl.82)40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=214822 32 943 994 Ribosomal protein Protein biosynthesis 0 Matchup
CSN2_HUMAN P61201 COPS2 (CSN2) (TRIP15)COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=151581.6 32 2513 1003 Miscellaneous function Signal transduction;Protein targeting;Cell cycle0 High Quality
EIF3H_HUMAN O15372 EIF3H (EIF3S3) Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=139912.6 32 2645 1007 Other transcription factor Developmental processes 0 Matchup
CF211_HUMAN Q9H993 C6orf211 UPF0364 protein C6orf211 OS=Homo sapiens GN=C6orf211 PE=1 SV=151156.2 31 1639 1017 Molecular function unclassifiedBiological process unclassified 0 High Quality
PIP_HUMAN P12273 PIP (GCDFP15) (GPIP4)Prolactin-inducible protein OS=Homo sapiens GN=PIP PE=1 SV=116555.1 31 2122 1021 Molecular function unclassifiedBiological process unclassified 0 Matchup
ARGI1_HUMAN P05089 ARG1 Arginase-1 OS=Homo sapiens GN=ARG1 PE=1 SV=2 34718 31 2592 1022 Other hydrolase Amino acid catabolism 0 Matchup
MIME_HUMAN P20774 OGN (OIF) (SLRR3A)Mimecan OS=Homo sapiens GN=OGN PE=1 SV=1 33907 30 2105 1031 Receptor;Extracellular matrixCell surface receptor mediated signal transduction;Mesoderm development0 High Quality
PABP1_HUMAN P11940 PABPC1 (PAB1) (PABP1) (PABPC2)Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=270653.3 30 2123 1040 Other RNA-binding protein mRNA polyadenylation;mRNA end-processing and stability0 Matchup
SNX5_HUMAN Q9Y5X3 SNX5 Sorting nexin-5 OS=Homo sapiens GN=SNX5 PE=1 SV=146799.8 29 1288 1041 Membrane traffic regulatory proteinIntracellular protein traffic 0 High Quality
SPTB2_HUMAN Q01082 SPTBN1 (SPTB2)Spectrin beta chain, brain 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2274595.4 29 560 1052 Non-motor actin binding proteinCell structure 0 High Quality
ARFP1_HUMAN P53367 ARFIP1 Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=2 41721.5 28 2529 1068 Other G-protein modulator Cell structure;Cell motilityHuntington disease->Arfaptin-2;;High Quality
CAND1_HUMAN Q86VP6 CAND1 (KIAA0829) (TIP120) (TIP120A)Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2136363.1 27 1411 1073 Transcription factor mRNA transcription 0 High Quality
PSMD1_HUMAN Q99460 PSMD1 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2105821.2 27 793 1077 Other enzyme regulator Proteolysis;Cell cycle controlUbiquitin proteasome pathway->26S proteasome;;High Quality
PUR8_HUMAN P30566 ADSL (AMPS) Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=254872.5 27 2087 1081 Other lyase Purine metabolism De novo purine biosynthesis->Adenylosuccinate lyase;;De novo purine biosynthesis->5-Phosphoribosyl-4-(N-succinocarboxamide)-5-aminoimidazole lyase;;;High Quality
K1C13_HUMAN P13646 KRT13 Keratin, type I cytoskeletal 13 OS=Homo sapiens GN=KRT13 PE=1 SV=349569.3 26 2578 1089 Intermediate filament;Structural proteinCell structure 0 High Quality
CO4A1_HUMAN P02462 COL4A1 Collagen alpha-1(IV) chain OS=Homo sapiens GN=COL4A1 PE=1 SV=3160599.5 25 2598 1099 Molecular function unclassifiedBiological process unclassifiedIntegrin signalling pathway->Collagen;;High Quality
LV102_HUMAN P01700 n.o Ig lambda chain V-I region HA OS=Homo sapiens PE=1 SV=111707.2 25 419 1100 No Gene Symbol No Gene Symbol No Gene Symbolduplicate one hit wonders
RBBP7_HUMAN Q16576 RBBP7 (RBAP46)Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=147802 25 1949 1105 Other miscellaneous function proteinChromatin packaging and remodeling0 High Quality
AP2M1_HUMAN Q96CW1 AP2M1 (CLAPM1) (KIAA0109)AP-2 complex subunit mu-1 OS=Homo sapiens GN=AP2M1 PE=1 SV=249637.7 25 2364 1108 Molecular function unclassifiedBiological process unclassified 0 High Quality
TPP2_HUMAN P29144 TPP2 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4138334.9 24 961 1123 Serine protease Proteolysis 0 High Quality
IQGA1_HUMAN P46940 IQGAP1 (KIAA0051)Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1189240.6 24 2538 1127 Other G-protein modulator Intracellular signaling cascade;Cell cycle control0 High Quality
FBLN3_HUMAN Q12805 EFEMP1 (FBLN3) (FBNL)EGF-containing fibulin-like extracellular matrix protein 1 OS=Homo sapiens GN=EFEMP1 PE=1 SV=254621.1 23 249 1128 Signaling molecule;Cell adhesion molecule;Extracellular matrix glycoprotein;AnnexinCell communication;Vision;Skeletal development0 High Quality
LRC40_HUMAN Q9H9A6 LRRC40 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=168236.3 23 1486 1130 Other miscellaneous function proteinOther immune and defense;Miscellaneous0 High Quality
LETM1_HUMAN O95202 LETM1 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=183337.9 23 2171 1131 Calmodulin related protein;AnnexinBiological process unclassified 0 Matchup
DNJC7_HUMAN Q99615 DNAJC7 (TPR2) (TTC2)DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=256424.9 23 2343 1142 Other chaperones Protein folding 0 High Quality
COPG_HUMAN Q9Y678 COPG (COPG1) Coatomer subunit gamma OS=Homo sapiens GN=COPG PE=1 SV=197701.4 22 1029 1144 Vesicle coat protein General vesicle transport;Transport0 High Quality
FILA2_HUMAN Q5D862 FLG2 (IFPS) Filaggrin-2 OS=Homo sapiens GN=FLG2 PE=1 SV=1 248034.3 22 519 1145 Other cytoskeletal proteins Protein complex assembly;Ectoderm development;Cell structure0 High Quality
VTA1_HUMAN Q9NP79 VTA1 (C6orf55) (HSPC228) (My012)Vacuolar protein sorting-associated protein VTA1 homolog OS=Homo sapiens GN=VTA1 PE=2 SV=133861.9 22 1463 1152 Other hydrolase Protein metabolism and modification;General vesicle transport;Protein targeting and localization;Cell structure0 High Quality
EI2BD_HUMAN Q9UI10 EIF2B4 (EIF2BD)Translation initiation factor eIF-2B subunit delta OS=Homo sapiens GN=EIF2B4 PE=1 SV=257538.9 21 1035 1162 Translation initiation factor;Guanyl-nucleotide exchange factorProtein biosynthesis;Translational regulation0 High Quality
CLIP1_HUMAN P30622 CLIP1 (CYLN1) (RSN)CAP-Gly domain-containing linker protein 1 OS=Homo sapiens GN=CLIP1 PE=1 SV=1160975.4 20 1146 1166 Non-motor microtubule binding proteinGeneral vesicle transport;Protein targeting and localization;Mitosis;Cell structure0 High Quality
MLTK_HUMAN Q9NYL2 MLTK (ZAK) (HCCS4)Mitogen-activated protein kinase kinase kinase MLT OS=Homo sapiens GN=MLTK PE=1 SV=291165.1 20 1473 1167 Metalloprotease Proteolysis;Mitochondrial transport0 High Quality
PALD_HUMAN Q9ULE6 PALD (KIAA1274)Paladin OS=Homo sapiens GN=PALD PE=2 SV=3 96736.8 19 1356 1173 Protein phosphatase Protein phosphorylation 0 Matchup
MAP1B_HUMAN P46821 MAP1B Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=1270602.2 19 2063 1174 Non-motor microtubule binding proteinCell structure and motility 0 High Quality
DNJB4_HUMAN Q9UDY4 DNAJB4 (DNAJW) (HLJ1)DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=137791 19 2277 1175 Other chaperones Protein folding 0 High Quality
HORN_HUMAN Q86YZ3 HRNR (S100A18)Hornerin OS=Homo sapiens GN=HRNR PE=1 SV=2 282354.7 19 1092 1177 Other miscellaneous function proteinBlood clotting 0 High Quality
TSP4_HUMAN P35443 THBS4 (TSP4) Thrombospondin-4 OS=Homo sapiens GN=THBS4 PE=1 SV=2105851.2 19 889 1179 Other signaling molecule;Other enzyme regulator;Other extracellular matrixBlood clotting;Other developmental process0 High Quality
XPO2_HUMAN P55060 CSE1L (CAS) (XPO2)Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 110403.9 19 946 1182 Transporter;Small GTPase Nuclear transport 0 High Quality
IGBP1_HUMAN P78318 IGBP1 (IBP1) Immunoglobulin-binding protein 1 OS=Homo sapiens GN=IGBP1 PE=1 SV=139204.5 18 1127 1192 Other defense and immunity protein;Other miscellaneous function proteinSignal transduction;Immunity and defensep53 pathway by glucose deprivation->alpha4;;Matchup
NRP1_HUMAN O14786 NRP1 (NRP) (VEGF165R)Neuropilin-1 OS=Homo sapiens GN=NRP1 PE=1 SV=3103118.6 17 323 1202 Other receptor;Other signaling moleculeOther receptor mediated signaling pathway;Neurogenesis;Angiogenesis;Heart developmentAxon guidance mediated by semaphorins->Neuropilin 1;;Matchup
RNZ2_HUMAN Q9BQ52 ELAC2 (HPC2) Zinc phosphodiesterase ELAC protein 2 OS=Homo sapiens GN=ELAC2 PE=1 SV=292201.5 16 754 1205 Hydrolase Nucleoside, nucleotide and nucleic acid metabolism;Oncogenesis;Non-vertebrate process0 Matchup
PARP1_HUMAN P09874 PARP1 (ADPRT) (PPOL)Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4113069.8 16 978 1209 Glycosyltransferase DNA repair;Protein ADP-ribosylation;Stress responseFAS signaling pathway->Poly(ADP-ribose) polymerase;;High Quality
SYLC_HUMAN Q9P2J5 LARS (KIAA1352)Leucyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2134452.8 16 1399 1212 Aminoacyl-tRNA synthetase;LigaseAmino acid activation 0 Matchup
SF3B1_HUMAN O75533 SF3B1 (SAP155) Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=2145802.3 16 2191 1215 mRNA splicing factor mRNA splicing 0 Matchup
CUL1_HUMAN Q13616 CUL1 Cullin-1 OS=Homo sapiens GN=CUL1 PE=1 SV=2 89663.4 15 1114 1224 Molecular function unclassifiedProteolysis;Induction of apoptosis;Cell cycle control;OncogenesisParkinson disease->F-box and WD-40 domain protein 7;;High Quality
NEST_HUMAN P48681 NES (Nbla00170)Nestin OS=Homo sapiens GN=NES PE=1 SV=2 177419.1 15 950 1226 Intermediate filament;Structural proteinCell structure 0 High Quality
MAP1A_HUMAN P78559 MAP1A (MAP1L)Microtubule-associated protein 1A OS=Homo sapiens GN=MAP1A PE=1 SV=5305610.5 12 2025 1246 Non-motor microtubule binding proteinCell structure 0 High Quality
CO6A3_HUMAN P12111 COL6A3 Collagen alpha-3(VI) chain OS=Homo sapiens GN=COL6A3 PE=1 SV=3343532.2 11 460 1261 Extracellular matrix structural proteinCell communication;Cell adhesion;Cell structureIntegrin signalling pathway->Collagen;;Inflammation mediated by chemokine and cytokine signaling pathway->ExtraCellular matrix protein;;;High Quality
MYH2_HUMAN Q9UKX2 MYH2 (MYHSA2)Myosin-2 OS=Homo sapiens GN=MYH2 PE=1 SV=1 223032.3 11 230 1262 Actin binding motor protein Muscle contraction;Muscle development;CytokinesisWnt signaling pathway->NFAT Target Genes;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin;;Nicotinic acetylcholine receptor signaling pathway->Myosin;;Cytoskeletal regulation by Rho GTPase->Myosin light chain;;;;;Matchup
TPR_HUMAN P12270 TPR Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=2265580.1 10 315 1264 Tyrosine protein kinase receptor;Protein kinaseProtein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Nuclear transport0 High Quality
NENF_HUMAN Q9UMX5 NENF (CIR2) (SPUF)Neudesin OS=Homo sapiens GN=NENF PE=2 SV=1 18839.1 10 1340 1267 Signaling molecule Biological process unclassified 0 High Quality
LRBA_HUMAN P50851 LRBA (BGL) (CDC4L) (LBA)Lipopolysaccharide-responsive and beige-like anchor protein OS=Homo sapiens GN=LRBA PE=1 SV=3319144.5 10 593 1276 Select regulatory molecule Signal transduction;Protein targeting0 High Quality
PPR3A_HUMAN Q16821 PPP1R3A (PP1G)Protein phosphatase 1 regulatory subunit 3A OS=Homo sapiens GN=PPP1R3A PE=1 SV=2125820.2 10 905 1283 Phosphatase modulator Glycogen metabolism 0 Matchup
APOC1_HUMAN P02654 APOC1 Apolipoprotein C-I OS=Homo sapiens GN=APOC1 PE=1 SV=19314.3 9 348 1321 Transporter;Apolipoprotein Lipid and fatty acid transport;Transport0 High Quality
DRG2_HUMAN P55039 DRG2 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=2 SV=140729.8 9 2520 1328 Small GTPase Cytokinesis 0 High Quality
KV402_HUMAN P01625 n.o Ig kappa chain V-IV region Len OS=Homo sapiens PE=1 SV=212622.4 9 615 1333 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 High Quality
KV302_HUMAN P01620 n.o Ig kappa chain V-III region SIE OS=Homo sapiens PE=1 SV=111728.5 9 989 1337 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 High Quality
LV302_HUMAN P80748 n.o Ig lambda chain V-III region LOI OS=Homo sapiens PE=1 SV=111916.9 8 942 1354 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 Matchup
RM19_HUMAN P49406 MRPL19 (KIAA0104) (MRPL15)39S ribosomal protein L19, mitochondrial OS=Homo sapiens GN=MRPL19 PE=2 SV=233517.6 8 2055 1411 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
RB3GP_HUMAN Q15042 RAB3GAP1 (KIAA0066) (RAB3GAP)Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3110507.9 8 1962 1417 Molecular function unclassifiedBiological process unclassified 0 High Quality
LACE1_HUMAN Q8WV93 LACE1 (AFG1) Lactation elevated protein 1 OS=Homo sapiens GN=LACE1 PE=2 SV=254829 8 1698 1421 Hydrolase Biological process unclassified 0 Matchup
SPTB1_HUMAN P11277 SPTB (SPTB1) Spectrin beta chain, erythrocyte OS=Homo sapiens GN=SPTB PE=1 SV=4246307.2 8 608 1446 Non-motor actin binding proteinCell structure 0 High Quality
TGM3_HUMAN Q08188 TGM3 Protein-glutamine gamma-glutamyltransferase E OS=Homo sapiens GN=TGM3 PE=1 SV=376741.3 7 586 1453 Acyltransferase;Other transferaseOther developmental process 0 High Quality
NID1_HUMAN P14543 NID1 (NID) Nidogen-1 OS=Homo sapiens GN=NID1 PE=1 SV=2 136433.8 7 607 1463 Extracellular matrix glycoproteinCell adhesion 0 High Quality
SCRN2_HUMAN Q96FV2 SCRN2 Secernin-2 OS=Homo sapiens GN=SCRN2 PE=2 SV=2 46545.9 7 1636 1472 Other miscellaneous function proteinProteolysis 0 High Quality
MMAB_HUMAN Q96EY8 MMAB Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Homo sapiens GN=MMAB PE=1 SV=127371.1 7 1640 1496 Dehydrogenase Other carbon metabolism 0 High Quality
MP2K2_HUMAN P36507 MAP2K2 (MEK2) (MKK2) (PRKMK2)Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=144407.2 7 2075 1503 Protein kinase;Transferase Protein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 2;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF High Quality
RT22_HUMAN P82650 MRPS22 (C3orf5) (RPMS22) (GK002)28S ribosomal protein S22, mitochondrial OS=Homo sapiens GN=MRPS22 PE=1 SV=141263.5 7 2023 1509 Ribosomal protein Protein biosynthesis;Other metabolism0 High Quality
SLK_HUMAN Q9H2G2 SLK (KIAA0204) (STK2)STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1142679.8 7 629 1527 Protein kinase;Transferase Protein phosphorylation;Phosphate metabolism;Other metabolism0 High Quality
PSDE_HUMAN O00487 PSMD14 (POH1)26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=134558.6 7 2242 1533 Other miscellaneous function proteinProtein metabolism and modificationCell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
TAU_HUMAN P10636 MAPT (MAPTL) (MTBT1) (TAU)Microtubule-associated protein tau OS=Homo sapiens GN=MAPT PE=1 SV=478859.7 7 2127 1546 Non-motor microtubule binding proteinApoptosis;Cell structure 0 High Quality
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FUBP2_HUMAN Q92945 KHSRP (FUBP2) Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=373128.6 7 1067 1551 Other RNA-binding protein mRNA splicing;Translational regulation0 High Quality
VATB2_HUMAN P21281 ATP6V1B2 (ATP6B2) (VPP3)Vacuolar ATP synthase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=356484.1 7 2104 1552 Other ion channel;Hydrogen transporter;ATP synthase;HydrolaseNucleoside, nucleotide and nucleic acid transport;Other nucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
S10A7_HUMAN P31151 S100A7 (PSOR1) (S100A7C)Protein S100-A7 OS=Homo sapiens GN=S100A7 PE=1 SV=411453.7 7 2086 1554 Calmodulin related protein Biological process unclassified 0 High Quality
SIRT2_HUMAN Q8IXJ6 SIRT2 (SIR2L) (SIR2L2)NAD-dependent deacetylase sirtuin-2 OS=Homo sapiens GN=SIRT2 PE=1 SV=243165.7 7 1279 1559 Chromatin/chromatin-binding protein;DeacetylasemRNA transcription regulation;Chromatin packaging and remodelingp53 pathway->Sirtuin;;High Quality
RGN_HUMAN Q15493 RGN (SMP30) Regucalcin OS=Homo sapiens GN=RGN PE=1 SV=1 33234.9 7 1956 1572 Other select calcium binding proteinsCalcium mediated signaling 0 High Quality
CBR4_HUMAN Q8N4T8 CBR4 Carbonyl reductase 4 OS=Homo sapiens GN=CBR4 PE=2 SV=225301.3 7 1702 1581 Dehydrogenase;Reductase Other metabolism 0 High Quality
HPCA_HUMAN P84074 HPCA (BDR2) Neuron-specific calcium-binding protein hippocalcin OS=Homo sapiens GN=HPCA PE=1 SV=222296.2 7 2505 1604 Voltage-gated calcium channelCation transport;Neurotransmitter release;Muscle contractionMetabotropic glutamate receptor group III pathway->Calcium Channel;;Heterotrimeric G-protein signaling pathway-Gq alpha and Go alpha mediated pathway->Calcium ion channel;;Thyrotropin-releasing hormone receptor signaling pathway->Ca2+ channel;;Endogenous_Matchup
TIF1B_HUMAN Q13263 TRIM28 (KAP1) (RNF96) (TIF1B)Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=588531 6 926 1623 Transcription cofactor;Nucleic acid bindingmRNA transcription;Chromatin packaging and remodeling0 High Quality
PP1R7_HUMAN Q15435 PPP1R7 (SDS22) Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=141548.3 6 1325 1633 Phosphatase modulator Cell cycle control;Mitosis 0 High Quality
K2C4_HUMAN P19013 KRT4 (CYK4) Keratin, type II cytoskeletal 4 OS=Homo sapiens GN=KRT4 PE=1 SV=457268.1 6 2108 1638 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
TATD1_HUMAN Q6P1N9 TATDN1 (CDA11)Putative deoxyribonuclease TATDN1 OS=Homo sapiens GN=TATDN1 PE=2 SV=233584.9 6 1916 1644 Nuclease DNA degradation 0 High Quality
CRP_HUMAN P02741 CRP (PTX1) C-reactive protein OS=Homo sapiens GN=CRP PE=1 SV=125021 6 464 1647 Antibacterial response protein;Other defense and immunity proteinOther immune and defense;Stress response;Cytokine/chemokine mediated immunity0 High Quality
COPB_HUMAN P53618 COPB1 (COPB) (MSTP026)Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3107128 6 671 1655 Vesicle coat protein Constitutive exocytosis 0 High Quality
HYI_HUMAN Q5T013 HYI (SB156) (HT036)Putative hydroxypyruvate isomerase OS=Homo sapiens GN=HYI PE=2 SV=230387.9 6 1533 1668 Double-stranded DNA binding protein;Other isomeraseDNA repair 0 High Quality
TBB2A_HUMAN Q13885 TUBB2A (TUBB2)Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=149889.1 6 1977 1672 Tubulin Intracellular protein traffic;Chromosome segregation;Cell structure;Cell motilityHuntington disease->beta-Tubulin;;Cytoskeletal regulation by Rho GTPase->Tubulin;;Hedgehog signaling pathway->MIcrotubule;;;;High Quality
DEF1_HUMAN P59665 DEFA1 (DEF1) (DEFA2) (MRS)Neutrophil defensin 1 OS=Homo sapiens GN=DEFA1 PE=1 SV=110227.1 6 2515 1683 Molecular function unclassifiedBiological process unclassified 0 High Quality
KV118_HUMAN P01610 n.o Ig kappa chain V-I region WEA OS=Homo sapiens PE=1 SV=111822.4 6 617 1689 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 High Quality
CYTC_HUMAN P01034 CST3 Cystatin-C OS=Homo sapiens GN=CST3 PE=1 SV=1 15781.2 6 2603 1695 Cysteine protease inhibitor Proteolysis 0 High Quality
PDE3A_HUMAN Q14432 PDE3A cGMP-inhibited 3',5'-cyclic phosphodiesterase A OS=Homo sapiens GN=PDE3A PE=1 SV=3124964.1 6 919 1698 Phosphodiesterase Metabolism of cyclic nucleotides 0 High Quality
UCHL5_HUMAN Q9Y5K5 UCHL5 (UCH37) (AD-019) (CGI-70)Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=337589.4 6 1291 1700 Cysteine protease Proteolysis Ubiquitin proteasome pathway->26S proteasome;;High Quality
PSMD3_HUMAN O43242 PSMD3 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=260961.6 6 1015 1702 Other enzyme activator Proteolysis Cell cycle->Proteasome;;Ubiquitin proteasome pathway->26S proteasome;;;High Quality
RRBP1_HUMAN Q9P2E9 RRBP1 (KIAA1398)Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4152452.5 6 1401 1713 Other receptor;Extracellular matrixProtein targeting and localization;Cell structure and motility0 High Quality
HUTH_HUMAN P42357 HAL (HIS) Histidine ammonia-lyase OS=Homo sapiens GN=HAL PE=1 SV=172680.8 6 2543 1728 Molecular function unclassifiedBiological process unclassified 0 High Quality
BIRC6_HUMAN Q9NR09 BIRC6 (KIAA1289)Baculoviral IAP repeat-containing protein 6 OS=Homo sapiens GN=BIRC6 PE=1 SV=1527591.8 6 2298 1735 Protease inhibitor Inhibition of apoptosis 0 Matchup
HV318_HUMAN P01779 n.o Ig heavy chain V-III region TUR OS=Homo sapiens PE=1 SV=112412 6 2599 1752 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 High Quality
CAB39_HUMAN Q9Y376 CAB39 (MO25) (CGI-66)Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=139853.2 6 2255 1760 Annexin Biological process unclassified 0 High Quality
HUWE1_HUMANQ7Z6Z7 HUWE1 (KIAA0312) (KIAA1578) (UREB1) (HSPC272)E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3481874.1 6 279 1762 Ubiquitin-protein ligase Proteolysis Ubiquitin proteasome pathway->Ubiquitin protein ligase E3;;High Quality
HS105_HUMAN Q92598 HSPH1 (HSP105) (HSP110) (KIAA0201)Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=196847.8 6 2380 1766 Hsp 70 family chaperone Protein folding 0 High Quality
NMT1_HUMAN P30419 NMT1 (NMT) Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens GN=NMT1 PE=1 SV=256789 6 2088 1775 Other transferase Protein-lipid modification 0 High Quality
PTCD3_HUMAN Q96EY7 PTCD3 (TRG15) Pentatricopeptide repeat-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=378534.6 6 787 1777 Molecular function unclassifiedBiological process unclassified 0 High Quality
