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Supplemental Figure 1: Comparison of different protein extraction methods in

FFPE samples. Each value was obtained by triplicate; error bars showing SD.
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Supplemental Figure 2: Total protein extracted using different protein
extraction methods in FFPE samples. Three samples were extracted. Each

measurement was obtained by triplicate; error bars showing SD.
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Supplemental Figure 3: Percentage of identified proteins (left) and
phosphoproteins (right) in FF and FFPE NSCLC samples assigned to the
corresponding Molecular Function (upper panel) and Biological Process (lower

panel) GO category.
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FFO1 phosporylated proteins
ENTREZ_GENE_ID Gene Name
288 ankyrin 3, node of Ranvier (ankyrin G)
1501 catenin (cadherin-associated protein), delta 2 (neural plakophilin-related arm-repeat protein)
1736 dyskeratosis congenita 1, dyskerin
1767 dynein, axonemal, heavy chain 5
1936 eukaryotic translation elongation factor 1 delta (guanine nucleotide exchange protein)
2263 fibroblast growth factor receptor 2
3068 hepatoma-derived growth factor (high-mobility group protein 1-like)
3326 heat shock protein 90kDa alpha (cytosolic), class B member 1
3787 potassium voltage-gated channel, delayed-rectifier, subfamily S, member 1
5671 pregnancy specific beta-1-glycoprotein 3
6280 S100 calcium binding protein A9
6427 splicing factor, arginine/serine-rich 2
6431 splicing factor, arginine/serine-rich 6; similar to arginine/serine-rich splicing factor 6
6432 splicing factor, arginine/serine-rich 7, 35kDa
6607 survival of motor neuron 1, telomeric; survival of motor neuron 2, centromeric
8038 ADAM metallopeptidase domain 12
8590 olfactory receptor, family 6, subfamily A, member 2
8630 hydroxysteroid (17-beta) dehydrogenase 6 homolog (mouse)
9126 structural maintenance of chromosomes 3
9669 eukaryotic translation initiation factor 5B
9774 similar to Bcl-2-associated transcription factor 1 (Btf); BCL2-associated transcription factor 1
10250 serine/arginine repetitive matrix 1
10728 prostaglandin E synthase 3 (cytosolic)
17912 myosin IB
20621 stannin
23242 cordon-bleu homolog (mouse)
23524 serine/arginine repetitive matrix 2; hypothetical LOC100132779
24848 tryptophan hydroxylase 1
29896 transformer 2 alpha homolog (Drosophila)
51069 mitochondrial ribosomal protein L2
55215 Fanconi anemia, complementation group |
55623 THUMP domain containing 1
56265 carboxypeptidase X (M14 family), member 1
56897 Werner helicase interacting protein 1
60678 eukaryotic elongation factor, selenocysteine-tRNA-specific
79582 sperm associated antigen 16
79747 chromosome 6 open reading frame 103
79750 zinc finger protein 385D
83523 Inositol (myo)-1(or 4)-monophosphatase 1
139189 diacylglycerol kinase, kappa
140707 BRI3 binding protein
150921 transcription factor 23
283383 G protein-coupled receptor 133
533285 ribosomal protein, large, P1
645181 PDGFA associated protein 1; similar to PDGFA associated protein 1
653553 heat shock 27kDa protein-like 2 pseudogene; heat shock 27kDa protein 1
729992 similar to heat shock 70kD protein binding protein; suppression of tumorigenicity 13 (colon carcinoma) (Hsp70 interacting protein)
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FFO02 phosporylated proteins

ENTREZ_GENE_ID Gene Name

288 ankyrin 3, node of Ranvier (ankyrin G)

800 caldesmon 1

1191 clusterin

1495 catenin (cadherin-associated protein), alpha 1, 102kDa

1936 eukaryotic translation elongation factor 1 delta (guanine nucleotide exchange protein)
2017 cortactin

2263 fibroblast growth factor receptor 2

2508 ferritin, heavy polypeptide 1; ferritin, heavy polypeptide-like 16; similar to ferritin, heavy polypeptide 1; ferritin, heavy polypeptide-like 3 pseudogene
3068 hepatoma-derived growth factor (high-mobility group protein 1-like)

3326 heat shock protein 90kDa alpha (cytosolic), class B member 1

4627 myosin, heavy chain 9, non-muscle

4676 nucleosome assembly protein 1-like 4

4735 septin 2

5007 oxysterol binding protein

5256 phosphorylase kinase, alpha 2 (liver)

5576 protein kinase, cAMP-dependent, regulatory, type Il, alpha

6429 splicing factor, arginine/serine-rich 4

7112 thymopoietin

7536 splicing factor 1

8091 high mobility group AT-hook 2

8572 PDZ and LIM domain 4

10250 serine/arginine repetitive matrix 1

10728 prostaglandin E synthase 3 (cytosolic)

10857 progesterone receptor membrane component 1

12638 cystic fibrosis transmembrane conductance regulator homolog

16164 interleukin 13 receptor, alpha 1

23524 serine/arginine repetitive matrix 2; hypothetical LOC100132779

27336 HIV-1 Tat specific factor 1

51780 lysine (K)-specific demethylase 3B

51802 amiloride-sensitive cation channel 5, intestinal

55623 THUMP domain containing 1

79582 sperm associated antigen 16

83523 Inositol (myo)-1(or 4)-monophosphatase 1

83992 cortactin binding protein 2

101214 transformer 2 alpha homolog (Drosophila)

280901 prolactin

534391 heterogeneous nuclear ribonucleoprotein Al-like 2; similar to Heterogeneous nuclear ribonucleoprotein Al (Helix-destabilizing protein)
645181 PDGFA associated protein 1; similar to PDGFA associated protein 1

647030 eukaryotic translation elongation factor 1 beta 2; eukaryotic translation elongation factor 1 beta 2-like
653553 heat shock 27kDa protein-like 2 pseudogene; heat shock 27kDa protein 1

729992 similar to heat shock 70kD protein binding protein; suppression of tumorigenicity 13 (colon carcinoma) (Hsp70 interacting protein)