SAE2_HUMAN Q9UBT2 UBA2 (SAE2) (UBLE1B) (HRIHFB2115)SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=271207.2 6 1386 1781 Other ligase Protein modification Ubiquitin proteasome pathway->Ubiquitin activating enzyme E1;;High Quality
ANM5_HUMAN O14744 PRMT5 (HRMT1L5) (IBP72) (JBP1) (SKB1)Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=472667.1 6 1194 1789 Other signaling molecule MAPKKK cascade 0 High Quality
PEPD_HUMAN P12955 PEPD (PRD) Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=354529.7 6 240 1800 Metalloprotease Proteolysis 0 High Quality
HV320_HUMAN P01781 n.o Ig heavy chain V-III region GAL OS=Homo sapiens PE=1 SV=112708.1 6 684 1801 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 High Quality
COR1C_HUMAN Q9ULV4 CORO1C (CRNN4)Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=153232.3 6 1034 1805 Non-motor actin binding proteinCell communication;Phagocytosis;Transport;Mitosis;Cell proliferation and differentiation;Cell structure;Cell motility0 High Quality
ZO2_HUMAN Q9UDY2 TJP2 (X104) (ZO2)Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=1133957.2 6 741 1807 Tight junction Cell structure 0 High Quality
VATH_HUMAN Q9UI12 ATP6V1H (CGI-11)Vacuolar proton pump subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=155865.4 6 1509 1811 Hydrogen transporter;ATP synthase;Other hydrolaseNucleoside, nucleotide and nucleic acid metabolism;Cation transport0 High Quality
ACTN1_HUMAN P12814 ACTN1 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2103043 6 1163 1820 Non-motor actin binding proteinCell structure Integrin signalling pathway->alpha actinin;;High Quality
IBP2_HUMAN P18065 IGFBP2 (BP2) (IBP2)Insulin-like growth factor-binding protein 2 OS=Homo sapiens GN=IGFBP2 PE=1 SV=135119.1 5 1155 1835 Other miscellaneous function proteinExtracellular matrix protein-mediated signaling;Growth factor homeostasis0 High Quality
EF1A1_HUMAN P68104 EEF1A1 (EEF1A) (EF1A) (LENG7)Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=150123.2 5 1129 1839 Translation elongation factorTranslational regulation 0 High Quality
SYEM_HUMAN Q5JPH6 EARS2 (KIAA1970)Probable glutamyl-tRNA synthetase, mitochondrial OS=Homo sapiens GN=EARS2 PE=2 SV=258671.5 5 1705 1845 Aminoacyl-tRNA synthetase Amino acid activation Heme biosynthesis->Glutamyl-tRNA-synthetase;;High Quality
LV301_HUMAN P01714 n.o Ig lambda chain V-III region SH OS=Homo sapiens PE=1 SV=111374.6 5 614 1850 Actin binding cytoskeletal proteinMuscle contraction;Cell structure 0 High Quality
PGCP_HUMAN Q9Y646 PGCP Plasma glutamate carboxypeptidase OS=Homo sapiens GN=PGCP PE=1 SV=151870.1 5 1287 1863 Molecular function unclassifiedBiological process unclassified 0 High Quality
STAT1_HUMAN P42224 STAT1 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=287318.9 5 407 1868 Other transcription factor;Nucleic acid bindingmRNA transcription EGF receptor signaling pathway->signal transducer and activator of transcription;;Oxidative stress response->v-myc myelocytomatosis viral oncogene homolog;;p53 pathway feedback loops 2->Myc;;Angiogenesis->Signal Transducer and Activator of Transcription 1High Quality
SPRC_HUMAN P09486 SPARC (ON) SPARC OS=Homo sapiens GN=SPARC PE=1 SV=1 34613.9 5 241 1870 Molecular function unclassifiedBiological process unclassified 0 Matchup
1433S_HUMAN P31947 SFN (HME1) 14-3-3 protein sigma OS=Homo sapiens GN=SFN PE=1 SV=127756.8 5 343 1878 Other chaperones Signal transduction;Other protein targeting and localization;Cell cycleEGF receptor signaling pathway->14-3-3;;FGF signaling pathway->14-3-3;;p53 pathway->14-3-3 sigma;;Parkinson disease->14-3-3;;p53 pathway->14-3-3;;PI3 kinase pathway->14-3-3;;;;;;;High Quality
PEX19_HUMAN P40855 PEX19 (HK33) (PXF) (OK/SW-cl.22)Peroxisomal biogenesis factor 19 OS=Homo sapiens GN=PEX19 PE=1 SV=132789.2 5 2072 1897 Storage protein Lipid and fatty acid binding 0 High Quality
C2D1A_HUMAN Q6P1N0 CC2D1A Coiled-coil and C2 domain-containing protein 1A OS=Homo sapiens GN=CC2D1A PE=1 SV=1104046.9 5 1100 1904 Molecular function unclassifiedBiological process unclassified 0 High Quality
KRT36_HUMAN O76013 KRT36 (HHA6) (HKA6) (KRTHA6)Keratin, type I cuticular Ha6 OS=Homo sapiens GN=KRT36 PE=1 SV=152229 5 275 1905 Intermediate filament;Structural proteinCell structure 0 High Quality
RB6I2_HUMAN Q8IUD2 ERC1 (ELKS) (KIAA1081) (RAB6IP2)ELKS/RAB6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1128072.6 5 234 1948 G-protein modulator;Membrane traffic proteinGeneral vesicle transport 0 High Quality
CO2_HUMAN P06681 C2 Complement C2 OS=Homo sapiens GN=C2 PE=1 SV=283250.8 5 286 1949 Serine protease;Complement componentProteolysis;Complement-mediated immunity0 High Quality
ADRO_HUMAN P22570 FDXR (ADXR) NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Homo sapiens GN=FDXR PE=1 SV=353818.5 5 1151 1951 Reductase Ferredoxin metabolism Vitamin D metabolism and pathway->Ferredoxin Reductase;;High Quality
CELF1_HUMAN Q92879 CUGBP1 (BRUNOL2) (CELF1) (CUGBP) (NAB50)CUG-BP- and ETR-3-like factor 1 OS=Homo sapiens GN=CUGBP1 PE=1 SV=252046 5 1068 1953 Other RNA-binding protein mRNA splicing 0 High Quality
DD19B_HUMAN Q9UMR2 DDX19B (DBP5) (DDX19)ATP-dependent RNA helicase DDX19B OS=Homo sapiens GN=DDX19B PE=1 SV=153909.7 5 631 1974 RNA helicase Nucleoside, nucleotide and nucleic acid metabolism0 High Quality
TBCD4_HUMAN O60343 TBC1D4 (AS160) (KIAA0603)TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2146549.1 4 2209 1983 Molecular function unclassifiedBiological process unclassified 0 High Quality
MOCS3_HUMAN O95396 MOCS3 (UBA4) Molybdenum cofactor synthesis protein 3 OS=Homo sapiens GN=MOCS3 PE=1 SV=149651.5 4 2164 2001 Molecular function unclassifiedBiological process unclassified 0 High Quality
DAG1_HUMAN Q14118 DAG1 Dystroglycan OS=Homo sapiens GN=DAG1 PE=1 SV=197563.3 4 2474 2006 Other receptor Extracellular matrix protein-mediated signaling0 High Quality
G6PE_HUMAN O95479 H6PD (GDH) GDH/6PGL endoplasmic bifunctional protein OS=Homo sapiens GN=H6PD PE=1 SV=288875.6 4 686 2017 Dehydrogenase Monosaccharide metabolism 0 High Quality
SC24C_HUMAN P53992 SEC24C (KIAA0079)Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=2118297.2 4 2045 2025 Vesicle coat protein General vesicle transport;Transport0 High Quality
AP1M1_HUMAN Q9BXS5 AP1M1 (CLTNM)AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=348569.8 4 2329 2030 Other membrane traffic proteinPinocytosis;Transport 0 High Quality
EPN4_HUMAN Q14677 CLINT1 (ENTH) (EPN4) (EPNR) (KIAA0171)Clathrin interactor 1 OS=Homo sapiens GN=CLINT1 PE=1 SV=168242.5 4 663 2032 Other membrane traffic proteinIntracellular signaling cascade 0 Matchup
UBP15_HUMAN Q9Y4E8 USP15 (KIAA0529)Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3112405.3 4 1302 2043 Cysteine protease Proteolysis 0 High Quality
COIA1_HUMAN P39060 COL18A1 Collagen alpha-1(XVIII) chain OS=Homo sapiens GN=COL18A1 PE=1 SV=4178141.7 4 672 2056 Extracellular matrix structural proteinAngiogenesis Integrin signalling pathway->Collagen;;High Quality
IF2P_HUMAN O60841 EIF5B (IF2) (KIAA0741)Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=3138786.3 4 1186 2059 Translation initiation factor;HydrolaseProtein biosynthesis 0 High Quality
GUAA_HUMAN P49915 GMPS GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=176698.7 4 2533 2083 Synthase;Other transferase Purine metabolism De novo purine biosynthesis->GMP synthase;;High Quality
PPM1G_HUMAN O15355 PPM1G (PPM1C)Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=159253.9 4 432 2085 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Matchup
NCAM1_HUMANP13591 NCAM1 (NCAM)Neural cell adhesion molecule 1 OS=Homo sapiens GN=NCAM1 PE=1 SV=394556.3 4 271 2095 CAM family adhesion moleculeCell adhesion-mediated signaling;Cell adhesion;Other neuronal activity;Neurogenesis0 High Quality
NSF_HUMAN P46459 NSF Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=282545.4 4 1791 2098 Other hydrolase Exocytosis;Transport;Neurotransmitter releaseIonotropic glutamate receptor pathway->N-Ethylmaleimide-sensitive fusion protein;;Synaptic_vesicle_trafficking->N-ethylmaleimide-sensitive factor;;;High Quality
SPAG7_HUMAN O75391 SPAG7 Sperm-associated antigen 7 OS=Homo sapiens GN=SPAG7 PE=1 SV=226017 4 1003 2104 Nucleic acid binding Biological process unclassified 0 Matchup
GIT2_HUMAN Q14161 GIT2 (KIAA0148)ARF GTPase-activating protein GIT2 OS=Homo sapiens GN=GIT2 PE=1 SV=284525.5 4 2472 2105 Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
ASML_HUMAN O95671 ASMTL N-acetylserotonin O-methyltransferase-like protein OS=Homo sapiens GN=ASMTL PE=1 SV=368839.6 4 2613 2106 Methyltransferase Amino acid metabolism 0 Matchup
SMTN_HUMAN P53814 SMTN (SMSMO)Smoothelin OS=Homo sapiens GN=SMTN PE=1 SV=5 99503.4 4 819 2110 Molecular function unclassifiedBiological process unclassified 0 Matchup
PRKDC_HUMAN P78527 PRKDC (HYRC) (HYRC1)DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3469077.5 4 269 2114 Non-receptor serine/threonine protein kinase;Nucleotide kinaseDNA repair;Protein phosphorylation;Cell cycle controlp53 pathway feedback loops 2->ATM;;p53 pathway->Ataxia telangiectasia mutated (ATM) and Rad3-related (ATR);;;High Quality
NEXN_HUMAN Q0ZGT2 NEXN Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 80642.4 4 542 2115 Molecular function unclassifiedBiological process unclassified 0 High Quality
BICD2_HUMAN Q8TD16 BICD2 (KIAA0699)Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=193518 4 1076 2116 Molecular function unclassifiedBiological process unclassified 0 High Quality
DIAP1_HUMAN O60610 DIAPH1 (DIAP1)Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=1138966.1 4 1187 2120 Non-motor actin binding proteinCell motility Cytoskeletal regulation by Rho GTPase->Mammalian diaphanous;;Matchup
PP2AB_HUMAN P62714 PPP2CB Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=135557.4 4 2032 2141 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;High Quality
PKN1_HUMAN Q16512 PKN1 (PKN) (PRK1) (PRKCL1)Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=1103975.3 4 911 2144 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;High Quality
CTNA3_HUMAN Q9UI47 CTNNA3 Catenin alpha-3 OS=Homo sapiens GN=CTNNA3 PE=1 SV=299793.4 4 904 2145 Non-motor actin binding proteinCell structure Cadherin signaling pathway->Alpha-catenin;;Alzheimer disease-presenilin pathway->alpha-catenin;;Wnt signaling pathway->alpha-Catenin;;;;High Quality
BGH3_HUMAN Q15582 TGFBI (BIGH3) Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens GN=TGFBI PE=1 SV=174664.9 4 223 2146 Signaling molecule;Other cell adhesion moleculeExtracellular matrix protein-mediated signaling;Cell adhesion;Vision;Skeletal development;Cell proliferation and differentiation0 High Quality
GATB_HUMAN O75879 PET112L (PET112) (HSPC199)Probable glutamyl-tRNA(Gln) amidotransferase subunit B, mitochondrial OS=Homo sapiens GN=PET112L PE=1 SV=161846.7 4 2619 2150 Other ligase Oxidative phosphorylation 0 High Quality
RT35_HUMAN P82673 MRPS35 (MRPS28) (HDCMD11P) (MDS023) (PSEC0213)28S ribosomal protein S35, mitochondrial OS=Homo sapiens GN=MRPS35 PE=2 SV=136827 4 2022 2151 Ribosomal protein Protein biosynthesis 0 High Quality
CO1A1_HUMAN P02452 COL1A1 Collagen alpha-1(I) chain OS=Homo sapiens GN=COL1A1 PE=1 SV=4138893.4 4 309 2153 Extracellular matrix structural proteinCell adhesion;Cell structureIntegrin signalling pathway->Collagen;;High Quality
EP15_HUMAN P42566 EPS15 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=298640 4 2542 2167 Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 High Quality
CCD93_HUMAN Q567U6 CCDC93 Coiled-coil domain-containing protein 93 OS=Homo sapiens GN=CCDC93 PE=2 SV=273182.1 4 1497 2168 Molecular function unclassifiedBiological process unclassified 0 High Quality
DPOLA_HUMAN P09884 POLA1 (POLA) DNA polymerase alpha catalytic subunit OS=Homo sapiens GN=POLA1 PE=1 SV=2165899.3 4 462 2172 DNA-directed DNA polymerase;ExodeoxyribonucleaseDNA replication;DNA repair;DNA recombination;DNA replicationDNA replication->Pol alpha;;High Quality
COBL_HUMAN O75128 COBL (KIAA0633)Protein cordon-bleu OS=Homo sapiens GN=COBL PE=1 SV=2135599.1 4 1858 2179 Molecular function unclassifiedNeurogenesis 0 High Quality
UBP8_HUMAN P40818 USP8 (KIAA0055) (UBPY)Ubiquitin carboxyl-terminal hydrolase 8 OS=Homo sapiens GN=USP8 PE=1 SV=1127509.3 4 2073 2187 Cysteine protease Proteolysis 0 Matchup
LBA1_HUMAN O15050 LBA1 (KIAA0342)Lupus brain antigen 1 homolog OS=Homo sapiens GN=LBA1 PE=2 SV=4336209.5 4 1021 2188 Non-motor actin binding proteinMuscle contraction 0 High Quality
PIGR_HUMAN P01833 PIGR Polymeric immunoglobulin receptor OS=Homo sapiens GN=PIGR PE=1 SV=483265.4 4 558 2200 Immunoglobulin receptor family member;Defense/immunity proteinReceptor mediated endocytosis;B-cell- and antibody-mediated immunity0 High Quality
ECM29_HUMAN Q5VYK3 ECM29 (KIAA0368)Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2204278.1 4 2450 2202 Other miscellaneous function proteinProteolysis 0 High Quality
KRT82_HUMAN Q9NSB4 KRT82 (KRTHB2)Keratin type II cuticular Hb2 OS=Homo sapiens GN=KRT82 PE=1 SV=356635.3 4 368 2204 Intermediate filament;Structural proteinEctoderm development;Cell structure0 High Quality
ZO1_HUMAN Q07157 TJP1 (ZO1) Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3195442.3 3 404 2207 Tight junction Cell structure 0 High Quality
DCLK1_HUMAN O15075 DCLK1 (DCAMKL1) (DCDC3A) (KIAA0369)Serine/threonine-protein kinase DCLK1 OS=Homo sapiens GN=DCLK1 PE=1 SV=282207.8 3 1190 2211 Synthetase;Dehydrogenase;Acetyltransferase;Acyltransferase;Hydratase;Epimerase/racemase;LigaseCarbohydrate metabolism;Fatty acid beta-oxidation;Coenzyme metabolism;Vitamin biosynthesis0 High Quality
SART3_HUMAN Q15020 SART3 (KIAA0156) (TIP110)Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1109918.3 3 1963 2217 Nuclease Other nucleoside, nucleotide and nucleic acid metabolism0 High Quality
ANK3_HUMAN Q12955 ANK3 Ankyrin-3 OS=Homo sapiens GN=ANK3 PE=1 SV=1 480382.3 3 224 2219 Cytoskeletal protein Cell structure 0 High Quality
UTRO_HUMAN P46939 UTRN (DMDL) Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=1 394476.5 3 598 2222 Actin binding cytoskeletal protein;Select calcium binding proteinMesoderm development 0 Matchup
MY18A_HUMAN Q92614 MYO18A (KIAA0216) (MYSPDZ)Myosin-XVIIIa OS=Homo sapiens GN=MYO18A PE=1 SV=3233101.8 3 1675 2225 Actin binding motor protein Muscle contraction;Muscle development;Cell structure;Cell motilityNicotinic acetylcholine receptor signaling pathway->Myosin;;High Quality
SYNP2_HUMAN Q9UMS6 SYNPO2 Synaptopodin-2 OS=Homo sapiens GN=SYNPO2 PE=1 SV=2117495.8 3 1341 2231 Actin binding cytoskeletal proteinTumor suppressor;Cell structure;Cell motility0 High Quality
KRT35_HUMAN Q92764 KRT35 (HHA5) (HKA5) (KRTHA5)Keratin, type I cuticular Ha5 OS=Homo sapiens GN=KRT35 PE=2 SV=347568.6 3 543 2233 Intermediate filament;Structural proteinCell structure 0 High Quality
C163A_HUMAN Q86VB7 CD163 (M130) Scavenger receptor cysteine-rich type 1 protein M130 OS=Homo sapiens GN=CD163 PE=1 SV=1125415.3 3 403 2240 Other receptor Phagocytosis;Macrophage-mediated immunity0 High Quality
PEPL_HUMAN O60437 PPL (KIAA0568) Periplakin OS=Homo sapiens GN=PPL PE=1 SV=2 204631.9 3 623 2242 Molecular function unclassifiedBiological process unclassified 0 High Quality
TTC37_HUMAN Q6PGP7 TTC37 (KIAA0372)Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=1175474.1 3 433 2244 Molecular function unclassifiedRNA catabolism;Other metabolism0 Matchup
MRCKB_HUMAN Q9Y5S2 CDC42BPB (KIAA1124)Serine/threonine-protein kinase MRCK beta OS=Homo sapiens GN=CDC42BPB PE=1 SV=2194300 3 497 2245 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell structure0 High Quality
EXOC8_HUMAN Q8IYI6 EXOC8 Exocyst complex component 8 OS=Homo sapiens GN=EXOC8 PE=1 SV=281782.2 3 1091 2246 Molecular function unclassifiedBiological process unclassified 0 Matchup
WDR44_HUMAN Q5JSH3 WDR44 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1101350.6 3 836 2248 Molecular function unclassifiedBiological process unclassified 0 High Quality
CADH2_HUMAN P19022 CDH2 (CDHN) (NCAD)Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 99793.8 3 2568 2249 Cadherin Cell adhesion-mediated signaling;Cell adhesionWnt signaling pathway->Cadherin;;Cadherin signaling pathway->Cadherin;;;High Quality
KI21A_HUMAN Q7Z4S6 KIF21A (KIAA1708) (KIF2)Kinesin-like protein KIF21A OS=Homo sapiens GN=KIF21A PE=1 SV=2187164.7 3 1886 2252 Microtubule binding motor proteinIntracellular protein traffic;Protein targeting and localization;Cell structure0 High Quality
GCN1L_HUMAN Q92616 GCN1L1 (KIAA0219)Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=5292732.3 3 882 2253 Kinase modulator Protein biosynthesis;Protein modification;Translational regulation0 High Quality
TENS3_HUMAN Q68CZ2 TNS3 (TEM6) (TENS1) (TPP)Tensin-3 OS=Homo sapiens GN=TNS3 PE=1 SV=2 155248.5 3 1929 2260 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation;Signal transduction;Cell adhesion;Immunity and defense;Induction of apoptosis;Cell cycle control;Cell proliferation and differentiation;Tumor suppressor0 High Quality
SRRM2_HUMAN Q9UQ35 SRRM2 (KIAA0324) (SRL300) (SRM300) (HSPC075)Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2299603.6 3 724 2261 Molecular function unclassifiedBiological process unclassified 0 High Quality
NRAP_HUMAN Q86VF7 NRAP Nebulin-related-anchoring protein OS=Homo sapiens GN=NRAP PE=2 SV=2197060.6 3 830 2262 Non-motor actin binding proteinMuscle contraction 0 High Quality
RN123_HUMAN Q5XPI4 RNF123 (KPC1) (FP1477)E3 ubiquitin-protein ligase RNF123 OS=Homo sapiens GN=RNF123 PE=1 SV=1148500.7 3 1484 2264 Ubiquitin-protein ligase Proteolysis;Other protein metabolism0 High Quality
COBL1_HUMAN Q53SF7 COBLL1 (KIAA0977)Cordon-bleu protein-like 1 OS=Homo sapiens GN=COBLL1 PE=1 SV=2131770.9 3 493 2266 Molecular function unclassifiedNeurogenesis 0 High Quality
MYOME_HUMANQ5VU43 PDE4DIP (CMYA2) (KIAA0454) (KIAA0477) (MMGL)Myomegalin OS=Homo sapiens GN=PDE4DIP PE=2 SV=1265063.9 3 621 2268 Molecular function unclassifiedProtein targeting and localization 0 High Quality
K0564_HUMAN A3KMH1 KIAA0564 Uncharacterized protein KIAA0564 OS=Homo sapiens GN=KIAA0564 PE=2 SV=2214811.8 3 430 2272 Molecular function unclassifiedBiological process unclassified 0 High Quality
SNX4_HUMAN O95219 SNX4 Sorting nexin-4 OS=Homo sapiens GN=SNX4 PE=2 SV=151891.8 3 2168 2274 Membrane traffic regulatory protein;Other membrane traffic proteinIntracellular protein traffic 0 Matchup
NUMA1_HUMANQ14980 NUMA1 (NUMA)Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2238241.6 3 1964 2275 Molecular function unclassifiedBiological process unclassified 0 High Quality
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ANK2_HUMAN Q01484 ANK2 Ankyrin-2 OS=Homo sapiens GN=ANK2 PE=1 SV=2 430319 3 282 2279 Cytoskeletal protein Cell structure 0 High Quality
UBR4_HUMAN Q5T4S7 UBR4 (KIAA0462) (KIAA1307) (RBAF600) (ZUBR1)E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1573824.5 3 261 2281 Other miscellaneous function proteinProteolysis 0 Matchup
GOGA4_HUMAN Q13439 GOLGA4 Golgin subfamily A member 4 OS=Homo sapiens GN=GOLGA4 PE=1 SV=1261126 3 247 2283 Other transfer/carrier protein;Membrane traffic regulatory proteinBiological process unclassified 0 Matchup
STAU2_HUMAN Q9NUL3 STAU2 Double-stranded RNA-binding protein Staufen homolog 2 OS=Homo sapiens GN=STAU2 PE=1 SV=162623.9 3 510 2284 Other RNA-binding protein RNA localization;Translational regulation;Developmental processes0 Matchup
CLIP2_HUMAN Q9UDT6 CLIP2 (CYLN2) (KIAA0291) (WBSCR4) (WSCR4)CAP-Gly domain-containing linker protein 2 OS=Homo sapiens GN=CLIP2 PE=1 SV=1115821 3 1037 2290 Non-motor microtubule binding proteinGeneral vesicle transport;Protein targeting and localization;Mitosis;Cell structure0 Matchup
KI13A_HUMAN Q9H1H9 KIF13A (RBKIN) Kinesin-like protein KIF13A OS=Homo sapiens GN=KIF13A PE=1 SV=2202290.5 3 1521 2295 Microtubule binding motor proteinGeneral vesicle transport;Mitosis 0 Matchup
VP13A_HUMAN Q96RL7 VPS13A (CHAC) (KIAA0986)Vacuolar protein sorting-associated protein 13A OS=Homo sapiens GN=VPS13A PE=1 SV=2360263.5 2 299 2299 Molecular function unclassifiedProtein targeting and localization 0 Matchup
MACF1_HUMAN Q9UPN3 MACF1 (ABP620) (ACF7) (KIAA0465) (KIAA1251)Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=3620396.9 2 1332 2305 Other select calcium binding proteinsCell cycle control 0 High Quality
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Supplemental Table 6. Signaling proteins identified in human LV
6A. Protein kinase table. The proteins which have  ≥ 2 unique peptides are in blue. 