100047696 eukaryotic translation initiation factor 3, subunit C; similar to Eukaryotic translation initiation factor 3, subunit 8
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FFO3 phosporylated proteins
ENTREZ_GENE_ID Gene Name
288 ankyrin 3, node of Ranvier (ankyrin G)
317 apoptotic peptidase activating factor 1
1122 choroideremia-like (Rab escort protein 2)
1736 dyskeratosis congenita 1, dyskerin
1936 eukaryotic translation elongation factor 1 delta (guanine nucleotide exchange protein)
2157 coagulation factor VIII, procoagulant component
3068 hepatoma-derived growth factor (high-mobility group protein 1-like)
3326 heat shock protein 90kDa alpha (cytosolic), class B member 1
4676 nucleosome assembly protein 1-like 4
4691 nucleolin
4735 septin 2
5339 similar to Plectin 1 (PLTN) (PCN) (Hemidesmosomal protein 1) (HD1); plectin 1, intermediate filament binding protein 500kDa
5671 pregnancy specific beta-1-glycoprotein 3
6607 survival of motor neuron 1, telomeric; survival of motor neuron 2, centromeric
6749 structure specific recognition protein 1
7167 TPI1 pseudogene; triosephosphate isomerase 1
8091 high mobility group AT-hook 2
8630 hydroxysteroid (17-beta) dehydrogenase 6 homolog (mouse)
9669 eukaryotic translation initiation factor 5B
10250 serine/arginine repetitive matrix 1
10728 prostaglandin E synthase 3 (cytosolic)
26092 torsin A interacting protein 1
27130 inversin
29896 transformer 2 alpha homolog (Drosophila)
51028 vacuolar protein sorting 36 homolog (S. cerevisiae)
54505 DEAH (Asp-Glu-Ala-His) box polypeptide 29
55623 THUMP domain containing 1
56897 Werner helicase interacting protein 1
79726 WD repeat domain 59
83523 Inositol (myo)-1(or 4)-monophosphatase 1
89790 sialic acid binding Ig-like lectin 10
89882 tumor protein D52-like 3
140707 BRI3 binding protein
216345 zinc finger, C3H1-type containing
237954 leucine rich repeat containing 37A
241113 protein kinase, AMP-activated, gamma 3 non-catatlytic subunit
253959 GTPase activating Rap/RanGAP domain-like 1
317671 Rieske (Fe-S) domain containing
647030 eukaryotic translation elongation factor 1 beta 2; eukaryotic translation elongation factor 1 beta 2-like
729992 similar to heat shock 70kD protein binding protein; suppression of tumorigenicity 13 (colon carcinoma) (Hsp70 interacting protein)
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FFPEO1 phosporylated proteins
ENTREZ_GENE_ID Gene Name
1936 eukaryotic translation elongation factor 1 delta (guanine nucleotide exchange protein)
3068 hepatoma-derived growth factor (high-mobility group protein 1-like)
3150 high-mobility group nucleosome binding domain 1
3709 inositol 1,4,5-triphosphate receptor, type 2
3860 keratin 13
4000 lamin A/C
4236 microfibrillar-associated protein 1
4627 myosin, heavy chain 9, non-muscle
4735 septin 2
5007 oxysterol binding protein
5189 peroxisomal biogenesis factor 1
5296 phosphoinositide-3-kinase, regulatory subunit 2 (beta)
5339 similar to Plectin 1 (PLTN) (PCN) (Hemidesmosomal protein 1) (HD1); plectin 1, intermediate filament binding protein 500kDa
5504 protein phosphatase 1, regulatory (inhibitor) subunit 2
5576 protein kinase, cCAMP-dependent, regulatory, type Il, alpha
8241 RNA binding motif protein 10
8516 integrin, alpha 8
8899 similar to hCG1820375; PRP4 pre-mRNA processing factor 4 homolog B (yeast)
10250 serine/arginine repetitive matrix 1
10397 N-myc downstream regulated 1
10576 chaperonin containing TCP1, subunit 2 (beta)
10951 chromobox homolog 1 (HP1 beta homolog Drosophila )
22803 5'-3' exoribonuclease 2
23246 block of proliferation 1
23524 serine/arginine repetitive matrix 2; hypothetical LOC100132779
25434 SPARC-like 1 (hevin)
27289 Rho family GTPase 1
50810 hepatoma-derived growth factor, related protein 3
55558 plexin A3
55623 THUMP domain containing 1
55713 zinc finger protein 334
64710 nuclear casein kinase and cyclin-dependent kinase substrate 1
80314 enhancer of polycomb homolog 1 (Drosophila)
84950 PRP38 pre-mRNA processing factor 38 (yeast) domain containing A
114883 oxysterol binding protein-like 9
121642 alkB, alkylation repair homolog 2 (E. coli)
228140 tankyrase 1 binding protein 1
231887 PDGFA associated protein 1
645181 PDGFA associated protein 1; similar to PDGFA associated protein 1
647030 eukaryotic translation elongation factor 1 beta 2; eukaryotic translation elongation factor 1 beta 2-like
652346 promyelocytic leukemia; similar to promyelocytic leukemia protein isoform 1
653553 heat shock 27kDa protein-like 2 pseudogene; heat shock 27kDa protein 1
4557890 CIMG_10066
4758794 TVAG_381880
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FFPEO2 all proteins
ENTREZ_GENE_ID Gene Name
12 serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 3

308 annexin AS
325 amyloid P component, serum
335 apolipoprotein A1
353 adenine phosphoribosylransferase
396 Rho GDP dissociation inhibitor (GDY) alpha
397 Rho GDP dissociation inhibitor (GDI) beta
566 azurocidin 1
720 complement component 4A (Rodgers blood group)
822 capping protein (actin filamen), gelsolin-ike:
1291 collagen, type VI, al
1356 ceruloplasmin (feroxidase)
1509 cathepsin
1650 tymidne prosphonfase
elastase, neutrophil expressed

prees fibrinogen gamma chain

ferritin, heavy polypepide 1; feritin, heavy polypeptide-like 16; similar to ferritin, heavy polypeptide 1; ferritin, heavy
2950 glutathione S-ransferase pi
3043 hemoglobin, beta
5150 hgh-moiygroupnucleosome bining comain 1

factor A)