# Protein 
Swissprot 

Kinase
Family

# UniProt 
Gene 

names

Gene 
names

for panther
Protein Description

MW 
(kDa)

Concentration
ng/mg

Molecular Function
Biological 
process

Pathway
What 

subunit?
Final Quality

KAP0_HUMAN AGC P10644 PRKAR1A (PKR1) (PRKAR1) (TSE1)PRKAR1A cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=142964.4 538.0715047 Kinase modulator Protein phosphorylation;Signal transductionTranscription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Protein kinase A, regulatory subunit;;GABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Regulatory High Quality
KAP2_HUMAN AGC P13861 PRKAR2A (PKR2) (PRKAR2)PRKAR2A cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=245500.8 404.6587537 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatRegulatory High Quality
KAPCA_HUMAN AGC P17612 PRKACA (PKACA) PRKACA cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=240573.3 51.97069367 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Cell communication;Developmental processes;Mitosis;Cell proliferation and differentiationHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Protein kinase A;;GABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;PDGF signaling pathway->p90RSK;;Endothelin sigKinase High Quality
ST38L_HUMAN AGC Q9Y2H1 STK38L (KIAA0965) (NDR2)STK38L Serine/threonine-protein kinase 38-like OS=Homo sapiens GN=STK38L PE=1 SV=353987 37.94260936 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell cycle control;Cell structure0 Kinase High Quality
KPCD_HUMAN AGC Q05655 PRKCD PRKCD Protein kinase C delta type OS=Homo sapiens GN=PRKCD PE=1 SV=277489.4 25.06351785 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylation;Calcium mediated signaling;Cell proliferation and differentiationB cell activation->PKC;;Wnt signaling pathway->Protein Kinase C;;Thyrotropin-releasing hormone receptor signaling pathway->PKC;;Inflammation mediated by chemokine and cytokine signaling pathway->Protein kinase C;;T cell activation->PKC theta;;Alzheimer diKinase High Quality
KAP3_HUMAN AGC P31323 PRKAR2B PRKAR2B cAMP-dependent protein kinase type II-beta regulatory subunit OS=Homo sapiens GN=PRKAR2B PE=1 SV=346284.7 11.67855407 Kinase modulator Protein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatRegulatory Matchup
ARBK1_HUMAN AGC P25098 ADRBK1 (BARK) (BARK1) (GRK2)ADRBK1 Beta-adrenergic receptor kinase 1 OS=Homo sapiens GN=ADRBK1 PE=1 SV=279558.3 9.25615161 Non-receptor serine/threonine protein kinaseProtein phosphorylation;G-protein mediated signalingHeterotrimeric G-protein signaling pathway-rod outer segment phototransduction->Rhodopsin kinase;;Parkinson disease->G-protein related kinase;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->G protein receptor kinase;;AnKinase Matchup
KGP1A_HUMAN AGC Q13976 PRKG1 (PRKGR1A)PRKG1 cGMP-dependent protein kinase 1, alpha isozyme OS=Homo sapiens GN=PRKG1 PE=1 SV=376349.9 6.942199372 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other neuronal activity;Muscle contractionEndothelin signaling pathway->protein kinase, cGMP-dependent;;Kinase High Quality
KPCA_HUMAN AGC P17252 PRKCA (PKCA) (PRKACA)PRKCA Protein kinase C alpha type OS=Homo sapiens GN=PRKCA PE=1 SV=376747.3 6.512433091 Non-receptor serine/threonine kinase/Kinase modulatorProtein phosphorylation;Signal transductionGABA-B_receptor_II_signaling->cAMP-dependent protein kinase;;Beta1 adrenergic receptor signaling pathway->PKA;;Transcription regulation by bZIP transcription factor->Protein Kinase A;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediatKinase High Quality
ROCK1_HUMAN AGC Q13464 ROCK1 ROCK1 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1158161 5.522668557 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;Kinase High Quality
ROCK2_HUMAN AGC O75116 ROCK2 (KIAA0619)ROCK2 Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=3160900.8 5.180533246 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;Kinase High Quality
KS6A3_HUMAN AGC P51812 RPS6KA3 (ISPK1) (RSK2)RPS6KA3 Ribosomal protein S6 kinase alpha-3 OS=Homo sapiens GN=RPS6KA3 PE=1 SV=183720.5 4.47323244 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascade;Neurogenesis;Skeletal development;Cell cycle controlInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->90 kDa ribosomal protein S6 kinase;;PDGF signaling pathway->p90RSK;;Interleukin signaling pathway->Ribosomal protein S6 kinase, 90kD;;Ras Pathway->p90 ribosomal S6 kinase;;;;;Kinase High Quality
AKT1_HUMAN AGC P31749 AKT1 (PKB) (RAC) AKT1 RAC-alpha serine/threonine-protein kinase OS=Homo sapiens GN=AKT1 PE=1 SV=255669.6 4.06328295 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Nitric oxide biosynthesis;Inhibition of apoptosis;Gametogenesis;Cell cycle control;Cell proliferation and differentiationHypoxia response via HIF activation->v-akt murine thymoma viral oncogene homolog 1;;Ras Pathway->AKT;;FAS signaling pathway->Apoptosis signal regulating kinase 1;;Interleukin signaling pathway->Protein kinase B;;Huntington disease->Thymoma Viral Proto-OncKinase Matchup
PKN1_HUMAN AGC Q16512 PKN1 (PKN) (PRK1) (PRKCL1)PKN1 Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=1103975.3 3.826028714 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;Kinase High Quality
MRCKB_HUMAN AGC Q9Y5S2 CDC42BPB (KIAA1124)CDC42BPB Serine/threonine-protein kinase MRCK beta OS=Homo sapiens GN=CDC42BPB PE=1 SV=2194300 3.22079477 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell structure0 Kinase High Quality
KCC2D_HUMAN CAMK Q13557 CAMK2D (CAMKD)CAMK2D Calcium/calmodulin-dependent protein kinase type II delta chain OS=Homo sapiens GN=CAMK2D PE=1 SV=356352.7 70.97954421 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;Kinase High Quality
MYLK3_HUMAN CAMK Q32MK0 MYLK3 (MLCK) MYLK3 Putative myosin light chain kinase 3 OS=Homo sapiens GN=MYLK3 PE=2 SV=286074.1 45.74635836 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;Kinase High Quality
MAPK3_HUMAN CAMK Q16644 MAPKAPK3 MAPKAPK3 MAP kinase-activated protein kinase 3 OS=Homo sapiens GN=MAPKAPK3 PE=1 SV=142969.4 34.765486 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascade;Stress responseAngiogenesis->Mitogen-Activated Protein Kinase-Activating Protein Kinase-2 and 3;;PDGF signaling pathway->MAPKAPK2;;Alzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;Interleukin signaling pathway->Mitogen-activated protein kinKinase High Quality
AAKG1_HUMAN CAMK P54619 PRKAG1 PRKAG1 5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens GN=PRKAG1 PE=1 SV=137561.8 25.33473632 Kinase modulator Fatty acid metabolism;Lipid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;Regulatory High Quality
KCC2B_HUMAN CAMK Q13554 CAMK2B (CAM2) (CAMKB)CAMK2B Calcium/calmodulin-dependent protein kinase type II beta chain OS=Homo sapiens GN=CAMK2B PE=1 SV=272709.8 21.72706482 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;Kinase High Quality
MYLK_HUMAN CAMK Q15746 MYLK (MLCK) MYLK Myosin light chain kinase, smooth muscle OS=Homo sapiens GN=MYLK PE=1 SV=3210753.9 13.82431928 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signaling;Extracellular matrix protein-mediated signaling;Muscle contraction;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Myosin light chain kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Myosin light chain kinase;;;Kinase High Quality
STK33_HUMAN CAMK Q9BYT3 STK33 STK33 Serine/threonine-protein kinase 33 OS=Homo sapiens GN=STK33 PE=2 SV=157814.1 13.39036499 Non-receptor serine/threonine protein kinaseProtein phosphorylation 0 Kinase Matchup
AAKB2_HUMAN CAMK O43741 PRKAB2 PRKAB2 5'-AMP-activated protein kinase subunit beta-2 OS=Homo sapiens GN=PRKAB2 PE=1 SV=130284.6 6.591502566 Kinase modulator Gluconeogenesis;Cholesterol metabolism;Protein phosphorylation;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;Regulatory High Quality
KCC2A_HUMAN CAMK Q9UQM7 CAMK2A (CAMKA) (KIAA0968)CAMK2A Calcium/calmodulin-dependent protein kinase type II alpha chain OS=Homo sapiens GN=CAMK2A PE=1 SV=154012.6 6.042094258 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Calcium mediated signaling;Muscle contraction;Developmental processesIonotropic glutamate receptor pathway->calcium/calmodulin-dependent protein kinase II;;Inflammation mediated by chemokine and cytokine signaling pathway->Calcium/calModulin-dependent Kinase II;;;Kinase High Quality
AAPK2_HUMAN CAMK P54646 PRKAA2 (AMPK) (AMPK2)PRKAA2 5'-AMP-activated protein kinase catalytic subunit alpha-2 OS=Homo sapiens GN=PRKAA2 PE=1 SV=262302.9 4.244360333 Non-receptor serine/threonine protein kinaseGluconeogenesis;Protein phosphorylation;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;Kinase High Quality
AAKG2_HUMAN CAMK Q9UGJ0 PRKAG2 PRKAG2 5'-AMP-activated protein kinase subunit gamma-2 OS=Homo sapiens GN=PRKAG2 PE=1 SV=163050.3 3.315277025 Kinase modulator Fatty acid metabolism;Lipid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress responsep53 pathway by glucose deprivation->AMP-activated protein kinase;;Regulatory High Quality
CSK21_HUMAN CK2 P68400 CSNK2A1 (CK2A1)CSNK2A1 Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=145126.5 29.16090852 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;Kinase High Quality
CSK22_HUMAN CK2 P19784 CSNK2A2 (CK2A2)CSNK2A2 Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=141196.5 4.11140195 Non-receptor serine/threonine protein kinaseNucleoside, nucleotide and nucleic acid metabolism;Protein phosphorylation;Other intracellular signaling cascade;Stress response;Cell proliferation and differentiation;Homeostasis;Cell structureWnt signaling pathway->Casein Kinase 2;;Parkinson disease->Casein kinase II;;Cadherin signaling pathway->Casein kinase II;;;;Kinase High Quality
MK01_HUMAN CMGC P28482 MAPK1 (ERK2) (PRKM1) (PRKM2)MAPK1 Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=341373.9 225.4381167 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAngiotensin II-stimulated signaling through G proteins and beta-arrestin->mitogen-activated protein kinase;;Interleukin signaling pathway->Extracellular signal-regulated kinase family;;Ras Pathway->Extracellular signal-regulated kinase;;B cell activation-Kinase High Quality
MK03_HUMAN CMGC P27361 MAPK3 (ERK1) (PRKM3)MAPK3 Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=443119.4 103.8155126 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAngiotensin II-stimulated signaling through G proteins and beta-arrestin->mitogen-activated protein kinase;;Interleukin signaling pathway->Extracellular signal-regulated kinase family;;Ras Pathway->Extracellular signal-regulated kinase;;B cell activation-Kinase High Quality
GSK3B_HUMAN CMGC P49841 GSK3B GSK3B Glycogen synthase kinase-3 beta OS=Homo sapiens GN=GSK3B PE=1 SV=246727.3 39.62750273 Non-receptor serine/threonine protein kinaseOther polysaccharide metabolism;Glycogen metabolism;Protein phosphorylation;Other receptor mediated signaling pathway;Other intracellular signaling cascade;Embryogenesis;Segment specification;Neurogenesis;Mesoderm development;Mitosis;Cell proliferation anRas Pathway->Glycogen synthase kinase 3;;PDGF signaling pathway->GSK3;;Heterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Glycogen synthase kinase;;Wnt signaling pathway->Glycogen Synthase Kinase-3Beta;;Insulin/IGF pathway-Kinase High Quality
MK14_HUMAN CMGC Q16539 MAPK14 (CSBP) (CSBP1) (CSBP2) (CSPB1) (MXI2)MAPK14 Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=341276.7 7.213196888 Non-receptor serine/threonine protein kinaseProtein phosphorylation;MAPKKK cascadeAlzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;EGF receptor signaling pathway->p38 MAP kinase;;Parkinson disease->Stress-activated protein kinase;;p38 MAPK pathway->p38-delta mitogen-activated protein kinase;;Oxidative streKinase High Quality
CDK5_HUMAN CMGC Q00535 CDK5 CDK5 Cell division protein kinase 5 OS=Homo sapiens GN=CDK5 PE=1 SV=333287.8 4.577656434 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell cycle control;MitosisAxon guidance mediated by semaphorins->Cyclin-dependent kinase 5;;Dopamine receptor mediated signaling pathway->cyclin-dependent kinase 5;;;Kinase High Quality
NEK7_HUMAN NEK Q8TDX7 NEK7 NEK7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=134533.9 7.552007245 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Kinase High Quality
NEK9_HUMAN NEK Q8TD19 NEK9 (KIAA1995) (NEK8) (NERCC)NEK9 Serine/threonine-protein kinase Nek9 OS=Homo sapiens GN=NEK9 PE=1 SV=2107151.5 4.018257205 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Kinase High Quality
PRKDC_HUMAN PI3/PI4-kinase familyP78527 PRKDC (HYRC) (HYRC1)PRKDC DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3469077.5 3.931661198 Non-receptor serine/threonine protein kinase;Nucleotide kinaseDNA repair;Protein phosphorylation;Cell cycle controlp53 pathway feedback loops 2->ATM;;p53 pathway->Ataxia telangiectasia mutated (ATM) and Rad3-related (ATR);;;Kinase High Quality
AAK1_HUMAN S/T kinases Q2M2I8 AAK1 (KIAA1048) AAK1 AP2-associated protein kinase 1 OS=Homo sapiens GN=AAK1 PE=1 SV=293559.6 25.39160967 Non-receptor serine/threonine protein kinaseProtein phosphorylation 0 Kinase High Quality
WNK1_HUMAN S/T kinases Q9H4A3 WNK1 (KDP) (KIAA0344) (PRKWNK1)WNK1 Serine/threonine-protein kinase WNK1 OS=Homo sapiens GN=WNK1 PE=1 SV=1250732.3 14.38904499 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Other blood circulation and gas exchange activityT cell activation->MEKK;;Kinase High Quality
WEE1_HUMAN S/T kinases P30291 WEE1 WEE1 Wee1-like protein kinase OS=Homo sapiens GN=WEE1 PE=1 SV=271581.1 9.945055031 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell cycle control;Mitosis0 Kinase Matchup
MP2K1_HUMAN STE Q02750 MAP2K1 (MEK1) (PRKMK1)MAP2K1 Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=243422.2 35.3958107 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 1;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF Kinase High Quality
MP2K4_HUMAN STE P45985 MAP2K4 (JNKK1) (MKK4) (PRKMK4) (SERK1)MAP2K4 Dual specificity mitogen-activated protein kinase kinase 4 OS=Homo sapiens GN=MAP2K4 PE=1 SV=144271 32.89130641 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Huntington disease->Mitogen activated protein kinase kinase 4;;FAS signaling pathway->Mitogen-activated protein kinase kinase 4;;FGF sKinase Matchup
MP2K3_HUMAN STE P46734 MAP2K3 (MEK3) (MKK3) (PRKMK3)MAP2K3 Dual specificity mitogen-activated protein kinase kinase 3 OS=Homo sapiens GN=MAP2K3 PE=1 SV=239301.3 29.13949609 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;EGF receptor signaling pathway->Dual specificity mitogen-activated protein kinase kinase 3 and 6;;Toll receptor signaling pathway->mitKinase High Quality
OXSR1_HUMAN STE O95747 OXSR1 (KIAA1101) (OSR1)OXSR1 Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=158005.4 23.92762473 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Kinase High Quality
TAOK2_HUMAN STE Q9UL54 TAOK2 (KIAA0881) (MAP3K17) (PSK) (PSK1) (UNQ2971/PRO7431)TAOK2 Serine/threonine-protein kinase TAO2 OS=Homo sapiens GN=TAOK2 PE=1 SV=2138236.7 15.4688994 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Kinase Matchup
PAK2_HUMAN STE Q13177 PAK2 PAK2 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=358026.1 7.424238577 Transfer/carrier protein;Non-receptor serine/threonine protein kinase;Calmodulin related protein;AnnexinProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;Kinase High Quality
MP2K2_HUMAN STE P36507 MAP2K2 (MEK2) (MKK2) (PRKMK2)MAP2K2 Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=144407.2 7.129292638 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolismInsulin/IGF pathway-mitogen activated protein kinase kinase/MAP kinase cascade->Mitogen-activated protein kinase kinase;;Toll receptor signaling pathway->mitogen-activated protein kinase kinase 2;;Ras Pathway->Mitogen activated protein kinase kinase;;EGF Kinase High Quality
SLK_HUMAN STE Q9H2G2 SLK (KIAA0204) (STK2)SLK STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1142679.8 6.996663264 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Kinase High Quality
STK24_HUMAN STE Q9Y6E0 STK24 (MST3) (STK3)STK24 Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=149292.6 5.629853364 Protein kinase;TransferaseProtein phosphorylation;Phosphate metabolism;Other metabolism0 Kinase High Quality
CSK_HUMAN TK P41240 CSK CSK Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=150686.9 4.06377462 Non-receptor tyrosine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Cell cycle control;Cell proliferation and differentiationT cell activation->Csk;;Parkinson disease->Rous sarcoma protein tyrosine kinase;;Integrin signalling pathway->C-terminal Src kinase;;;;Kinase High Quality
FAK1_HUMAN TK Q05397 PTK2 (FAK) (FAK1)PTK2 Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2119218.2 3.748344926 Non-receptor tyrosine protein kinaseProtein phosphorylation;Intracellular signaling cascade;Stress response;Developmental processes;Cell proliferation and differentiationIntegrin signalling pathway->Focal Adhesion Kinase;;Inflammation mediated by chemokine and cytokine signaling pathway->Proline-rich tyrosine kinase 2;;VEGF signaling pathway->Focal Adhesion Kinase;;Angiogenesis->Focal Adhesion Kinase;;;;;Kinase Matchup
ILK_HUMAN TKL Q13418 ILK (ILK1) (ILK2) ILK Integrin-linked protein kinase OS=Homo sapiens GN=ILK PE=1 SV=251401.7 51.56397304 Non-receptor serine/threonine protein kinaseProtein phosphorylation;Cell adhesion-mediated signalingIntegrin signalling pathway->Integrin linked kinase;;Kinase High Quality
DMPK_HUMAN AGC Q09013 DMPK (MDPK) DMPK Myotonin-protein kinase OS=Homo sapiens GN=DMPK PE=1 SV=170339.2 3.460794613 Protein phosphorylation;Signal transduction;Cell structureProtein phosphorylation;Signal transduction;Cell structure0 Kinase One Hit Wonders
PKN2_HUMAN AGC Q16513 PKN2 (PRK2) (PRKCL2)PKN2 Serine/threonine-protein kinase N2 OS=Homo sapiens GN=PKN2 PE=1 SV=1112020 2.746579123 Protein phosphorylationProtein phosphorylationAlzheimer disease-amyloid secretase pathway->Protein kinase C;;Muscarinic acetylcholine receptor 1 and 3 signaling pathway->Protein kinase C;;Endothelin signaling pathway->protein kinase c;;PDGF signaling pathway->Protein kinase C ;;;;;Kinase One Hit Wonders