3326 beat ook rotein 90KDa apha 1cylusohc) s B momoer

3494 immunoglobulin heavy constant alpha 2 (A2m marker)

3500 immunoglobulin heavy constant gamma 1 (Gim marker);
2

37 y gamma 3 (G3m marker); 341 431 heavy locus
321; lambda locus; 3 (Kem-Oz+ marker)

mu;
2 (Kem-Oz- marker); 144; 1 (Mcg marker); 1-40;

3852 keralin 5

3039 lactate dehydrogenase A
4000 lamin

4057 lactotransferrin

4060 lumican

4317 matix metallopeptidase 8 (neutrophil collagenase)
4353 myeloperoxidase

4664 NGFI-A binding protein 1 (EGRY. binding protein 1)
4691 nucleolin

5265 serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 1
5576 protein kinase, cAMP-dependent, regulatory, type Il, alpha.
6173 ribosomal protein L36a pseudogene 51; ribosomal protein L36a pseudogene 37; ribosomal protein L36a pseudogene 49; heterogeneous nuclear ribonucleoprotein H2 (H); ibosomal protein L36a
6279 $100 calcium binding protein A8
6280 $100 calcium binding protein A9
6310 ataxin 1
6672 SP100 nuclear antigen
7086 ransketolase
7278 tubulin, alpha 3d; tubuiin, alpha 3¢
7316 ubiquitin C
7317 ubiquitin-like mocifier activating enzyme 1
7431 vimentin
7448 vitronectin
7536 splicing factor 1
10058 ATP-binding cassette, sub-family B (MDR/TAP), member 6
10250 serinefarginine repetitive matrix
10397 N-myc downstream regulated 1
16772 laminin, alpha 1
21345 transgelin
22803 53 exoribonuclease 2
23332 cytoplasmic linker associated protein 1
23524 serine/arginine repetitive matrix 2; hypothetical LOC100132779
24856 transthyretin
27289 Rho family GTPase 1
29896 transformer 2 alpha homolog (Drosophila)

51004 coenzyme Q6 homolog, monooxygenase (S. cerevisiae)

55623 THUMP domain containing 1

55603 ysine (K specifc demetase 4D

56429 dermatopont

57486 neurolysin (me!allupepndase M3 family)

64710 nuclear casein kin yclin-dependent kinase substrate 1

4629 nc-13 homolag A (C. cegens)

77629 SPHK1 interactor, AKAP domain containing

84950 PRP38 pre-mRNA processing factor 38 (yeast) domain containing A

89797 neuron navigator 2
110750 chromosome segregation 1-ike (S. cerevisiae)
115207 potassium channel tetramerisation domain containing 12

121642 alk8, alkytation repair homolog 2 (E. coli)

152110 NIMA (never i miosis gene o) related knase 10

192136 RIKEN cDNA 5033411D12 gen

195434 UTP14, U3 small nucleolar Hbonuclzopmlem homolog B (veast)
216345 zinc finger, C3H1-type containin

228140 tankyrase 1 binding protein 1

231887 PDGFA associated protein 1

280691 similar to Histone H4 replacement CG3379-PC; germinal histone Ha-like; histone Ha-lke: similar to Histihac protein; similar to histone cluster 1, Hdj; histone Ha.
281341 myosin, light chain 6, alkali, smooth muscle and non-muscle

320808 WD repeat domain 22

326588 ribosomal protein S3

327682 guanine nucleatide binding protein (G protein), beta polypeptide 2-ike 1

392437 similar to fentin, light polypeptide; ferin, light polypepide

397022 eukaryotic translation elongation factor 1 gamma

493966 peptidylprolyl isomerase A

507564 heterogeneous nuclear ribonucleoprotein A2/B1

512745 ribosomal protein L11; similar to ribosomal protein L1

522140 similar to CAP1. protein; CAP, adenyfate cyclase-associated protein 1 (yeast)

533285 ribosomal protein, large, P1

539459 actin related protein 213 complex, subunit 4, 20kDa

540213 michondiel thasomalpoit

645086 chromosome 11 open reading frame 58 pseudogene; chromosome 11 open reading frame 56

645181 PDGFA associated pvmem im0 POGEA acsociated praten 1

647030 eukaryotic translation elongation factor 1 beta 2; eukaryotic translation elongation factor 1 beta 2-like.