AKT2_HUMAN AGC P31751 AKT2 AKT2 RAC-beta serine/threonine-protein kinase OS=Homo sapiens GN=AKT2 PE=1 SV=255752.3 2.492378431 Protein phosphorylation;Nitric oxide biosynthesis;Inhibition of apoptosis;Gametogenesis;Cell cycle control;Cell proliferation and differentiationProtein phosphorylation;Nitric oxide biosynthesis;Inhibition of apoptosis;Gametogenesis;Cell cycle control;Cell proliferation and differentiationHypoxia response via HIF activation->v-akt murine thymoma viral oncogene homolog 1;;Ras Pathway->AKT;;FAS signaling pathway->Apoptosis signal regulating kinase 1;;Interleukin signaling pathway->Protein kinase B;;Huntington disease->Thymoma Viral Proto-OncKinase One Hit Wonders
EF2K_HUMAN Alpha type kinaseO00418 EEF2K EEF2K Elongation factor 2 kinase OS=Homo sapiens GN=EEF2K PE=1 SV=182155.9 3.10140505 Protein phosphorylation;Translational regulationProtein phosphorylation;Translational regulationOxidative stress response->elongation factor 2 kinase;;p38 MAPK pathway->elongation factor-2 kinase;;;Kinase One Hit Wonders
ST17B_HUMAN CAMK O94768 STK17B (DRAK2) STK17B Serine/threonine-protein kinase 17B OS=Homo sapiens GN=STK17B PE=1 SV=142327.4 4.095550141 Protein phosphorylation;Induction of apoptosisProtein phosphorylation;Induction of apoptosis0 Kinase One Hit Wonders
MAPK2_HUMAN CAMK P49137 MAPKAPK2 MAPKAPK2 MAP kinase-activated protein kinase 2 OS=Homo sapiens GN=MAPKAPK2 PE=1 SV=145551 3.792545722 Protein phosphorylation;MAPKKK cascade;Stress responseProtein phosphorylation;MAPKKK cascade;Stress responseAngiogenesis->Mitogen-Activated Protein Kinase-Activating Protein Kinase-2 and 3;;PDGF signaling pathway->MAPKAPK2;;Alzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;Interleukin signaling pathway->Mitogen-activated protein kinKinase One Hit Wonders
PHKG1_HUMAN CAMK Q16816 PHKG1 (PHKG) PHKG1 Phosphorylase b kinase gamma catalytic chain, skeletal muscle isoform OS=Homo sapiens GN=PHKG1 PE=2 SV=345006.7 3.765443746 Regulation of carbohydrate metabolism;Glycogen metabolism;Protein phosphorylation;Muscle contractionRegulation of carbohydrate metabolism;Glycogen metabolism;Protein phosphorylation;Muscle contractionHeterotrimeric G-protein signaling pathway-Gi alpha and Gs alpha mediated pathway->Phosphorylase b kinase;;Kinase One Hit Wonders
SPEG_HUMAN CAMK Q15772 SPEG (APEG1) (KIAA1297)SPEG Striated muscle preferentially expressed protein kinase OS=Homo sapiens GN=SPEG PE=1 SV=2348885.5 2.509641224 Protein phosphorylation;Muscle contractionProtein phosphorylation;Muscle contraction0 Kinase One Hit Wonders
KC1AL_HUMAN CK1 Q8N752 CSNK1A1L CSNK1A1L Casein kinase I isoform alpha-like OS=Homo sapiens GN=CSNK1A1L PE=2 SV=239,069      2.815763703 DNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureDNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureWnt signaling pathway->Casein Kinase 1;;Circadian clock system->Casine kinase I;;Hedgehog signaling pathway->Casine kinase I ;;Parkinson disease->Casein kinase I;;;;;Kinase One Hit Wonders
KC1D_HUMAN CK1 P48730 CSNK1D CSNK1D Casein kinase I isoform delta OS=Homo sapiens GN=CSNK1D PE=1 SV=247299 2.768877568 DNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureDNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureWnt signaling pathway->Casein Kinase 1;;Circadian clock system->Casine kinase I;;Hedgehog signaling pathway->Casine kinase I ;;Parkinson disease->Casein kinase I;;;;;Kinase One Hit Wonders
KC1A_HUMAN CK1 P48729 CSNK1A1 CSNK1A1 Casein kinase I isoform alpha OS=Homo sapiens GN=CSNK1A1 PE=1 SV=238898.8 2.688189051 DNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureDNA repair;Protein phosphorylation;Intracellular signaling cascade;Endocytosis;Meiosis;Cytokinesis;Chromosome segregation;Cell proliferation and differentiation;Cell structureWnt signaling pathway->Casein Kinase 1;;Circadian clock system->Casine kinase I;;Hedgehog signaling pathway->Casine kinase I ;;Parkinson disease->Casein kinase I;;;;;Kinase One Hit Wonders
PRP4B_HUMAN CMGC Q13523 PRPF4B (KIAA0536) (PRP4) (PRP4H) (PRP4K)PRPF4B Serine/threonine-protein kinase PRP4 homolog OS=Homo sapiens GN=PRPF4B PE=1 SV=2116960.9 3.936338723 Protein phosphorylationProtein phosphorylation 0 Kinase One Hit Wonders
PCTK3_HUMAN CMGC Q07002 PCTK3 PCTK3 Serine/threonine-protein kinase PCTAIRE-3 OS=Homo sapiens GN=PCTK3 PE=1 SV=354164.3 3.794572817 Protein phosphorylation;Cell cycle control;MitosisProtein phosphorylation;Cell cycle control;Mitosis0 Kinase One Hit Wonders
MK08_HUMAN CMGC P45983 MAPK8 (JNK1) (PRKM8)MAPK8 Mitogen-activated protein kinase 8 OS=Homo sapiens GN=MAPK8 PE=1 SV=248121.6 3.733211295 Protein phosphorylation;MAPKKK cascadeProtein phosphorylation;MAPKKK cascadeEGF receptor signaling pathway->C-jun-amino-terminal kinase 1, 2, and 3;;Parkinson disease->Stress-activated protein kinase;;Ras Pathway->Jun kinase n-terminal kinase;;Alzheimer disease-amyloid secretase pathway->Mitogen activated protein kinase;;FAS signKinase One Hit Wonders
SRPK2_HUMAN CMGC P78362 SRPK2 SRPK2 Serine/threonine-protein kinase SRPK2 OS=Homo sapiens GN=SRPK2 PE=1 SV=277526.3 3.255322043 Protein phosphorylationProtein phosphorylation 0 Kinase One Hit Wonders
CD2L1_HUMAN CMGC P21127 CDC2L1 (PITSLREA) (PK58)CDC2L1 PITSLRE serine/threonine-protein kinase CDC2L1 OS=Homo sapiens GN=CDC2L1 PE=1 SV=392691 2.560243258 Protein phosphorylation;Cell cycle control;MitosisProtein phosphorylation;Cell cycle control;Mitosis0 Kinase One Hit Wonders
CLK3_HUMAN CMGC P49761 CLK3 CLK3 Dual specificity protein kinase CLK3 OS=Homo sapiens GN=CLK3 PE=1 SV=373498.3 2.353732176 Protein phosphorylationProtein phosphorylation 0 Kinase One Hit Wonders
E2AK4_HUMAN S/T kinases Q9P2K8 EIF2AK4 (GCN2) (KIAA1338)EIF2AK4 Eukaryotic translation initiation factor 2-alpha kinase 4 OS=Homo sapiens GN=EIF2AK4 PE=1 SV=2186824.6 2.878228137 Protein biosynthesis;Protein phosphorylation;Translational regulationProtein biosynthesis;Protein phosphorylation;Translational regulation0 Kinase One Hit Wonders
E2AK2_HUMAN S/T kinases P19525 EIF2AK2 (PKR) (PRKR)EIF2AK2 Interferon-induced, double-stranded RNA-activated protein kinase OS=Homo sapiens GN=EIF2AK2 PE=1 SV=262079.1 2.461831903 Protein biosynthesis;Protein phosphorylation;Translational regulationProtein biosynthesis;Protein phosphorylation;Translational regulationApoptosis signaling pathway->Interferon-inducible double-stranded RNA-activated protein kinase;;Kinase One Hit Wonders
M4K2_HUMAN STE Q12851 MAP4K2 (GCK) (RAB8IP)MAP4K2 Mitogen-activated protein kinase kinase kinase kinase 2 OS=Homo sapiens GN=MAP4K2 PE=1 SV=191570.1 3.786966889 Protein phosphorylation;Phosphate metabolism;Other metabolismProtein phosphorylation;Phosphate metabolism;Other metabolismApoptosis signaling pathway->Germinal center kinase related;;Apoptosis signaling pathway->Germinal center kinase;;;Kinase One Hit Wonders
PAK1_HUMAN STE Q13153 PAK1 PAK1 Serine/threonine-protein kinase PAK 1 OS=Homo sapiens GN=PAK1 PE=1 SV=260630.3 3.372391217 Protein phosphorylation;Phosphate metabolism;Other metabolismProtein phosphorylation;Phosphate metabolism;Other metabolismInflammation mediated by chemokine and cytokine signaling pathway->P21-activated kinase;;Ras Pathway->P21 activated kinase;;Cytoskeletal regulation by Rho GTPase->p21 activated kinase;;Axon guidance mediated by semaphorins->p21-activated kinase;;T cell acKinase One Hit Wonders
MINK1_HUMAN STE Q8N4C8 MINK1 (MAP4K6) (MINK)MINK1 Misshapen-like kinase 1 OS=Homo sapiens GN=MINK1 PE=1 SV=1149792.7 2.694221386 Protein phosphorylation;Phosphate metabolism;Other metabolismProtein phosphorylation;Phosphate metabolism;Other metabolism0 Kinase One Hit Wonders
STK39_HUMAN STE Q9UEW8 STK39 (SPAK) STK39 STE20/SPS1-related proline-alanine-rich protein kinase OS=Homo sapiens GN=STK39 PE=1 SV=259624.9 2.626555305 Protein phosphorylation;Phosphate metabolism;Other metabolismProtein phosphorylation;Phosphate metabolism;Other metabolism0 Kinase One Hit Wonders
BLK_HUMAN TK P51451 BLK BLK Tyrosine-protein kinase BLK OS=Homo sapiens GN=BLK PE=1 SV=357689.9 3.30469814 Carbohydrate transport;Protein phosphorylation;Intracellular signaling cascade;Transport;Immunity and defense;Oogenesis;Embryogenesis;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferation and differentiation;OncogeneCarbohydrate transport;Protein phosphorylation;Intracellular signaling cascade;Transport;Immunity and defense;Oogenesis;Embryogenesis;Neurogenesis;Mesoderm development;Cell cycle control;Cell proliferation and differentiation;OncogeneParkinson disease->Rous sarcoma protein tyrosine kinase;;B cell activation->Blk;;;Kinase One Hit Wonders
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DUSP3_HUMAN Dual spec P51452 DUSP3 (VHR) DUSP3 Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=120460.8 612.5276593 Protein phosphatase Protein modification;Other intracellular signaling cascadeOxidative stress response->MAP Kinase Phosphatases;;Phosphatase High Quality
DUS28_HUMAN Dual spec Q4G0W2 DUSP28 DUSP28 Dual specificity phosphatase 28 OS=Homo sapiens GN=DUSP28 PE=2 SV=118305.7 5.611824877 Kinase inhibitor;Protein phosphataseProtein modification;MAPKKK cascadeOxidative stress response->MAP Kinase Phosphatases;;Phosphatase Matchup
DUS23_HUMAN Dual spec Q9BVJ7 DUSP23 (LDP3) (VHZ)DUSP23 Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=116570.4 5.271183849 Protein phosphatase Protein phosphorylation 0 Phosphatase High Quality
2AAA_HUMAN PP1 P30153 PPP2R1A PPP2R1A Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=465291.7 322.6062722 Protein phosphatase Biological process unclassifiedFGF signaling pathway->protein phosphatase 2A;;Regulatory High Quality
2A5D_HUMAN PP1 Q14738 PPP2R5D PPP2R5D Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=169976.4 59.10269312 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;Regulatory High Quality
PP1B_HUMAN PP1 P62140 PPP1CB PPP1CB Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=337170.3 50.40890812 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;Phosphatase High Quality
2ABA_HUMAN PP1 P63151 PPP2R2A PPP2R2A Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=151675.4 48.84503137 Protein phosphatase Protein phosphorylation;Stress responseFGF signaling pathway->protein phosphatase 2A;;Regulatory High Quality
PP2AA_HUMAN PP1 P67775 PPP2CA PPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=135576.5 8.289299146 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;Phosphatase High Quality
PP1G_HUMAN PP1 P36873 PPP1CC PPP1CC Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=136967.6 4.454488045 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;Phosphatase High Quality
2A5A_HUMAN PP1 Q15172 PPP2R5A PPP2R5A Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform OS=Homo sapiens GN=PPP2R5A PE=1 SV=156178.2 4.387972762 Protein phosphatase Protein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;Regulatory High Quality
PP1A_HUMAN PP1 P62136 PPP1CA (PPP1A) PPP1CA Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=137495.9 4.346514143 Protein phosphatase Glycogen metabolism;Pre-mRNA processing;Protein phosphorylation;Apoptosis;Meiosis;Cell structure and motilityDopamine receptor mediated signaling pathway->Protein Phosphatase-1;;Phosphatase High Quality
PP2AB_HUMAN PP1 P62714 PPP2CB PPP2CB Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=135557.4 3.836097643 Protein phosphatase Biological process unclassifiedp53 pathway->Protein phosphatase 2A;;p53 pathway feedback loops 2->PP2A-C;;FGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;p53 pathway by glucose deprivation->Protein phosphatase 2 catalytic subunit;;Phosphatase High Quality
PPM1K_HUMAN PP2C Q8N3J5 PPM1K (PP2CM) PPM1K Protein phosphatase 1K, mitochondrial OS=Homo sapiens GN=PPM1K PE=1 SV=140980.3 32.12755444 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Phosphatase High Quality
PPM1A_HUMAN PP2C P35813 PPM1A (PPPM1A)PPM1A Protein phosphatase 1A OS=Homo sapiens GN=PPM1A PE=1 SV=142429.4 8.022284309 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Phosphatase High Quality
PPM1F_HUMAN PP2C P49593 PPM1F (KIAA0015) (POPX2)PPM1F Protein phosphatase 1F OS=Homo sapiens GN=PPM1F PE=1 SV=349812.3 7.702181134 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Phosphatase High Quality
PPTC7_HUMAN PP2C Q8NI37 PPTC7 (TAPP2C) PPTC7 Protein phosphatase PTC7 homolog OS=Homo sapiens GN=PPTC7 PE=2 SV=132628 6.014744148 Protein phosphatase Protein phosphorylation 0 Phosphatase High Quality
PPM1B_HUMAN PP2C O75688 PPM1B (PP2CB) PPM1B Protein phosphatase 1B OS=Homo sapiens GN=PPM1B PE=1 SV=152624.4 4.510501046 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Phosphatase High Quality
PPM1G_HUMAN PP2C O15355 PPM1G (PPM1C) PPM1G Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=159253.9 4.072682652 Protein phosphatase Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Phosphatase Matchup
PPP5_HUMAN PPP Other P53041 PPP5C (PPP5) PPP5C Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=156862.2 7.243936667 Protein phosphatase Regulation of carbohydrate metabolism;Other polysaccharide metabolism;Glycogen metabolism;mRNA transcription;Protein phosphorylation;Translational regulation;Other intracellular signaling cascade;Stress response;Meiosis;Cell cycle control;Mitosis;Homeosta0 Phosphatase High Quality
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PPP6_HUMAN PPP Other O00743 PPP6C (PPP6) PPP6C Serine/threonine-protein phosphatase 6 OS=Homo sapiens GN=PPP6C PE=1 SV=135126.8 5.224868797 Protein phosphatase Biological process unclassifiedFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;Phosphatase High Quality
PPAC_HUMAN Tyr P24666 ACP1 ACP1 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=318024.7 67.56620007 Protein phosphatase Protein phosphorylation;Receptor protein tyrosine kinase signaling pathway;Cell proliferation and differentiation0 Phosphatase High Quality
PTN11_HUMAN Tyr Q06124 PTPN11 (PTP2C) (SHPTP2)PTPN11 Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=268418.2 20.74889503 Protein phosphatase Protein phosphorylation;Cytokine and chemokine mediated signaling pathway;Receptor protein tyrosine kinase signaling pathway;JAK-STAT cascade;Cell adhesion-mediated signaling;Protein targeting;Developmental processes;Cell proliferation and differentiationAngiogenesis->Tyrosine Phosphatase Shp2;;FGF signaling pathway->Src homology 2 domain-containing tyrosine phosphatase 2;;Interferon-gamma signaling pathway->protein tyrosine phosphatase;;;;Phosphatase High Quality
EPM2A_HUMAN Tyr O95278 EPM2A EPM2A Laforin OS=Homo sapiens GN=EPM2A PE=1 SV=2 37139 5.392786142 Protein phosphatase;Other phosphatasePhospholipid metabolism;Protein phosphorylation0 Phosphatase High Quality
TP4A2_HUMAN Tyr Q12974 PTP4A2 (PRL2) (PTPCAAX2) (BM-008)PTP4A2 Protein tyrosine phosphatase type IVA 2 OS=Homo sapiens GN=PTP4A2 PE=1 SV=119109.3 8.939627234 Protein phosphorylationProtein phosphorylation 0 Phosphatase One Hit Wonders
PTN9_HUMAN Tyr P43378 PTPN9 PTPN9 Tyrosine-protein phosphatase non-receptor type 9 OS=Homo sapiens GN=PTPN9 PE=1 SV=168002.9 4.124863636 Protein phosphorylation;General vesicle transportProtein phosphorylation;General vesicle transport0 Phosphatase One Hit Wonders
SSH3_HUMAN Tyr Q8TE77 SSH3 (SSH3L) SSH3 Protein phosphatase Slingshot homolog 3 OS=Homo sapiens GN=SSH3 PE=1 SV=272976.5 2.636718934 Protein phosphorylation;Other intracellular signaling cascade;Developmental processes;Cell structure and motilityProtein phosphorylation;Other intracellular signaling cascade;Developmental processes;Cell structure and motilityCytoskeletal regulation by Rho GTPase->Slingshot;;Phosphatase One Hit Wonders
PTN23_HUMAN Tyr Q9H3S7 PTPN23 (KIAA1471)PTPN23 Tyrosine-protein phosphatase non-receptor type 23 OS=Homo sapiens GN=PTPN23 PE=1 SV=1178956.6 2.536037276 Protein phosphorylation;Other receptor mediated signaling pathwayProtein phosphorylation;Other receptor mediated signaling pathway0 Phosphatase One Hit Wonders
PTPRD_HUMAN Tyr P23468 PTPRD PTPRD Receptor-type tyrosine-protein phosphatase delta OS=Homo sapiens GN=PTPRD PE=1 SV=2214742.5 1.633599228 Protein phosphorylation;Cell adhesion-mediated signaling;Cell adhesion;Other developmental process;Neurogenesis;Cell structure and motilityProtein phosphorylation;Cell adhesion-mediated signaling;Cell adhesion;Other developmental process;Neurogenesis;Cell structure and motility0 Phosphatase One Hit Wonders
PPM1H_HUMAN PP2C Q9ULR3 PPM1H (ARHCL1) (KIAA1157)PPM1H Protein phosphatase 1H OS=Homo sapiens GN=PPM1H PE=2 SV=256431.7 2.593928124 Protein phosphorylation;MAPKKK cascade;Other intracellular signaling cascadeProtein phosphorylation;MAPKKK cascade;Other intracellular signaling cascade0 Phosphatase One Hit Wonders
PP2BB_HUMAN PPP Other P16298 PPP3CB (CALNA2) (CALNB) (CNA2)PPP3CB Serine/threonine-protein phosphatase 2B catalytic subunit beta isoform OS=Homo sapiens GN=PPP3CB PE=2 SV=259007.4 3.524942948 Regulation of carbohydrate metabolism;Other polysaccharide metabolism;Glycogen metabolism;mRNA transcription;Protein phosphorylation;Translational regulation;Other intracellular signaling cascade;Stress response;Meiosis;Cell cycle control;Mitosis;HomeostaRegulation of carbohydrate metabolism;Other polysaccharide metabolism;Glycogen metabolism;mRNA transcription;Protein phosphorylation;Translational regulation;Other intracellular signaling cascade;Stress response;Meiosis;Cell cycle control;Mitosis;HomeostaB cell activation->Calcineurin;;T cell activation->Calcineurin;;Wnt signaling pathway->Calcineurin;;;;Phosphatase One Hit Wonders
2A5E_HUMAN PP1 Q16537 PPP2R5E PPP2R5E Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit epsilon isoform OS=Homo sapiens GN=PPP2R5E PE=1 SV=154683.6 2.403064945 Protein phosphorylation;Other intracellular signaling cascadeProtein phosphorylation;Other intracellular signaling cascadeFGF signaling pathway->protein phosphatase 2A;;EGF receptor signaling pathway->protein phosphatase 2A;;Wnt signaling pathway->Protein phosphatase 2A;;;;Regulatory One Hit Wonders
DUS19_HUMAN Dual spec Q8WTR2 DUSP19 (DUSP17) (SKRP1)DUSP19 Dual specificity protein phosphatase 19 OS=Homo sapiens GN=DUSP19 PE=2 SV=124176.8 5.173015094 Protein phosphorylation;JNK cascadeProtein phosphorylation;JNK cascadeOxidative stress response->MAP Kinase Phosphatases;;Phosphatase One Hit Wonders
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Supplemental Table 7. Phosphorylated proteins and their respective phosphorylation sites. 
In phospho peptide column, # refers to phophorylated site. 
ERK1 substrates (pink), GSK3 substrates (blue), ERK2 substrates (green), PKG substrates (purple), PKA substrates (light blue), PKC substrates (orange) and CDK5 substrates (yellow).

ERK1
Substrates

GSK3
Substrates

ERK2
Substrates

PKG
Substrates

PKA
Substrates

PKC
Substrates

CDK5
Substrates

ALDOA_HUMAN P04075 ALDOA (ALDA)Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Muscle-type aldolase) (Lung cancer antigen NY-LU-1)GILAADESTGS#IAKR 76.73 29 43 P04075 P04075 P04075 P04075 High Quality
ALDOA_HUMAN P04075 ALDOA (ALDA)Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Muscle-type aldolase) (Lung cancer antigen NY-LU-1)KGILAADES#TGSIA 72.15 28 41 P04075 P04075 P04075 P04075 High Quality
ALDOA_HUMAN P04075 ALDOA (ALDA)Fructose-bisphosphate aldolase A (EC 4.1.2.13) (Muscle-type aldolase) (Lung cancer antigen NY-LU-1)KGILAADESTGS#IA 55.75 28 41 P04075 P04075 P04075 P04075 High Quality
1433B_HUMAN P31946 YWHAB 14-3-3 protein beta/alpha (Protein kinase C inhibitor protein 1) (KCIP-1) (Protein 1054) [Cleaved into: 14-3-3 protein beta/alpha, N-terminally processed]YYEILNS#PEKACSL 51.29 180 193 P31946 High Quality
AHNK_HUMAN Q09666 AHNAK (PM227)Neuroblast differentiation-associated protein AHNAK (Desmoyokin)KVDIDT#PDINIEGSEG 67.4 3711 3726 Q09666 Q09666 Q09666 Q09666 Q09666 High Quality
AHNK_HUMAN Q09666 AHNAK (PM227)Neuroblast differentiation-associated protein AHNAK (Desmoyokin)KASLGS#LEGEAEAEASSP 60.37 5747 5764 Q09666 Q09666 Q09666 Q09666 Q09666 High Quality
AHNK_HUMAN Q09666 AHNAK (PM227)Neuroblast differentiation-associated protein AHNAK (Desmoyokin)KLQGSGVSLAS# 50.82 5847 5857 Q09666 Q09666 Q09666 Q09666 Q09666 High Quality
SGTA_HUMAN O43765 SGTA (SGT) (SGT1)Small glutamine-rich tetratricopeptide repeat-containing protein alpha (Alpha-SGT) (Vpu-binding protein) (UBP)SRTPS#ASNDDQQE 60.83 301 313 O43765 O43765 High Quality
TBCD4_HUMAN O60343 TBC1D4 (AS160) (KIAA0603)TBC1 domain family member 4 (Akt substrate of 160 kDa) (AS160)LRCVPAPGAGASGGTS#PSATQPNPAVF49.66 91 117 O60343 High Quality
TBCD4_HUMAN O60343 TBC1D4 (AS160) (KIAA0603)TBC1 domain family member 4 (Akt substrate of 160 kDa) (AS160)LRCVPAPGAGASGGTSPS#ATQPNPAVF40.47 91 117 O60343 High Quality
GYS1_HUMAN P13807 GYS1 (GYS) Glycogen [starch] synthase, muscle (EC 2.4.1.11)HS#SPHQSEDEEDPR 50.86 651 664 P13807 P13807 High Quality
GYS1_HUMAN P13807 GYS1 (GYS) Glycogen [starch] synthase, muscle (EC 2.4.1.11)HSS#PHQSEDEEDPR 34.13 651 664 P13807 P13807 High Quality
DESP_HUMAN P15924 DSP Desmoplakin (DP) (250/210 kDa paraneoplastic pemphigus antigen)RSGS#LSLTQF 67.55 2548 2557 P15924 P15924 High Quality
MAP4_HUMAN P27816 MAP4 Microtubule-associated protein 4 (MAP-4)KDMS#PLSETEMALG 48.74 504 517 P27816 P27816 High Quality
MARCS_HUMAN P29966 MARCKS (MACS) (PRKCSL)Myristoylated alanine-rich C-kinase substrate (MARCKS) (Protein kinase C substrate, 80 kDa protein, light chain) (PKCSL) (80K-L protein)KGEPAAAAAPEAGAS#PVE 51.79 87 104 P29966 P29966 High Quality
MP2K4_HUMAN P45985 MAP2K4 (JNKK1) (MKK4) (PRKMK4) (SERK1)Dual specificity mitogen-activated protein kinase kinase 4 (MAP kinase kinase 4) (EC 2.7.12.2) (JNK-activating kinase 1) (c-Jun N-terminal kinase kinase 1) (JNKK) (SAPK/ERK kinase 1) (SEK1)LCDFGISGQLVDS#IAK 101.66 245 260 P45985 High Quality
MP2K4_HUMAN P45985 MAP2K4 (JNKK1) (MKK4) (PRKMK4) (SERK1)Dual specificity mitogen-activated protein kinase kinase 4 (MAP kinase kinase 4) (EC 2.7.12.2) (JNK-activating kinase 1) (c-Jun N-terminal kinase kinase 1) (JNKK) (SAPK/ERK kinase 1) (SEK1)IIHRDIKPS#NILLDRS#GNIK 39.38 225 244 P45985 High Quality
MAP1B_HUMAN P46821 MAP1B Microtubule-associated protein 1B (MAP-1B) [Cleaved into: MAP1 light chain LC1]KLGDVS#PTQIDVSQFGSFKEDTK 51.85 1496 1518 P46821 P46821 High Quality
HDGF_HUMAN P51858 HDGF (HMG1L2)Hepatoma-derived growth factor (HDGF) (High-mobility group protein 1-like 2) (HMG-1L2)KRRAGDLLEDS#PKRP 74.69 155 169 P51858 High Quality
HDGF_HUMAN P51858 HDGF (HMG1L2)Hepatoma-derived growth factor (HDGF) (High-mobility group protein 1-like 2) (HMG-1L2)AGDLLEDS#PKRPK 48.1 158 170 P51858 High Quality
MP2K1_HUMAN Q02750 MAP2K1 (MEK1) (PRKMK1)Dual specificity mitogen-activated protein kinase kinase 1 (MAP kinase kinase 1) (MAPKK 1) (EC 2.7.12.2) (ERK activator kinase 1) (MAPK/ERK kinase 1) (MEK1)LCSTIGLNQPS#TPTHAAGV 57.3 375 393 Q02750 Q02750 High Quality
MP2K1_HUMAN Q02750 MAP2K1 (MEK1) (PRKMK1)Dual specificity mitogen-activated protein kinase kinase 1 (MAP kinase kinase 1) (MAPKK 1) (EC 2.7.12.2) (ERK activator kinase 1) (MAPK/ERK kinase 1) (MEK1)LCSTIGLNQPST#PTHAAGV 42.09 375 393 Q02750 Q02750 High Quality
MP2K1_HUMAN Q02750 MAP2K1 (MEK1) (PRKMK1)Dual specificity mitogen-activated protein kinase kinase 1 (MAP kinase kinase 1) (MAPKK 1) (EC 2.7.12.2) (ERK activator kinase 1) (MAPK/ERK kinase 1) (MEK1)LCSTIGLNQPSTPT#HAAGV 41.65 375 393 Q02750 Q02750 High Quality
KCC2D_HUMAN Q13557 CAMK2D (CAMKD)Calcium/calmodulin-dependent protein kinase type II delta chain (CaM-kinase II delta chain) (CaM kinase II subunit delta) (CaMK-II subunit delta) (EC 2.7.11.17)KENFS#GGTSLWQNI 56.26 486 499 Q13557 Q13557 High Quality
PDE3A_HUMAN Q14432 PDE3A cGMP-inhibited 3',5'-cyclic phosphodiesterase A (EC 3.1.4.17) (Cyclic GMP-inhibited phosphodiesterase A) (CGI-PDE A)ISPLSSPCSS#PLQGTPASSLVSK 43.4 519 541 Q14432 High Quality
PDE3A_HUMAN Q14432 PDE3A cGMP-inhibited 3',5'-cyclic phosphodiesterase A (EC 3.1.4.17) (Cyclic GMP-inhibited phosphodiesterase A) (CGI-PDE A)AKIS#PLSSPCSSPL 38.57 517 530 Q14432 High Quality
MARE1_HUMAN Q15691 MAPRE1 Microtubule-associated protein RP/EB family member 1 (APC-binding protein EB1) (End-binding protein 1) (EB1)KPLTS#SSAAPQRPISTQR 45.8 151 168 Q15691 High Quality
CCDC6_HUMAN Q16204 CCDC6 (D10S170) (TST1)Coiled-coil domain-containing protein 6 (Protein H4) (Papillary thyroid carcinoma-encoded protein)TPSPSSSRPIS#PGLSY 42.15 357 372 Q16204 Q16204 High Quality
DPYL2_HUMAN Q16555 DPYSL2 (CRMP2)Dihydropyrimidinase-related protein 2 (DRP-2) (Collapsin response mediator protein 2) (CRMP-2) (N2A3)NLHQSGFS#LSGAQIDDNIPR 38.68 533 552 Q16555 High Quality
NEK9_HUMAN Q8TD19 NEK9 (KIAA1995) (NEK8) (NERCC)Serine/threonine-protein kinase Nek9 (EC 2.7.11.1) (Never in mitosis A-related kinase 9) (NimA-related protein kinase 9) (Nercc1 kinase) (NIMA-related kinase 8) (Nek8)CLLGTDSCRPS#L 38.77 968 979 Q8TD19 High Quality
KCD12_HUMAN Q96CX2 KCTD12 (C13orf2) (KIAA1778) (PFET1)BTB/POZ domain-containing protein KCTD12 (Pfetin) (Predominantly fetal expressed T1 domain)GVHKEGSLGDELLPLGYSEPEQQEGASAGAPS#PTLELASR59.91 145 184 Q96CX2 Q96CX2 High Quality
NUCKS_HUMAN Q9H1E3 NUCKS1 (NUCKS)Nuclear ubiquitous casein and cyclin-dependent kinases substrate (P1)KNSQEDS#EDS#EDKDVKT 73.29 52 68 Q9H1E3 High Quality
NUCKS_HUMAN Q9H1E3 NUCKS1 (NUCKS)Nuclear ubiquitous casein and cyclin-dependent kinases substrate (P1)KEEDEEPES#PPEK 52.97 206 218 Q9H1E3 High Quality
NUCKS_HUMAN Q9H1E3 NUCKS1 (NUCKS)Nuclear ubiquitous casein and cyclin-dependent kinases substrate (P1)KSGDEGS#EDEAPSGED 43.48 228 243 Q9H1E3 High Quality
GORS2_HUMAN Q9H8Y8 GORASP2 Golgi reassembly-stacking protein 2 (GRS2) (Golgi reassembly-stacking protein of 55 kDa) (GRASP55) (p59) (Golgi phosphoprotein 6) (GOLPH6)KPVSAAVDANASES#P 60.71 438 452 Q9H8Y8 High Quality
GORS2_HUMAN Q9H8Y8 GORASP2 Golgi reassembly-stacking protein 2 (GRS2) (Golgi reassembly-stacking protein of 55 kDa) (GRASP55) (p59) (Golgi phosphoprotein 6) (GOLPH6)KISLPGQMAGT#PITPL 53.1 212 227 Q9H8Y8 High Quality
SRRM2_HUMAN Q9UQ35 SRRM2 (KIAA0324) (SRL300) (SRM300) (HSPC075)Serine/arginine repetitive matrix protein 2 (Serine/arginine-rich splicing factor-related nuclear matrix protein of 300 kDa) (Ser/Arg-related nuclear matrix protein) (SR-related nuclear matrix protein of 300 kDa) (Splicing coactivator subunit SRm300) (300SST#PPGESYFGVSSLQLK 63.82 1041 1058 Q9UQ35 Q9UQ35 High Quality
OXSR1_HUMAN O95747 OXSR1 (KIAA1101) (OSR1)Serine/threonine-protein kinase OSR1 (EC 2.7.11.1) (Oxidative stress-responsive 1 protein)LHKTEDGGWEWS#DDEFDEESEEGKAAISQLR57.79 328 358 O95747 High Quality
CRYAB_HUMAN P02511 CRYAB (CRYA2)Alpha-crystallin B chain (Alpha(B)-crystallin) (Rosenthal fiber component) (Heat shock protein beta-5) (HspB5) (Renal carcinoma antigen NY-REN-27)RAPS#WFDTGL 40.04 56 65 P02511 P02511 High Quality
HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 (HspB1) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27) (Estrogen-regulated 24 kDa protein) (28 kDa heat shock protein)VRPLPPAAIES#PAVAAPAY 77.29 55 73 P04792 P04792 High Quality
HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 (HspB1) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27) (Estrogen-regulated 24 kDa protein) (28 kDa heat shock protein)QLS#SGVSEIR 60.63 80 89 P04792 P04792 High Quality
HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 (HspB1) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27) (Estrogen-regulated 24 kDa protein) (28 kDa heat shock protein)SRQLS#SGVSEIRHTADRW 50.28 78 95 P04792 P04792 High Quality
HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 (HspB1) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27) (Estrogen-regulated 24 kDa protein) (28 kDa heat shock protein)GGSSWPGYVRPLPPAAIES#PAVAAPAY44.12 47 73 P04792 P04792 High Quality
HSPB1_HUMAN P04792 HSPB1 (HSP27) (HSP28)Heat shock protein beta-1 (HspB1) (Heat shock 27 kDa protein) (HSP 27) (Stress-responsive protein 27) (SRP27) (Estrogen-regulated 24 kDa protein) (28 kDa heat shock protein)SRALS#RQLS#SGVSEIRHTADRW 35.51 74 95 P04792 P04792 High Quality
CAN1_HUMAN P07384 CAPN1 (CANPL1) (PIG30)Calpain-1 catalytic subunit (EC 3.4.22.52) (Calpain-1 large subunit) (Calcium-activated neutral proteinase 1) (CANP 1) (Calpain mu-type) (muCANP) (Micromolar-calpain) (Cell proliferation-inducing gene 30 protein)ELRT#ILNRIISK 36.81 565 576 P07384 High Quality
ODBA_HUMAN P12694 BCKDHA 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial (EC 1.2.4.4) (Branched-chain alpha-keto acid dehydrogenase E1 component alpha chain) (BCKDH E1-alpha) (BCKDE1A)IGHHS#TSDDSSAYR 75.83 333 346 P12694 High Quality
KPCA_HUMAN P17252 PRKCA (PKCA) (PRKACA)Protein kinase C alpha type (PKC-alpha) (PKC-A) (EC 2.7.11.13)STLNPQWNES#FTFK 51.72 217 230 P17252 P17252 High Quality
DESM_HUMAN P17661 DES Desmin TFGGAPGFPLGS#PLSSPVFPR 73.53 17 37 P17661 P17661 High Quality
MYH9_HUMAN P35579 MYH9 Myosin-9 (Myosin heavy chain 9) (Myosin heavy chain, non-muscle IIa) (Non-muscle myosin heavy chain IIa) (NMMHC II-a) (NMMHC-IIA) (Cellular myosin heavy chain, type A) (Non-muscle myosin heavy chain A) (NMMHC-A)KGAGDGS#DEEVDGKADGAEAKPAE 67.14 1937 1960 P35579 High Quality
MYH9_HUMAN P35579 MYH9 Myosin-9 (Myosin heavy chain 9) (Myosin heavy chain, non-muscle IIa) (Non-muscle myosin heavy chain IIa) (NMMHC II-a) (NMMHC-IIA) (Cellular myosin heavy chain, type A) (Non-muscle myosin heavy chain A) (NMMHC-A)KGAGDGS#DEEVDG 55.72 1937 1949 P35579 High Quality
PEA15_HUMAN Q15121 PEA15 Astrocytic phosphoprotein PEA-15 (Phosphoprotein enriched in diabetes) (PED)KDIIRQPS#EEEII 50.25 109 121 Q15121 High Quality
PEA15_HUMAN Q15121 PEA15 Astrocytic phosphoprotein PEA-15 (Phosphoprotein enriched in diabetes) (PED)KDIIRQPS#EEEIIKLAPPPKKA 48.67 109 130 Q15121 High Quality
PKN1_HUMAN Q16512 PKN1 (PKN) (PRK1) (PRKCL1)Serine/threonine-protein kinase N1 (EC 2.7.11.13) (Protein kinase C-like 1) (Protein-kinase C-related kinase 1) (Protein kinase C-like PKN) (Serine-threonine protein kinase N) (Protein kinase PKN-alpha)RLLSAAKAPDRKAVSEAQEKLT#ES#NQKL38.44 237 264 Q16512 High Quality
HSPB8_HUMAN Q9UJY1 HSPB8 (CRYAC) (E2IG1) (HSP22) (PP1629)Heat shock protein beta-8 (HspB8) (Alpha-crystallin C chain) (Small stress protein-like protein HSP22) (E2-induced gene 1 protein) (Protein kinase H11)HEEKQQEGGIVS#KNFTK 34.19 125 141 Q9UJY1 Q9UJY1 High Quality
HSPB6_HUMAN O14558 HSPB6 Heat shock protein beta-6 (HspB6) (Heat shock 20 kDa-like protein p20)RRAS#APLPGLSAPGRLF 90.85 13 29 O14558 High Quality
HSPB6_HUMAN O14558 HSPB6 Heat shock protein beta-6 (HspB6) (Heat shock 20 kDa-like protein p20)RAS#APLPGLSAPGR 73.19 14 27 O14558 High Quality
HSPB6_HUMAN O14558 HSPB6 Heat shock protein beta-6 (HspB6) (Heat shock 20 kDa-like protein p20)AS#APLPGLSAPGR 44.63 15 27 O14558 High Quality
FETUA_HUMAN P02765 AHSG (FETUA) (PRO2743)Alpha-2-HS-glycoprotein (Ba-alpha-2-glycoprotein) (Alpha-2-Z-globulin) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]KCDSSPDS#AEDVR 79.23 131 143 P02765 High Quality
FETUA_HUMAN P02765 AHSG (FETUA) (PRO2743)Alpha-2-HS-glycoprotein (Ba-alpha-2-glycoprotein) (Alpha-2-Z-globulin) (Fetuin-A) [Cleaved into: Alpha-2-HS-glycoprotein chain A; Alpha-2-HS-glycoprotein chain B]KCDSS#PDSAEDVR 64.94 131 143 P02765 High Quality
ALBU_HUMAN P02768 ALB (GIG20) (GIG42) (PRO0903) (PRO1708) (PRO2044) (PRO2619) (PRO2675) (UNQ696/PRO1341)Serum albumin KTCVADES#AENCD 50.95 75 87 P02768 P02768 High Quality
ENOA_HUMAN P06733 ENO1 (ENO1L1) (MBPB1) (MPB1)Alpha-enolase (EC 4.2.1.11) (2-phospho-D-glycerate hydro-lyase) (Non-neural enolase) (NNE) (Enolase 1) (Phosphopyruvate hydratase) (C-myc promoter-binding protein) (MBP-1) (MPB-1) (Plasminogen-binding protein)AAVPSGAS#TGIYEALELR 122.72 33 50 P06733 High Quality
G6PI_HUMAN P06744 GPI Glucose-6-phosphate isomerase (GPI) (EC 5.3.1.9) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) (Autocrine motility factor) (AMF) (Neuroleukin) (NLK) (Sperm antigen 36) (SA-36)KTFTT#QETITNAETA 57.69 211 225 P06744 High Quality
G6PI_HUMAN P06744 GPI Glucose-6-phosphate isomerase (GPI) (EC 5.3.1.9) (Phosphoglucose isomerase) (PGI) (Phosphohexose isomerase) (PHI) (Autocrine motility factor) (AMF) (Neuroleukin) (NLK) (Sperm antigen 36) (SA-36)KT#FTTQETITNAETA 46 211 225 P06744 High Quality