652346 promyelocytic leukemia; similar to promyelocytic leukemia protein isoform

652797 similar to Pyrvate kinase, isozymes M1/M2 (Pyruvate kinase muscle isozyme) (Cytosolic thyroid hormone-binding protein) (CTHBP) (THBP1): pyruvate kinase, muscle
653553 heat shock 27kDa protein-like 2 pseudogene; heat shock 27kDa protein 1

729686 nucleophosmin 1 (nucleolar phosphoprotein B23, numatrin) pseudogene 21; hypothetical L similar
780991 actin, gamma 1; similar to Actin, cytoplasmic 2 (Beta-actin-2); actin, beta
781224 H3 histone, family 3A; similar to histone 3.3A; similar to histone H3.3; similar to Histone H3.38 CG8989-PA

100008817 chioride intracellular channel 1

100033837 heat shock protein 90kDa alpha (cytosolic), class A member

100133042 glyceraldehyde-3-phosphate dehydrogenase-like 6; nypmhenca\ protein L phospt

100172353 serpin peptidase inhibitor, cladie H (neat shock profein 47), member 1, (collagen binding protein 1)

100172811 ribosomal protein L7

1 (nucleolar 823, numatrin)
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FFPEO2 phosporylated proteins
ENTREZ_GENE_ID Gene Name
2508 ferritin, heavy polypeptide 1; ferritin, heavy polypeptide-like 16; similar to ferritin, heavy polypeptide 1; ferritin, heavy polypeptide-like 3 pseudogene
3068 hepatoma-derived growth factor (high-mobility group protein 1-like)
3150 high-mobility group nucleosome binding domain 1
3861 keratin 14
4000 lamin A/C
4664 NGFI-A binding protein 1 (EGR1 binding protein 1)
4691 nucleolin
4735 septin 2
5576 protein kinase, cAMP-dependent, regulatory, type Il, alpha
6426 splicing factor, arginine/serine-rich 1
6672 SP100 nuclear antigen
7536 splicing factor 1
10058 ATP-binding cassette, sub-family B (MDR/TAP), member 6
10250 serine/arginine repetitive matrix 1
10397 N-myc downstream regulated 1
22803 5'-3' exoribonuclease 2
23524 serine/arginine repetitive matrix 2; hypothetical LOC100132779
27289 Rho family GTPase 1
29896 transformer 2 alpha homolog (Drosophila)
55623 THUMP domain containing 1
55693 lysine (K)-specific demethylase 4D
64710 nuclear casein kinase and cyclin-dependent kinase substrate 1
84950 PRP38 pre-mRNA processing factor 38 (yeast) domain containing A
121642 alkB, alkylation repair homolog 2 (E. coli)
195434 UTP14, U3 small nucleolar ribonucleoprotein, homolog B (yeast)
228140 tankyrase 1 binding protein 1
231887 PDGFA associated protein 1
645086 chromosome 11 open reading frame 58 pseudogene; chromosome 11 open reading frame 58
645181 PDGFA associated protein 1; similar to PDGFA associated protein 1
647030 eukaryotic translation elongation factor 1 beta 2; eukaryotic translation elongation factor 1 beta 2-like
652346 promyelocytic leukemia; similar to promyelocytic leukemia protein isoform 1
729686 nucleophosmin 1 (nucleolar phosphoprotein B23, numatrin) pseudogene 21; hypothetical LOC100131044; similar to nucleophosmin 1; nucleophosmin (nucleolar phosphoprotein B23, numatrin)
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FFPEO3 al proteins
ENTREZ_GENE_ID Gene N:
12 serpin peptidase nfibitor, cade A (aipha-1 antproteinase, antirypsin), member 3