HS90B_HUMAN P08238 HSP90AB1 (HSP90B) (HSPC2) (HSPCB)Heat shock protein HSP 90-beta (HSP 90) (HSP 84)KEREKEIS#DDEAEEEKGE 58.96 219 236 P08238 High Quality
HS90B_HUMAN P08238 HSP90AB1 (HSP90B) (HSPC2) (HSPCB)Heat shock protein HSP 90-beta (HSP 90) (HSP 84)KEREKEIS#DDEAEEE 50.97 219 233 P08238 High Quality
MYH7_HUMAN P12883 MYH7 (MYHCB)Myosin-7 (Myosin heavy chain 7) (Myosin heavy chain, cardiac muscle beta isoform) (MyHC-beta) (Myosin heavy chain slow isoform) (MyHC-slow)GDS#EMAVFGAAAPYLR 51.09 2 17 P12883 High Quality
KCRS_HUMAN P17540 CKMT2 Creatine kinase, sarcomeric mitochondrial (EC 2.7.3.2) (S-MtCK) (Basic-type mitochondrial creatine kinase) (Mib-CK)LGYILTCPS#NLGTGLR 66.7 311 326 P17540 High Quality
MDHC_HUMAN P40925 MDH1 (MDHA)Malate dehydrogenase, cytoplasmic (EC 1.1.1.37) (Cytosolic malate dehydrogenase)KESAFEFLSS#A 45.15 324 334 P40925 High Quality
2A5D_HUMAN Q14738 PPP2R5D Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform (PP2A, B subunit, B' delta isoform) (PP2A, B subunit, B56 delta isoform) (PP2A, B subunit, PR61 delta isoform) (PP2A, B subunit, R5 delta isoform)KS#ELPQDVYTI 43.51 572 582 Q14738 High Quality
AAKB2_HUMAN O43741 PRKAB2 5'-AMP-activated protein kinase subunit beta-2 (AMPK beta-2 chain)KIMVGST#DDPSVFSLPDS 70.18 34 51 High Quality
ABCF1_HUMAN Q8NE71 ABCF1 (ABC50)ATP-binding cassette sub-family F member 1 (ATP-binding cassette 50) (TNF-alpha-stimulated ABC protein)KGGNVFAALIQDQS#EEEEEEE 56.5 127 147 High Quality
ACTA_HUMAN P62736 ACTA2 (ACTSA) (ACTVS) (GIG46)Actin, aortic smooth muscle (Alpha-actin-2) (Cell growth-inhibiting gene 46 protein)KDLY#ANNVLSGGTTMYPGIADRMQ 54.51 293 316 High Quality
ACTA_HUMAN P62736 ACTA2 (ACTSA) (ACTVS) (GIG46)Actin, aortic smooth muscle (Alpha-actin-2) (Cell growth-inhibiting gene 46 protein)KDSYVGDEAQS# 51.3 52 62 High Quality
ACTN1_HUMAN P12814 ACTN1 Alpha-actinin-1 (Alpha-actinin cytoskeletal isoform) (Non-muscle alpha-actinin-1) (F-actin cross-linking protein)DYETAT#LSEIKALLK 32.43 421 435 P12814 High Quality
ADDA_HUMAN P35611 ADD1 (ADDA)Alpha-adducin (Erythrocyte adducin subunit alpha)KPTLPDLS#PDEPSEAL 53.62 638 653 High Quality
ALDOC_HUMAN P09972 ALDOC (ALDC)Fructose-bisphosphate aldolase C (EC 4.1.2.13) (Brain-type aldolase)KGILAADESVGS#MA 62.81 28 41 P09972 High Quality
ALDOC_HUMAN P09972 ALDOC (ALDC)Fructose-bisphosphate aldolase C (EC 4.1.2.13) (Brain-type aldolase)KGILAADES#VGSMA 56.97 28 41 P09972 High Quality
CA144_HUMAN Q7Z422 C1orf144 UPF0485 protein C1orf144 (Putative MAPK-activating protein PM18/PM20/PM22)KRILGSAS#PEEEQE 50.48 100 113 High Quality
CA144_HUMAN Q7Z422 C1orf144 UPF0485 protein C1orf144 (Putative MAPK-activating protein PM18/PM20/PM22)KSKS#PPKVPIVIQDDSLPAGPPPQIR 40.06 36 61 High Quality
CA170_HUMAN Q5SV97 C1orf170 Uncharacterized protein C1orf170 AGQEELGPGPAGAPEPGPRS#PVQEDRPGPGLGLSTPVPVTEQGTDQIR39.93 129 176 High Quality
CF142_HUMAN Q5VWP3 C6orf142 Uncharacterized protein C6orf142 YANLSS#PTSTVSESQLTKPGVIRPVPVK 36.08 313 340 High Quality
CLPX_HUMAN O76031 CLPX ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrialLEKSNILLLGPT#GSGK 59.04 284 299 O76031 High Quality
CMYA5_HUMAN Q8N3K9 CMYA5 (C5orf10) (DTNBP2) (SPRYD2) (TRIM76)Cardiomyopathy-associated protein 5 (Myospryn) (Dystrobrevin-binding protein 2) (SPRY domain-containing protein 2) (Tripartite motif-containing protein 76) (Genethonin-3)KLSKNEPEVIKPYS#PLKETSLSGPEALSAVK58.36 1270 1300 Q8N3K9 High Quality
CMYA5_HUMAN Q8N3K9 CMYA5 (C5orf10) (DTNBP2) (SPRYD2) (TRIM76)Cardiomyopathy-associated protein 5 (Myospryn) (Dystrobrevin-binding protein 2) (SPRY domain-containing protein 2) (Tripartite motif-containing protein 76) (Genethonin-3)KLSKNEPEVIKPY#SPLKETSLSGPEALSAVK34.33 1270 1300 Q8N3K9 High Quality
COQ6_HUMAN Q9Y2Z9 COQ6 (CGI-10)Ubiquinone biosynthesis monooxygenase COQ6 (EC 1.14.13.-)DLGSVS#HLTGYETER 33.84 402 416 High Quality
CRIP2_HUMAN P52943 CRIP2 (CRP2)Cysteine-rich protein 2 (CRP2) (Protein ESP1)KAS#GPPKGPSRASSVTTFTGEPNTCPRCS68.5 102 130 P52943 High Quality
CRIP2_HUMAN P52943 CRIP2 (CRP2)Cysteine-rich protein 2 (CRP2) (Protein ESP1)KAS#GPPKGPSR 48.49 102 112 P52943 High Quality
CRIP2_HUMAN P52943 CRIP2 (CRP2)Cysteine-rich protein 2 (CRP2) (Protein ESP1)ASS#VTTFTGEPNTCPR 46.01 113 128 P52943 High Quality
CSN2_HUMAN P61201 COPS2 (CSN2) (TRIP15)COP9 signalosome complex subunit 2 (Signalosome subunit 2) (SGN2) (JAB1-containing signalosome subunit 2) (Thyroid receptor-interacting protein 15) (TRIP-15) (Alien homolog)LKALY#EQSLHIK 33.8 214 225 High Quality
CSRP3_HUMAN P50461 CSRP3 (CLP) (MLP)Cysteine and glycine-rich protein 3 (Cysteine-rich protein 3) (CRP3) (LIM domain protein, cardiac) (Muscle LIM protein)GQGAGCLS#TDTGEHLGL 45.34 74 90 P50461 High Quality
CSRP3_HUMAN P50461 CSRP3 (CLP) (MLP)Cysteine and glycine-rich protein 3 (Cysteine-rich protein 3) (CRP3) (LIM domain protein, cardiac) (Muscle LIM protein)GIGYGQGAGCLSTDTGEHLGLQFQQS#PKPAR42.29 70 100 P50461 High Quality
CYC_HUMAN P99999 CYCS (CYC) Cytochrome c KHKT#GPNLHGLFGR 64.84 26 39 High Quality
CYC_HUMAN P99999 CYCS (CYC) Cytochrome c KTGQAPGYS#YTAAN 44.8 40 53 High Quality
CYTB_HUMAN P04080 CSTB (CST6) (STFB)Cystatin-B (Stefin-B) (Liver thiol proteinase inhibitor) (CPI-B)MMCGAPSAT#QPATAETQHIADQVR 52.36 1 24 High Quality
DMD_HUMAN P11532 DMD Dystrophin CQSLNQDS#PLSQPRSPAQIL 38.72 3476 3495 High Quality
EF2_HUMAN P13639 EEF2 (EF2) Elongation factor 2 (EF-2) KAGIIASARAGETRFT#DTR 94.5 42 60 High Quality
EIF3C_HUMAN Q99613 EIF3C (EIF3S8); EIF3CLEukaryotic translation initiation factor 3 subunit C (eIF3c) (Eukaryotic translation initiation factor 3 subunit 8) (eIF3 p110)KQNPEQS#ADEDAE 61.55 160 172 High Quality
EIF3C_HUMAN Q99613 EIF3C (EIF3S8); EIF3CLEukaryotic translation initiation factor 3 subunit C (eIF3c) (Eukaryotic translation initiation factor 3 subunit 8) (eIF3 p110)KQPLLLS#EDEEDT 52.32 33 45 High Quality
EPN1_HUMAN Q9Y6I3 EPN1 Epsin-1 (EPS-15-interacting protein 1) (EH domain-binding mitotic phosphoprotein)RLS#PVPPVPGAPPTY 54.44 509 523 High Quality
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FLNA_HUMAN P21333 FLNA (FLN) (FLN1)Filamin-A (Alpha-filamin) (Filamin-1) (Endothelial actin-binding protein) (Actin-binding protein 280) (ABP-280) (Non-muscle filamin)SPFSVAVS#PSLDLSK 79.13 959 973 High Quality
FLNC_HUMAN Q14315 FLNC (ABPL) (FLN2)Filamin-C (Gamma-filamin) (Filamin-2) (Protein FLNc) (Actin-binding-like protein) (ABP-L) (ABP-280-like protein)LGS#FGSITR 63.46 2231 2239 High Quality
FRIH_HUMAN P02794 FTH1 (FTH) (FTHL6) (OK/SW-cl.84) (PIG15)Ferritin heavy chain (Ferritin H subunit) (EC 1.16.3.1) (Cell proliferation-inducing gene 15 protein)KMGAPESGLAEYLFDKHTLGDS#DNES 40.47 158 183 High Quality
G3P_HUMAN P04406 GAPDH (GAPD) (CDABP0047) (OK/SW-cl.12)Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) (EC 1.2.1.12)VIHDNFGIVEGLMTTVHAITAT#QKTVDGPSGK54.78 163 194 High Quality
GDIB_HUMAN P50395 GDI2 (RABGDIB)Rab GDP dissociation inhibitor beta (Rab GDI beta) (Guanosine diphosphate dissociation inhibitor 2) (GDI-2)FKIPGS#PPESMGR 34.07 56 68 High Quality
GDIR2_HUMAN P52566 ARHGDIB (GDIA2) (GDID4) (RAP1GN1)Rho GDP-dissociation inhibitor 2 (Rho GDI 2) (Rho-GDI beta) (Ly-GDI)KETIVLKEGS#EYRVK 38.73 96 110 High Quality
GSHB_HUMAN P48637 GSS Glutathione synthetase (EC 6.3.2.3) (Glutathione synthase) (GSH synthetase) (GSH-S)QIEINTIS#ASFGGLASR 91.8 142 158 High Quality
HBA_HUMAN P69905 HBA1; HBA2Hemoglobin subunit alpha (Hemoglobin alpha chain) (Alpha-globin)FLAS#VSTVLTSK 66.56 129 140 High Quality
HBA_HUMAN P69905 HBA1; HBA2Hemoglobin subunit alpha (Hemoglobin alpha chain) (Alpha-globin)FLASVST#VLTSK 54.42 129 140 High Quality
HBA_HUMAN P69905 HBA1; HBA2Hemoglobin subunit alpha (Hemoglobin alpha chain) (Alpha-globin)KFLAS#VSTVLTS 48.27 128 139 High Quality
HBB_HUMAN P68871 HBB Hemoglobin subunit beta (Hemoglobin beta chain) (Beta-globin) [Cleaved into: LVV-hemorphin-7]SAVT#ALWGKVNVDEVGGEALGR 43.56 10 31 High Quality
HS90A_HUMAN P07900 HSP90AA1 (HSP90A) (HSPC1) (HSPCA)Heat shock protein HSP 90-alpha (HSP 86) (Renal carcinoma antigen NY-REN-38)KESEDKPEIEDVGS#DEEEEK 79.12 250 269 High Quality
HS90A_HUMAN P07900 HSP90AA1 (HSP90A) (HSPC1) (HSPCA)Heat shock protein HSP 90-alpha (HSP 86) (Renal carcinoma antigen NY-REN-38)KERDKEVS#DDEAEEKED 72.07 224 240 High Quality
HS90A_HUMAN P07900 HSP90AA1 (HSP90A) (HSPC1) (HSPCA)Heat shock protein HSP 90-alpha (HSP 86) (Renal carcinoma antigen NY-REN-38)KEVS#DDEAEE 56.29 228 237 High Quality
HSP71_HUMAN P08107 HSPA1A (HSPA1); HSPA1BHeat shock 70 kDa protein 1 (HSP70.1) (HSP70-1/HSP70-2)KGGSGSGPT#IEEVD 62.69 628 641 High Quality
HSP71_HUMAN P08107 HSPA1A (HSPA1); HSPA1BHeat shock 70 kDa protein 1 (HSP70.1) (HSP70-1/HSP70-2)QGAGGPGPGGFGAQGPKGGS#GSGPTIEEVD52.75 612 641 High Quality
HSPB7_HUMAN Q9UBY9 HSPB7 (CVHSP)Heat shock protein beta-7 (HspB7) (Cardiovascular heat shock protein) (cvHsp)AERS#FHSSSSSSSSSTSSSASR 89.95 11 32 High Quality
ICAL_HUMAN P20810 CAST Calpastatin (Calpain inhibitor) (Sperm BS-17 component)KPIGPDDAIDALSSDFTCGS#PTAAG 50.26 224 248 High Quality
ICAL_HUMAN P20810 CAST Calpastatin (Calpain inhibitor) (Sperm BS-17 component)KEGITGPPADSSKPIGPDDAIDALSSDFTCGS#PTAAGK36.28 212 249 High Quality
IF4G1_HUMAN Q04637 EIF4G1 (EIF4F) (EIF4G) (EIF4GI)Eukaryotic translation initiation factor 4 gamma 1 (eIF-4-gamma 1) (eIF-4G 1) (eIF-4G1) (p220)SKPVPESEFS#SSPLQAPTPL 60.71 332 351 High Quality
IF4G1_HUMAN Q04637 EIF4G1 (EIF4F) (EIF4G) (EIF4GI)Eukaryotic translation initiation factor 4 gamma 1 (eIF-4-gamma 1) (eIF-4G 1) (eIF-4G1) (p220)KAASLT#EDRDRGRDAV 45.51 1207 1222 High Quality
K1881_HUMAN Q96Q06 KIAA1881 Protein KIAA1881 (Adipocyte protein S3-12)GGLTSSRTTDNGGEQTALS#PQEAPF 47.4 1051 1075 High Quality
K1881_HUMAN Q96Q06 KIAA1881 Protein KIAA1881 (Adipocyte protein S3-12)T#VLT#GTKDTVCSGVTGAMNVAKGTIQTGVDTSKTVLTGTK37.64 248 287 High Quality
K6PF_HUMAN P08237 PFKM (PFKX)6-phosphofructokinase, muscle type (EC 2.7.1.11) (Phosphofructokinase 1) (Phosphohexokinase) (Phosphofructo-1-kinase isozyme A) (PFK-A) (Phosphofructokinase-M)GRS#FMNNWEVYK 38.23 375 386 High Quality
KAD1_HUMAN P00568 AK1 Adenylate kinase isoenzyme 1 (AK 1) (EC 2.7.4.3) (ATP-AMP transphosphorylase 1) (Myokinase)KVNAEGS#VDSVFSQVCTHLDALK 69.32 172 194 High Quality
KAPCA_HUMAN P17612 PRKACA (PKACA)cAMP-dependent protein kinase catalytic subunit alpha (PKA C-alpha) (EC 2.7.11.11)GRTWT#LCGTPEYLAPEIILSK 61.65 194 214 High Quality
KBTBA_HUMAN O60662 KBTBD10 (KRP1)Kelch repeat and BTB domain-containing protein 10 (Kelch-related protein 1) (Kel-like protein 23) (Sarcosin)IVIAGGVTEDGLSASVEAFDLT#T#NK 34.95 497 521 High Quality
KCC2B_HUMAN Q13554 CAMK2B (CAM2) (CAMKB)Calcium/calmodulin-dependent protein kinase type II beta chain (CaM-kinase II beta chain) (CaM kinase II subunit beta) (CaMK-II subunit beta) (EC 2.7.11.17)RGSGTPEAEGPLSAGPPPCLS#PALLGPLSSPSPR84.41 458 491 High Quality
KCC2B_HUMAN Q13554 CAMK2B (CAM2) (CAMKB)Calcium/calmodulin-dependent protein kinase type II beta chain (CaM-kinase II beta chain) (CaM kinase II subunit beta) (CaMK-II subunit beta) (EC 2.7.11.17)NSAAATSPKGT#LPPAALEPQTTVIHNPVDGIKESSDSANTTIEDEDAKAPR52.94 361 411 High Quality
KCRM_HUMAN P06732 CKM (CKMM)Creatine kinase M-type (EC 2.7.3.2) (Creatine kinase M chain) (M-CK)LSVEALNSLT#GEFK 74.68 157 170 High Quality
KCRM_HUMAN P06732 CKM (CKMM)Creatine kinase M-type (EC 2.7.3.2) (Creatine kinase M chain) (M-CK)LSVEALNS#LTGEFK 74.26 157 170 High Quality
KCRM_HUMAN P06732 CKM (CKMM)Creatine kinase M-type (EC 2.7.3.2) (Creatine kinase M chain) (M-CK)KLSVEALNSLT#GEF 71.43 156 169 High Quality
KCRM_HUMAN P06732 CKM (CKMM)Creatine kinase M-type (EC 2.7.3.2) (Creatine kinase M chain) (M-CK)KGQS#IDDMIPAQ 48.85 369 380 High Quality
LDB3_HUMAN O75112 LDB3 (KIAA0613) (ZASP)LIM domain-binding protein 3 (Z-band alternatively spliced PDZ-motif protein) (Protein cypher)RAKTS#PEGARDLLGPKALPGSSQPRQY 65.52 169 195 High Quality
LDB3_HUMAN O75112 LDB3 (KIAA0613) (ZASP)LIM domain-binding protein 3 (Z-band alternatively spliced PDZ-motif protein) (Protein cypher)KDLAVDSAS#PVYQAVI 47.59 235 250 High Quality
LDB3_HUMAN O75112 LDB3 (KIAA0613) (ZASP)LIM domain-binding protein 3 (Z-band alternatively spliced PDZ-motif protein) (Protein cypher)KTS#PEGARDLLGP 45.31 171 183 High Quality
LIMC1_HUMAN Q9UPQ0 LIMCH1 (KIAA1102)LIM and calponin homology domains-containing protein 1STATS#PLGGERPF 69.88 299 311 High Quality
LIMC1_HUMAN Q9UPQ0 LIMCH1 (KIAA1102)LIM and calponin homology domains-containing protein 1KS#FQGDDSDLLL 51.28 874 885 High Quality
MA2C1_HUMAN Q9NTJ4 MAN2C1 (MANA) (MANA1)Alpha-mannosidase 2C1 (EC 3.2.1.24) (Alpha-D-mannoside mannohydrolase) (Mannosidase alpha class 2C member 1) (Alpha mannosidase 6A8B)LT#FS#PFQVLSLLLVLQPPPH 33.14 1021 1040 High Quality
MMSA_HUMAN Q02252 ALDH6A1 (MMSDH)Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial (MMSDH) (Malonate-semialdehyde dehydrogenase [acylating]) (EC 1.2.1.27) (EC 1.2.1.18) (Aldehyde dehydrogenase family 6 member A1)VCNLIDS#GT#KEGASILLDGR 32.85 367 386 High Quality
MYH8_HUMAN P13535 MYH8 Myosin-8 (Myosin heavy chain 8) (Myosin heavy chain, skeletal muscle, perinatal) (MyHC-perinatal)ESYVKSTIQS#K 39.89 47 57 High Quality
MYLK3_HUMAN Q32MK0 MYLK3 (MLCK)Putative myosin light chain kinase 3 (EC 2.7.11.18) (Cardiac-MyBP-C-associated Ca/CaM kinase)TGLELAPAPGRVNVVS#PSLEVAPGAGQGASSSRPDPEPLEEGTR49.81 236 279 High Quality
MYLK3_HUMAN Q32MK0 MYLK3 (MLCK)Putative myosin light chain kinase 3 (EC 2.7.11.18) (Cardiac-MyBP-C-associated Ca/CaM kinase)TGLELAPAPGRVNVVSPS#LEVAPGAGQGASSSRPDPEPLEEGTR46.2 236 279 High Quality
MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type (Cardiac MyBP-C) (C-protein, cardiac muscle isoform)TLTISQCS#LADDAAYQCVVGGEK 95.56 419 441 High Quality
MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type (Cardiac MyBP-C) (C-protein, cardiac muscle isoform)RTLTIS#QCSLADDAAYQCVVGGEK 76.78 418 441 High Quality
MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type (Cardiac MyBP-C) (C-protein, cardiac muscle isoform)AGGGRRIS#DSHEDTGILDF 74.7 277 295 High Quality
MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type (Cardiac MyBP-C) (C-protein, cardiac muscle isoform)RIS#DSHEDTGILDFSSLLK 70 282 300 High Quality
MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type (Cardiac MyBP-C) (C-protein, cardiac muscle isoform)RRTS#LAGGGRRIS#DSHEDTGILDF 62.63 272 295 High Quality
MYPC3_HUMAN Q14896 MYBPC3 Myosin-binding protein C, cardiac-type (Cardiac MyBP-C) (C-protein, cardiac muscle isoform)AGGGRRIS#DSHEDTGILDFSSLL 39.18 277 299 High Quality
MYPT1_HUMAN O14974 PPP1R12A (MBS) (MYPT1)Protein phosphatase 1 regulatory subunit 12A (Myosin phosphatase-targeting subunit 1) (Myosin phosphatase target subunit 1) (Protein phosphatase myosin-binding subunit)KTGS#YGALAEITAS 57.84 442 455 High Quality
NDRG2_HUMAN Q9UN36 NDRG2 (KIAA1248) (SYLD)Protein NDRG2 (Protein Syld709613)KPLLPGQT#PEAA 47.77 13 24 High Quality
NEBL_HUMAN O76041 NEBL Nebulette (Actin-binding Z-disk protein)SCCSEVTRPS#DEGAPVLPGAY 62.06 908 928 High Quality
NIBA_HUMAN #N/A RAS#AILPGVLGSETLSNEVFQESEEEKQPEVPSSLAK62.62 600 636 High Quality
ODP2_HUMAN P10515 DLAT (DLTA)Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial (EC 2.3.1.12) (Pyruvate dehydrogenase complex E2 subunit) (PDC-E2) (PDCE2) (E2) (Dihydrolipoamide S-acetyltransferase component of pyruvate dehydrogenILVAEGT#R 33.92 115 122 High Quality
OPLA_HUMAN O14841 OPLAH 5-oxoprolinase (EC 3.5.2.9) (5-oxo-L-prolinase) (5-OPase) (Pyroglutamase)CLHTPGGGGYGDPEDPAPPPGS#PPQAL37.07 1244 1270 High Quality
PACN2_HUMAN Q9UNF0 PACSIN2 Protein kinase C and casein kinase substrate in neurons protein 2EKTQSYPTDWS#DDESNNPF 46.18 389 407 High Quality
PARVA_HUMAN Q9NVD7 PARVA (MXRA2)Alpha-parvin (Calponin-like integrin-linked kinase-binding protein) (CH-ILKBP) (Matrix-remodeling-associated protein 2) (Actopaxin)KSPSVPKS#PTP 45.98 7 17 High Quality
PDCD5_HUMAN O14737 PDCD5 (TFAR19)Programmed cell death protein 5 (TF-1 cell apoptosis-related protein 19) (Protein TFAR19)KVMDS#DEDDDY 48.8 115 125 High Quality
PDE1C_HUMAN Q14123 PDE1C Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1C (Cam-PDE 1C) (hCam-3) (EC 3.1.4.17)RSS#LNSISSSDAK 57.03 467 479 High Quality
PDLI5_HUMAN Q96HC4 PDLIM5 (ENH) (L9)PDZ and LIM domain protein 5 (Enigma homolog) (Enigma-like PDZ and LIM domains protein)SMPESLDS#PTSGRPGVTSLTTAAAFKPVGSTGVIK58.2 325 359 High Quality
PFD4_HUMAN Q9NQP4 PFDN4 (PFD4)Prefoldin subunit 4 (Protein C-1) KFGS#NINLEADES 50.49 122 134 High Quality
PPIB_HUMAN P23284 PPIB (CYPB) Peptidyl-prolyl cis-trans isomerase B (PPIase) (Rotamase) (EC 5.2.1.8) (Cyclophilin B) (S-cyclophilin) (SCYLP) (CYP-S1)NS#KFHRVIK 46.23 82 90 High Quality
PPR1A_HUMAN Q13522 PPP1R1A (IPP1)Protein phosphatase 1 regulatory subunit 1A (Protein phosphatase inhibitor 1) (IPP-1) (I-1)RRPT#PATLVLTSDQSSPEIDEDRIPNPHLK37.59 32 61 High Quality
PYGB_HUMAN P11216 PYGB Glycogen phosphorylase, brain form (EC 2.4.1.1)KQIS#VRGLAGLGDVAEVR 108.61 12 29 High Quality
PYGB_HUMAN P11216 PYGB Glycogen phosphorylase, brain form (EC 2.4.1.1)TDSEKRKQIS#VRGLAGLGDVAEVRKSF 84.67 6 32 High Quality
PYGM_HUMAN P11217 PYGM Glycogen phosphorylase, muscle form (EC 2.4.1.1) (Myophosphorylase)SDQEKRKQIS#VRGLAGVENVTEL 61.11 6 28 High Quality
RLA1_HUMAN P05386 RPLP1 (RRP1)60S acidic ribosomal protein P1 KEESEES#DDDMGFGLFD 59.51 98 114 High Quality
S10A9_HUMAN P06702 S100A9 (CAGB) (CFAG) (MRP14)Protein S100-A9 (S100 calcium-binding protein A9) (Calgranulin-B) (Migration inhibitory factor-related protein 14) (MRP-14) (P14) (Leukocyte L1 complex heavy chain) (Calprotectin L1H subunit)MARLTWASHEKMHEGDEGPGHHHKPGLGEGT#P66.01 83 114 High Quality
SAKS1_HUMAN #N/A GGSVGSQPPPVAPEPGPVPSS#PSQEPPTKREY96.4 180 211 High Quality
SC31A_HUMAN O94979 SEC31A (KIAA0905) (SEC31L1) (HSPC275) (HSPC334)Protein transport protein Sec31A (SEC31-related protein A) (SEC31-like 1) (ABP125) (ABP130) (Web1-like protein)AAQHQASSPT#SSPATSFPPPPSSGASF 59.95 927 953 High Quality
SDPR_HUMAN O95810 SDPR Serum deprivation-response protein (Phosphatidylserine-binding protein) (PS-p68)SSPFKVS#PLTFGR 44.23 287 299 High Quality
SEPT2_HUMAN Q15019 SEPT2 (DIFF6) (KIAA0158) (NEDD5)Septin-2 (Neural precursor cell expressed developmentally down-regulated protein 5) (NEDD-5)ILDEIEEHNIKIYHLPDAES#DEDEDFKEQTR32.74 199 229 High Quality
SNX1_HUMAN Q13596 SNX1 Sorting nexin-1 RFS#DFLGLYEK 54.79 186 196 High Quality
SPB3_HUMAN P29508 SERPINB3 (SCCA) (SCCA1)Serpin B3 (Squamous cell carcinoma antigen 1) (SCCA-1) (Protein T4-A)NGDADLSGMT#GSRGLVLSGVL 34 309 329 High Quality
SPKAP_HUMAN Q2M3C7 SPHKAP (KIAA1678) (SKIP)A-kinase anchor protein SPHKAP (SPHK1-interactor and AKAP domain-containing protein) (Sphingosine kinase type 1-interacting protein)TVNVPIKANS#LDGFAQNCPQDF 64.62 1250 1271 High Quality
SPKAP_HUMAN Q2M3C7 SPHKAP (KIAA1678) (SKIP)A-kinase anchor protein SPHKAP (SPHK1-interactor and AKAP domain-containing protein) (Sphingosine kinase type 1-interacting protein)SVQPVSSASSSGLCKS#DSCLY 39.32 1273 1293 High Quality
SRBS2_HUMAN O94875 SORBS2 (ARGBP2) (KIAA0777)Sorbin and SH3 domain-containing protein 2 (Arg/Abl-interacting protein 2) (ArgBP2) (Sorbin)KSFTSSSPS#SPSRA 57.39 293 306 High Quality
SRBS2_HUMAN O94875 SORBS2 (ARGBP2) (KIAA0777)Sorbin and SH3 domain-containing protein 2 (Arg/Abl-interacting protein 2) (ArgBP2) (Sorbin)KSFTSSSPS#S#PSRA 52.47 293 306 High Quality
SRCH_HUMAN P23327 HRC (HCP) Sarcoplasmic reticulum histidine-rich calcium-binding proteinKEEDPGS#HEEDDESSEQGE 53.29 488 506 High Quality
STBD1_HUMAN O95210 STBD1 (GENX-3414)Starch-binding domain-containing protein 1 (Genethonin-1)LPSS#NLLKNR 37.7 173 182 High Quality
SUCB1_HUMAN Q9P2R7 SUCLA2 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial (EC 6.2.1.5) (ATP-specific succinyl-CoA synthetase subunit beta) (Succinyl-CoA synthetase beta-A chain) (SCS-betaA) (Renal carcinoma antigen NY-REN-39)CMDAKINFDSNS#AY 41.23 270 283 High Quality
SUCB1_HUMAN Q9P2R7 SUCLA2 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial (EC 6.2.1.5) (ATP-specific succinyl-CoA synthetase subunit beta) (Succinyl-CoA synthetase beta-A chain) (SCS-betaA) (Renal carcinoma antigen NY-REN-39)CMDAKINFDS#NSAY 36.37 270 283 High Quality
TACC2_HUMAN O95359 TACC2 Transforming acidic coiled-coil-containing protein 2 (Anti Zuai-1) (AZU-1)VNETKFSS#PTEELDY 46.95 2505 2519 High Quality
TACC2_HUMAN O95359 TACC2 Transforming acidic coiled-coil-containing protein 2 (Anti Zuai-1) (AZU-1)VNETKFSSPT#EELDY 42.66 2505 2519 High Quality
TERA_HUMAN P55072 VCP Transitional endoplasmic reticulum ATPase (TER ATPase) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)GFGSFRFPSGNQGGAGPSQGSGGGTGGSVY#TEDNDDDLYG125.56 767 806 High Quality
TERA_HUMAN P55072 VCP Transitional endoplasmic reticulum ATPase (TER ATPase) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)GFGSFRFPSGNQGGAGPSQGSGGGTGGS#VYTEDNDDDLYG101.98 767 806 High Quality
TERA_HUMAN P55072 VCP Transitional endoplasmic reticulum ATPase (TER ATPase) (15S Mg(2+)-ATPase p97 subunit) (Valosin-containing protein) (VCP)RFPSGNQGGAGPSQGSGGGTGGS#VYTEDNDDDLYG46.72 772 806 High Quality
TITIN_HUMAN Q8WZ42 TTN Titin (EC 2.7.11.1) (Connectin) (Rhabdomyosarcoma antigen MU-RMS-40.14)KAVS#PTETKPTPTE 48.4 33621 33634 High Quality
TLN1_HUMAN Q9Y490 TLN1 (KIAA1027) (TLN)Talin-1 KVLVQNAAGS#QE 47.61 2031 2042 High Quality
TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)KQS#LGELIGTLNAAK 99.94 19 33 High Quality
TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)KQS#LGELIGTLNAAKVPADTEVVCAPPTAYIDFAR85.55 19 53 High Quality
TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)KQS#LGELIGTLNAA 63.09 19 32 High Quality
TPIS_HUMAN P60174 TPI1 (TPI) Triosephosphate isomerase (TIM) (EC 5.3.1.1) (Triose-phosphate isomerase)KQSLGELIGT#LNAAKVPADTEVVCAPPTAYIDFAR43.07 19 53 High Quality
TPM1_HUMAN P09493 TPM1 (C15orf13) (TMSA)Tropomyosin alpha-1 chain (Tropomyosin-1) (Alpha-tropomyosin)KAISEELDHALNDMTS#I 79.06 268 284 High Quality
TPM2_HUMAN P07951 TPM2 (TMSB)Tropomyosin beta chain (Tropomyosin-2) (Beta-tropomyosin)YKAISEELDNALNDITS#L 85.49 267 284 High Quality
TPM2_HUMAN P07951 TPM2 (TMSB)Tropomyosin beta chain (Tropomyosin-2) (Beta-tropomyosin)Y#EEEIKLLEEKLK 37.64 221 233 High Quality
TPPP_HUMAN O94811 TPPP (TPPP1)Tubulin polymerization-promoting protein (TPPP) (25 kDa brain-specific protein) (p25-alpha) (p24) (p25)RLS#LESEGAGEGAAASPELSALEEAFRR109.62 30 57 One hit wonders
TXLNB_HUMAN Q8N3L3 TXLNB (C6orf198) (MDP77)Beta-taxilin (Muscle-derived protein 77) (hMDP77)KETQPEIGSS#QESADAAL 50.48 521 538 One hit wonders
UGPA_HUMAN Q16851 UGP2 (UGP1)UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) (UDP-glucose pyrophosphorylase) (UDPGP) (UGPase)VQDLSKAMS#QDGASQF 77.54 5 20 One hit wonders
VASP_HUMAN P50552 VASP Vasodilator-stimulated phosphoprotein (VASP)KVS#KQEEASGGPTAPK 56.74 237 252 One hit wonders
XIRP1_HUMAN Q702N8 XIRP1 (CMYA1) (XIN)Xin actin-binding repeat-containing protein 1 (Cardiomyopathy-associated protein 1)GKSEGATTT#PPGPGAPDLL 50.67 1034 1052 One hit wonders
XPO1_HUMAN O14980 XPO1 (CRM1)Exportin-1 (Exp1) (Chromosome region maintenance 1 protein homolog)STSAS#PLLSGSQHF 49.73 387 400 One hit wonders
SMAP_HUMAN O00193 SMAP (C11orf58)Small acidic protein KRS#ASPDDDLGSSNWEAADLGNEER 99.01 13 37 One hit wonders
SYNPO_HUMAN Q8N3V7 SYNPO (KIAA1029)Synaptopodin SSPGLYTSPGQDSLQPTAVSPPYGGDIS#PVSPSR78.96 863 896 One hit wonders
SRBS1_HUMAN Q9BX66 SORBS1 (KIAA0894) (KIAA1296) (SH3D5)Sorbin and SH3 domain-containing protein 1 (Ponsin) (c-Cbl-associated protein) (CAP) (SH3 domain protein 5) (SH3P12)ASGSFAPISQTPPSFS#PPPPLVPPAPEDLR59.53 227 256 One hit wonders
ZRAB2_HUMAN O95218 ZRANB2 (ZIS) (ZNF265)Zinc finger Ran-binding domain-containing protein 2 (Zinc finger protein 265) (Zinc finger, splicing)KYNLDAS#EEEDSN 58.5 182 194 One hit wonders
SYNPO_HUMAN Q8N3V7 SYNPO (KIAA1029)Synaptopodin AAATT#PTKVYSEVHFTLAKPPSVVNR 56.76 457 482 One hit wonders
LSM12_HUMAN Q3MHD2 LSM12 Protein LSM12 homolog VSEVEIINDRTET#PPPLASL 56.68 63 82 One hit wonders
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SYNPO_HUMAN Q8N3V7 SYNPO (KIAA1029)Synaptopodin KVAS#EEEEVPLVVYL 53.9 260 274 One hit wonders
FRY_HUMAN Q5TBA9 FRY (C13orf14)Protein furry homolog TLASFGEGDRGVS#PPPSPF 52.93 2646 2664 One hit wonders
MOT1_HUMAN P53985 SLC16A1 (MCT1)Monocarboxylate transporter 1 (MCT 1) (Solute carrier family 16 member 1)KEEETS#IDVAG 44 462 472 One hit wonders
C1TM_HUMAN Q6UB35 MTHFD1L (FTHFSDC1)Monofunctional C1-tetrahydrofolate synthase, mitochondrial (EC 6.3.4.3) (Formyltetrahydrofolate synthetase)ASS#GGGGGGGGGREGLLGQR 42.63 31 50 One hit wonders
PSD3_HUMAN Q9NYI0 PSD3 (EFA6R) (HCA67) (KIAA0942)PH and SEC7 domain-containing protein 3 (Pleckstrin homology and SEC7 domain-containing protein 3) (Exchange factor for ADP-ribosylation factor guanine nucleotide factor 6) (Hepatocellular carcinoma-associated antigen 67)LFGRS#EGKAPDT#SDHGGSTLLPPNVT#NEFPEY39.94 32 63 One hit wonders
FRY_HUMAN Q5TBA9 FRY (C13orf14)Protein furry homolog ASFGEGDRGVS#PPPSPF 37.43 2648 2664 One hit wonders
RN213_HUMAN Q63HN8 RNF213 (C17orf27) (KIAA1554)RING finger protein 213 FFPKPY#DDSRLLLDEITR 36.23 783 800 One hit wonders
CATH_HUMAN P09668 CTSH (CPSB)Cathepsin H (EC 3.4.22.16) [Cleaved into: Cathepsin H mini chain; Cathepsin H heavy chain; Cathepsin H light chain]YLWS#EPQNCS#ATKSNYLR 35.75 94 111 One hit wonders
FOXF2_HUMAN Q12947 FOXF2 (FKHL6) (FREAC2)Forkhead box protein F2 (Forkhead-related transcription factor 2) (Forkhead-related activator 2) (FREAC-2) (Forkhead-related protein FKHL6)S#AGGGGAGAGSGGAK 35.61 75 89 One hit wonders
ITPR3_HUMAN Q14573 ITPR3 Inositol 1,4,5-trisphosphate receptor type 3 (Type 3 inositol 1,4,5-trisphosphate receptor) (Type 3 InsP3 receptor) (IP3 receptor isoform 3) (InsP3R3)LNSTMKLVS#HLTAQLNELK 35.43 2629 2647 One hit wonders
SORC1_HUMAN Q8WY21 SORCS1 (SORCS)VPS10 domain-containing receptor SorCS1 (hSorCS)LNDKVGLKTILS#Y#LY#VCPTNK 35.28 220 240 One hit wonders
PRP16_HUMAN Q92620 DHX38 (DDX38) (KIAA0224) (PRP16)Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 (EC 3.6.1.-) (ATP-dependent RNA helicase DHX38) (DEAH box protein 38)DATSDLAIIARKGS#QTVR 34.93 435 452 One hit wonders
DSRAD_HUMAN P55265 ADAR (ADAR1) (DSRAD) (G1P1) (IFI4)Double-stranded RNA-specific adenosine deaminase (DRADA) (EC 3.5.4.-) (136 kDa double-stranded RNA-binding protein) (P136) (K88DSRBP) (Interferon-inducible protein 4) (IFI-4)FLEELGEGKAT#T#AHDLSGKLGTPKK 34.78 146 170 One hit wonders
ARHG1_HUMAN Q92888 ARHGEF1 Rho guanine nucleotide exchange factor 1 (115 kDa guanine nucleotide exchange factor) (p115-RhoGEF) (p115RhoGEF) (Sub1.5)LRPLLS#QLGGNSVPQPGCT 34.37 894 912 One hit wonders
LUZP1_HUMAN Q86V48 LUZP1 Leucine zipper protein 1 KIMGGSGT#ET#TLEKQKPVSKPGPNK 32.45 767 791 One hit wonders
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Supplemental Table 8. Small GTPase signaling proteins

# Protein 
accession

# UniProt
Gene 

names
Protein 

Description
MW 

(kDa)
Concentration

ng/mg
Class Function Molecular Function Biological process Pathway Final Quality

RHG01_HUMAN Q07960 ARHGAP1 Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=150419.9 379.5889775 Rho GAP Other G-protein modulator Cell motility PDGF signaling pathway->GTPase-activating protein Rho;;Cytoskeletal regulation by Rho GTPase->Rho-GTPase-activating proteins;;Angiogenesis->Rho GTPase;;VEGF signaling pathway->Rho GTPase;;;;;High Quality
RHG17_HUMAN Q68EM7 ARHGAP17 Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=195419 5.615771033 Rho GAP Other G-protein modulator Signal transduction;Cell structure 0 High Quality
RHG07_HUMAN Q96QB1 DLC1 Rho GTPase-activating protein 7 OS=Homo sapiens GN=DLC1 PE=1 SV=2122811.7 2.86788352 Rho GAP Molecular function unclassified Tumor suppressor 0 High Quality
CHIN_HUMAN P15882 CHN1 N-chimaerin OS=Homo sapiens GN=CHN1 PE=1 SV=3 53155.9 13.15656023 Rho GAP Other G-protein modulator Other intracellular signaling cascade0 Matchup
RHG27_HUMAN Q6ZUM4 ARHGAP27 Rho GTPase-activating protein 27 OS=Homo sapiens GN=ARHGAP27 PE=2 SV=298369.1 6.73098481 Rho GAP Other G-protein modulator Other intracellular signaling cascadePDGF signaling pathway->GTPase-activating protein Rho;;Matchup
RAGP1_HUMAN P46060 RANGAP1 Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=163525.3 3.54468206 Ran GAP G-protein modulator Biological process unclassified 0 High Quality
RBG1L_HUMAN Q5R372 RABGAP1L RAB GTPase-activating protein 1-like OS=Homo sapiens GN=RABGAP1L PE=2 SV=192496.6 4.41382687 Rab GAP Other G-protein modulator Biological process unclassified 0 High Quality
RB3GP_HUMAN Q15042 RAB3GAP1 Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3110507.9 7.805105053 Rab GAP Molecular function unclassified Biological process unclassified 0 High Quality
RBGP1_HUMAN Q9Y3P9 RABGAP1 Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3121722.5 3.295622372 Rab GAP Other G-protein modulator Biological process unclassified 0 High Quality
TBCD1_HUMAN Q86TI0 TBC1D1 TBC1 domain family member 1 OS=Homo sapiens GN=TBC1D1 PE=1 SV=2133069.6 3.207208779 Rab GAP Other G-protein modulator Biological process unclassified 0 High Quality
SMAP1_HUMAN Q8IYB5 SMAP1 Stromal membrane-associated protein 1 OS=Homo sapiens GN=SMAP1 PE=1 SV=250369 3.852218429 ARF GAP Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
GIT2_HUMAN Q14161 GIT2 ARF GTPase-activating protein GIT2 OS=Homo sapiens GN=GIT2 PE=1 SV=284525.5 3.979798424 ARF GAP Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motility0 High Quality
ARFG3_HUMAN Q9NP61 ARFGAP3 ADP-ribosylation factor GTPase-activating protein 3 OS=Homo sapiens GN=ARFGAP3 PE=1 SV=156911.3 3.830887742 ARF GAP Nucleic acid binding;Other G-protein modulatorG-protein mediated signaling;Cell adhesion;Cell structure and motilityIntegrin signalling pathway->ASAP1;;High Quality
ARFG2_HUMAN Q8N6H7 ARFGAP2 ADP-ribosylation factor GTPase-activating protein 2 OS=Homo sapiens GN=ARFGAP2 PE=1 SV=156703 3.843658068 ARF GAP Small GTPase General vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;High Quality
GDIR1_HUMAN P52565 ARHGDIA Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=323189.5 532.6713015 Rho GDI Other signaling molecule;Other G-protein modulatorIntracellular signaling cascade 0 High Quality
GDIR2_HUMAN P52566 ARHGDIB Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=322970.4 131.0701158 Rho GDI Other signaling molecule;Other G-protein modulatorIntracellular signaling cascade 0 High Quality
GDIA_HUMAN P31150 GDI1 Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=250566.1 511.0563476 Rab GDI G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
GDIB_HUMAN P50395 GDI2 Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=250647.5 278.5281727 Rab GDI G-protein modulator;AcyltransferaseIntracellular signaling cascade;Ligand-mediated signaling;General vesicle transport;Transport;Neurotransmitter release0 High Quality
ABR_HUMAN Q12979 ABR Active breakpoint cluster region-related protein OS=Homo sapiens GN=ABR PE=2 SV=197682.3 3.547697766 Rho GEF Guanyl-nucleotide exchange factorOther intracellular signaling cascadeAngiogenesis->Fibroblast Growth Factor Receptor-1;;High Quality
ARHG6_HUMAN Q15052 ARHGEF6 Rho guanine nucleotide exchange factor 6 OS=Homo sapiens GN=ARHGEF6 PE=1 SV=287482.6 3.538130888 Rho GEF Guanyl-nucleotide exchange factorG-protein mediated signaling 0 High Quality
OBSCN_HUMAN Q5VST9 OBSCN Obscurin OS=Homo sapiens GN=OBSCN PE=1 SV=2 868444.5 3.684891831 Rho GEF Actin binding cytoskeletal protein;Guanyl-nucleotide exchange factorMuscle development 0 High Quality
DOCK9_HUMAN Q9BZ29 DOCK9 Dedicator of cytokinesis protein 9 OS=Homo sapiens GN=DOCK9 PE=1 SV=2236433 2.40963805 Rho GEF Guanyl-nucleotide exchange factorOther intracellular signaling cascade;Phagocytosis;Cell motility0 High Quality
RCC1_HUMAN P18754 RCC1 Regulator of chromosome condensation OS=Homo sapiens GN=RCC1 PE=1 SV=144949.8 5.460212941 Ran GEF Chromatin/chromatin-binding protein;Other G-protein modulatorNucleoside, nucleotide and nucleic acid transport;Transport;Mitosis0 High Quality
RAC1_HUMAN P63000 RAC1 Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=121432.6 24.2450179 Rho GTPase G-protein mediated signaling;Cell structure and motilityG-protein mediated signaling;Cell structure and motilityIntegrin signalling pathway->Rac;;Inflammation mediated by chemokine and cytokine signaling pathway->Ras related C3 botulinum substrate 1;;p38 MAPK pathway->Rac GTPase;;Huntington disease->Rac;;FGF signaling pathway->Rac;;Axon guidance mediated by Slit/RoHigh Quality
RHOA_HUMAN P61586 RHOA Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=121750.4 8.662051148 Rho GTPase Small GTPase G-protein mediated signaling;Cell structure and motilityAngiogenesis->Rho guanosine triphosphatase;;Axon guidance mediated by Slit/Robo->Ras homologue gene family, member A;;Angiotensin II-stimulated signaling through G proteins and beta-arrestin->RhoA GTPase;;Heterotrimeric G-protein signaling pathway-Gq alphHigh Quality
CDC42_HUMAN P60953 CDC42 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=121292.7 37.4849118 Rho GTPase Small GTPase G-protein mediated signaling;Cell structure and motilityIntegrin signalling pathway->Cell division cycle 42;;Huntington disease->Rac;;Axon guidance mediated by Slit/Robo->Cell division cycle 42;;T cell activation->cdc42;;p38 MAPK pathway->cell division cycle 42;;EGF receptor signaling pathway->Rac;;CytoskeletaHigh Quality
RHEB_HUMAN Q15382 RHEB GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=120479.9 4.23267745 Rho GTPase Small GTPase Intracellular signaling cascade;Cell proliferation and differentiationTGF-beta signaling pathway->Ras-GTP;;p53 pathway by glucose deprivation->Ras homolog enriched in brain 2;;TGF-beta signaling pathway->Ras-GDP;;;;High Quality
RHOG_HUMAN P84095 RHOG Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=121290.1 4.263348363 Rho GTPase Small GTPase G-protein mediated signaling;Cell structure and motilityHuntington disease->Rac;;EGF receptor signaling pathway->Rac;;;Matchup
RRAS2_HUMAN P62070 RRAS2 Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=123381.6 47.82791035 Ras GTPase Small GTPase Signal transduction;Synaptic transmissionTGF-beta signaling pathway->Ras-GTP;;TGF-beta signaling pathway->Ras-GDP;;PDGF signaling pathway->Ras;;;;High Quality
RRAGA_HUMAN Q7L523 RRAGA Ras-related GTP-binding protein A OS=Homo sapiens GN=RRAGA PE=1 SV=143233.8 5.23742216 Ras GTPase Small GTPase Biological process unclassified 0 High Quality
RRAS_HUMAN P10301 RRAS Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=123462.5 13.06240407 Ras GTPase Small GTPase MAPKKK cascade;Cell proliferation and differentiation;OncogenePI3 kinase pathway->Ras-GDP;;Inflammation mediated by chemokine and cytokine signaling pathway->Rat Sarcoma GTP-binding protein;;Angiogenesis->Ras;;Integrin signalling pathway->Ras;;VEGF signaling pathway->Ras;;Ras Pathway->Ras;;FGF signaling pathway->RasMatchup
RAN_HUMAN P62826 RAN GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=324405.1 900.2633357 Ran GTPase Small GTPase RNA localization;Intracellular signaling cascade;Nuclear transport;Cell cycle0 High Quality
RAB1B_HUMAN Q9H0U4 RAB1B Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=122154 52.80839629 Rab GTPase Small GTPase General vesicle transport 0 High Quality
RAB21_HUMAN Q9UL25 RAB21 Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=324329.9 244.7528621 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RAB1A_HUMAN P62820 RAB1A Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=322660.4 33.35242634 Rab GTPase Small GTPase General vesicle transport 0 High Quality
RAB5B_HUMAN P61020 RAB5B Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=123688.9 29.64817546 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RAB5A_HUMAN P20339 RAB5A Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=223640.8 34.303263 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RAB7A_HUMAN P51149 RAB7A Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=123472 72.17522083 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RB11B_HUMAN Q15907 RAB11B Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=424471 37.01444069 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transportHuntington disease->Rab8;;PDGF signaling pathway->Ras;;;High Quality
RAB12_HUMAN Q6IQ22 RAB12 Putative Ras-related protein Rab-12 OS=Homo sapiens GN=RAB12 PE=5 SV=327231.7 38.82322598 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RAB2A_HUMAN P61019 RAB2A Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=123528.2 5.635278538 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RAB5C_HUMAN P51148 RAB5C Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=223464.7 32.07163636 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RAYL_HUMAN Q9BW83 RABL4 Putative GTP-binding protein RAY-like OS=Homo sapiens GN=RABL4 PE=2 SV=120462.5 6.381382045 Rab GTPase Small GTPase Intracellular signaling cascade;Regulated exocytosis;Endocytosis0 High Quality
RAB18_HUMAN Q9NP72 RAB18 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=122959.5 6.597545711 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RAB14_HUMAN P61106 RAB14 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=423879.6 5.10721163 Rab GTPase Small GTPase Intracellular signaling cascade;Receptor mediated endocytosis;General vesicle transport0 High Quality
RAB8A_HUMAN P61006 RAB8A Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=123651.6 4.181271521 Rab GTPase Small GTPase General vesicle transport 0 High Quality
RAB10_HUMAN P61026 RAB10 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=122524.1 26.23710258 Rab GTPase Small GTPase General vesicle transportTGF-beta signaling pathway->Ras-GTP;;TGF-beta signaling pathway->Ras-GDP;;;Matchup
SAR1A_HUMAN Q9NR31 SAR1A GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=122349.7 337.3252498 ARF GTPase Small GTPase General vesicle transport 0 High Quality
ARF1_HUMAN P84077 ARF1 ADP-ribosylation factor 1 OS=Homo sapiens GN=ARF1 PE=1 SV=220583.7 39.69141068 ARF GTPase Small GTPase General vesicle transportHuntington disease->ADP-ribosylation factor;;Integrin signalling pathway->ADP ribosylation factor 1;;Integrin signalling pathway->ADP ribosylation factor 6;;;;High Quality
ARL3_HUMAN P36405 ARL3 ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=220438.3 44.35606538 ARF GTPase Small GTPase General vesicle transport 0 High Quality
SAR1B_HUMAN Q9Y6B6 SAR1B GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=122393 39.30587129 ARF GTPase Small GTPase General vesicle transport 0 High Quality
CIP4_HUMAN Q15642 TRIP10 Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=368335.1 39.05286068 Rho Interactor Other signaling molecule;Cytoskeletal protein;Other miscellaneous function proteinOther cell cycle process;Cell structure0 High Quality
IQGA1_HUMAN P46940 IQGAP1 Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1189240.6 23.62110626 Rho Interactor Other G-protein modulator Intracellular signaling cascade;Cell cycle control0 High Quality
ROCK1_HUMAN Q13464 ROCK1 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1158161 5.522668557 Rho Interactor Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;High Quality
ROCK2_HUMAN O75116 ROCK2 Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=3160900.8 5.180533246 Rho Interactor Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell adhesion;Other developmental process;Embryogenesis;Mitosis;Other oncogenesis;Cell motilityInflammation mediated by chemokine and cytokine signaling pathway->Rho-associated coiled-coil Ser/Thr specific kinase;;Cytoskeletal regulation by Rho GTPase->Rho-associated coiled-coil-containing protein kinase;;;High Quality
MRCKB_HUMAN Q9Y5S2 CDC42BPB Serine/threonine-protein kinase MRCK beta OS=Homo sapiens GN=CDC42BPB PE=1 SV=2194300 3.22079477 Rho Interactor Non-receptor serine/threonine protein kinaseProtein phosphorylation;Other intracellular signaling cascade;Cell structure0 High Quality
ITSN1_HUMAN Q15811 ITSN1 Intersectin-1 OS=Homo sapiens GN=ITSN1 PE=1 SV=3 195406.5 3.143796435 Rho Interactor Other G-protein modulator;Select calcium binding protein;Membrane traffic proteinEndocytosis;Neurotransmitter release0 Matchup
RSU1_HUMAN Q15404 RSU1 Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=331524.2 267.5374923 Ras Interactor Growth factor;Kinase modulator Intracellular signaling cascade 0 High Quality
RAIN_HUMAN Q5U651 RASIP1 Ras-interacting protein 1 OS=Homo sapiens GN=RASIP1 PE=1 SV=1103442.1 3.878916363 Ras Interactor Molecular function unclassified Biological process unclassified 0 High Quality
RANG_HUMAN P43487 RANBP1 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=123292.8 6.889578096 Ran Interactor Other G-protein modulator Nuclear transport;Protein targeting 0 High Quality
XPO2_HUMAN P55060 CSE1L Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 110403.9 18.66705483 Ran Interactor Transporter;Small GTPase Nuclear transport 0 High Quality
IPO5_HUMAN O00410 IPO5 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 123614.2 30.80014461 Ran Interactor Other transporter;Other G-protein modulatorRNA localization;Nuclear transport;Transport0 High Quality
IPO7_HUMAN O95373 IPO7 Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 119501.5 23.62517277 Ran Interactor Transporter;Small GTPase Nuclear transport 0 High Quality
RANB3_HUMAN Q9H6Z4 RANBP3 Ran-binding protein 3 OS=Homo sapiens GN=RANBP3 PE=1 SV=160191.9 7.584580049 Ran Interactor Other G-protein modulator Nuclear transport;Protein targeting 0 High Quality
IPO9_HUMAN Q96P70 IPO9 Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 115946 16.74408663 Ran Interactor Transporter;Small GTPase Nuclear transport 0 Matchup
RB6I2_HUMAN Q8IUD2 ERC1 ELKS/RAB6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1128072.6 4.604932565 Rab Interactor G-protein modulator;Membrane traffic proteinGeneral vesicle transport 0 High Quality
RABE1_HUMAN Q15276 RABEP1 Rab GTPase-binding effector protein 1 OS=Homo sapiens GN=RABEP1 PE=1 SV=299273.9 4.561201293 Rab Interactor Molecular function unclassified Biological process unclassified 0 High Quality
SC23A_HUMAN Q15436 SEC23A Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=286144.6 6.226537582 ARF Interactor Other G-protein modulator G-protein mediated signaling;Exocytosis;General vesicle transport0 High Quality
ARFP1_HUMAN P53367 ARFIP1 Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=2 41721.5 27.76822857 ARF Interactor Other G-protein modulator Cell structure;Cell motilityHuntington disease->Arfaptin-2;;High Quality
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Supplemental Table 9. Uncharacterized proteins identified in our data set. 

I II III IV V VI II I II III IV V VI VII
CF142_HUMAN Q5VWP3 C6orf142 Uncharacterized protein C6orf142 OS=Homo sapiens GN=C6orf142 PE=2 SV=250439.7 3 4 1 1 9 11 7 2 8 28 Molecular function unclassifiedBiological process unclassified 0 High Quality
CV025_HUMAN Q6ICL3 C22orf25 Uncharacterized protein C22orf25 OS=Homo sapiens GN=C22orf25 PE=2 SV=130920.3 8 1 3 1 1 14 10 1 4 1 1 17 Molecular function unclassifiedBiological process unclassified 0 High Quality
CA031_HUMAN Q5JTJ3 C1orf31 Uncharacterized protein C1orf31 OS=Homo sapiens GN=C1orf31 PE=2 SV=114098.5 2 2 1 5 3 2 2 7 Molecular function unclassifiedBiological process unclassified 0 High Quality
CF125_HUMAN Q9BRT2 C6orf125 Uncharacterized protein C6orf125 OS=Homo sapiens GN=C6orf125 PE=2 SV=114857.4 1 1 1 3 1 2 2 5 Molecular function unclassifiedBiological process unclassified 0 Matchup
CF130_HUMAN Q9Y530 C6orf130 Uncharacterized protein C6orf130 OS=Homo sapiens GN=C6orf130 PE=1 SV=217007.2 1 1 1 3 1 2 2 5 Molecular function unclassifiedBiological process unclassified 0 Matchup
CF203_HUMAN Q9P0P8 C6orf203 (HSPC230)Uncharacterized protein C6orf203 OS=Homo sapiens GN=C6orf203 PE=2 SV=127924.6 2 1 2 1 6 2 2 3 1 8 Molecular function unclassifiedBiological process unclassified 0 High Quality
CB079_HUMAN Q6GMV3 C2orf79 Uncharacterized protein C2orf79 OS=Homo sapiens GN=C2orf79 PE=1 SV=115787.3 1 2 1 4 1 2 1 4 Molecular function unclassifiedBiological process unclassified 0 High Quality
CB064_HUMAN Q86WW8 C2orf64 Uncharacterized protein C2orf64 OS=Homo sapiens GN=C2orf64 PE=1 SV=18357.8 2 2 2 2 Molecular function unclassifiedBiological process unclassified 0 High Quality
K0174_HUMAN P53990 KIAA0174 Uncharacterized protein KIAA0174 OS=Homo sapiens GN=KIAA0174 PE=1 SV=139734.2 1 3 1 5 2 5 1 8 Molecular function unclassifiedBiological process unclassified 0 High Quality
CB032_HUMAN Q96F85 CNRIP1 Uncharacterized protein C2orf32 OS=Homo sapiens GN=C2orf32 PE=1 SV=118630.4 1 2 3 1 2 3 Molecular function unclassifiedBiological process unclassified 0 High Quality
CC060_HUMAN Q9BU61 C3orf60 Uncharacterized protein C3orf60 OS=Homo sapiens GN=C3orf60 PE=2 SV=120332.3 1 1 2 1 2 3 Molecular function unclassifiedBiological process unclassified 0 Matchup
CK073_HUMAN Q53FT3 C11orf73 (HSPC138) (HSPC179) (HSPC248)Uncharacterized protein C11orf73 OS=Homo sapiens GN=C11orf73 PE=2 SV=221609.5 2 1 3 2 1 3 Molecular function unclassifiedBiological process unclassified 0 High Quality
CI142_HUMAN Q9BUH6 C9orf142 Uncharacterized protein C9orf142 OS=Homo sapiens GN=C9orf142 PE=1 SV=221622.2 2 1 3 2 1 3 Molecular function unclassifiedBiological process unclassified 0 High Quality
CA170_HUMAN Q5SV97 C1orf170 Uncharacterized protein C1orf170 OS=Homo sapiens GN=C1orf170 PE=2 SV=371950.5 2 2 4 2 5 7 Molecular function unclassifiedBiological process unclassified 0 High Quality
CK068_HUMAN Q9H3H3 C11orf68 (BLES03)Uncharacterized protein C11orf68 OS=Homo sapiens GN=C11orf68 PE=1 SV=127365 2 2 2 2 Molecular function unclassifiedBiological process unclassified 0 High Quality
CE035_HUMAN Q8NE22 C5orf35 Uncharacterized protein C5orf35 OS=Homo sapiens GN=C5orf35 PE=2 SV=134134.8 2 2 2 2 Molecular function unclassifiedBiological process unclassified 0 High Quality
CF224_HUMAN Q3MIS4 C6orf224 Uncharacterized protein C6orf224 OS=Homo sapiens GN=C6orf224 PE=2 SV=239001.9 1 1 2 1 1 2 Molecular function unclassifiedBiological process unclassified 0 Matchup
K0564_HUMAN A3KMH1 KIAA0564 Uncharacterized protein KIAA0564 OS=Homo sapiens GN=KIAA0564 PE=2 SV=2214811.8 4 4 5 5 Molecular function unclassifiedBiological process unclassified 0 High Quality
YM014_HUMAN Q8IW45 CARKD Uncharacterized protein FLJ10769 OS=Homo sapiens PE=1 SV=136557.6 7 4 11 18 7 25 Other RNA-binding proteinNucleoside, nucleotide and nucleic acid metabolism;Calcium mediated signaling;Other metabolism0 High Quality
CG024_HUMAN O75223 GGCT Uncharacterized protein C7orf24 OS=Homo sapiens GN=C7orf24 PE=1 SV=120990 4 1 2 7 7 1 6 14 Transaminase Other carbohydrate metabolismO-antigen biosynthesis->Fructose-6-phosphate aminotransferase;;N-acetylglucosamine metabolism->Fructose-6-phosphate aminotransferase;;;High Quality
CSTP1_HUMAN Q9BRF8 CPPED1 Uncharacterized metallophosphoesterase CSTP1 OS=Homo sapiens GN=CSTP1 PE=1 SV=235558.6 6 1 2 9 9 2 3 14 Oxidase Coenzyme metabolism;Porphyrin metabolismHeme biosynthesis->Coproporphyrinogen Oxidase (oxygen dependent);;High Quality
CL005_HUMAN Q9NQ88 TIGAR Uncharacterized protein C12orf5 OS=Homo sapiens GN=C12orf5 PE=1 SV=130045.1 2 1 1 1 5 2 2 2 1 7 Other synthase/synthetase;MutaseVitamin biosynthesis Cobalamin biosynthesis->Ribazole-5-phosphate phosphatase;;High Quality
CJ032_HUMAN Q96B45 C10orf32 Uncharacterized protein C10orf32 OS=Homo sapiens GN=C10orf32 PE=2 SV=111546.2 1 1 2 1 1 2 Nuclease;Translation initiation factorProtein biosynthesis;Translational regulation;Other protein metabolism0 Matchup
CS062_HUMAN Q9NWV8 MERIT40 Uncharacterized protein C19orf62 OS=Homo sapiens GN=C19orf62 PE=1 SV=136541.7 1 4 5 1 5 6 Dehydrogenase;ReductaseOther carbohydrate metabolism;Other carbon metabolism0 High Quality
CK002_HUMAN Q9UID3 FFR Uncharacterized protein C11orf2 OS=Homo sapiens GN=C11orf2 PE=2 SV=286025.5 1 1 1 3 1 1 1 3 Other lyase Porphyrin metabolism Heme biosynthesis->Ferrochelatase;;Matchup

 

# of total
spectra

# Protein # UniProt 
Gene 

names
Protein Description

MW 
(kDa)

Unique peptides # of total
peptides

Spectral counts Final QualityMolecular Function Biological process Pathway

Supplementary Material (ESI) for Molecular BioSystems. This journal is (c) The Royal Society of Chemistry, 2010


	table 1.pdf
	table 2
	table 3
	table 4
	table 5
	table 6
	table 7
	table 8
	table 9