81 actiin,aipha.
213 albumin

308 amein A5

29 B GOP dssocaton ot (60) s

498 AT syrthase, He transporting, mitochondial F1 complex, apha suburit 1, cardiac muscle

566 anwockint
873 carbonylreductase 1
1207 chioride channel, nucieotide:sersitve, 14

1890 thymidine phosphory
1552 i pit e, e  (vaburi), mamber 1
2023 enolase 1, (alpha)

2548 glucosidase, alpha; acid

2746 gltamate deydrogenase 1

2821 glucose phosphate isomerase

3043 hemoglobin,
5068 nepeom e s actor (g mtity roup proin i)
a9
3326 heat shock protein 90kDa alpha (cytosolc), class B member 1
484 Fnogbtun by cortartshie 2 2 )

1(Gim marker) iable 3.7
5514 a1 Ig kappa chain V-1

26659,
3709 inositol 1.4,5-riphosphate receptor, ype 2
3852 keratin 5
3857 leratin
3856 keratin 10
3866 keratin 15
SBT3 st 5, i 18 pcogans 2 e 19 g 19
3880 erat
5650 ot deyrogenase A
4000 lamin AIC
4148 matin 3
4236 microfibrilar-associated protein 1
4691 ruceoln
4735 sepiin2
5007 oxysterol binding protein
5216 profiin 1
5269 serpin pepidase inibitor, clade B (ovalbumi), member 6
5296 phosphoinosiide-3-kinase, reguatory suburit 2 (beta)
5504 protein phosphatase 1, reguiatory (iibior) suburit 2
5576 protein inase, CAMP-dependen, reguiatory, type Il apha
6141 rbosomal protein L18
6279 $100 calcium binding protein A8
6280 S100 calcium binding protein A9
6310 ataxin 1
6337 sodium channsl, nomvolage-gated 1 aipha.
6426 spicing factor, argininelserine-rch 1
6525 smooihelin
742 o DN b proten 1
6888 ransakdolase
7086 wansketolase
7278 wbuin, apha 3d; ubuin,alpha 3c
7317 ubiquiin ke modiier actvaing enzyme 1
7431 vimentin
7536 spicing factor 1
ADAM metalopepidase domain 12
8887 o urta <o ke sy g ot
8239 s i HGGIEZISTS PRI premeNA pocessing o 4 Fomobg e
At melopepiaecs v thormespatin oo o

10250 seinelarginine repetive
10728 posageain aymbase 3 (s

1035 peroxredoin 3

11331 profibiin 2

11545 poly (ADP-ribose) polymerase family. member 1
11762 apuriiciapyrimidinic endonuclease

12465 chaperorin cortaining TcpL, subunt 5 (epsiior)
17523 myeloperoxidase

23524 sernelarginine repetive matrx 2; hypothetical LOC100132779
23881 GTPase actvating protein (SH3 domain) bincing protein 2
25434 SPARC Ik 1 (hvin)

27044 staphylococeal nucease and tudor domain coaining 1

29896 transformer 2 apha homolog (Drosoptil)

50810 hepatoma.derived growth factor, elated protein3

54726 OTU domain cortaining 4

55623 THUMP domain cortaining 1

84400 proline argiine-rch end leucine-rich repeat protein
950
85247 S100 calcium biding protein AG

115207 potassium channel tetramerisation domain coraining 12
123283 threanyHRNA synthetase-ike 2
192136 RIKEN cDNA 503341112 gene.

228140 tarkyrase 1 binding protein 1

231887 PDGFA associated protein 1

233870 ftochordrial

280601 similar 0 Histone. : similar to 1, Haj histone Ha
281341 myosin, ightchain 6, aka, smooth muscle and nonmuscle:
281370

287699 keratin 13

314123 similar
326588 ribosomal protein
29247 simer e, P pobpepice e It pbpepce

397022 eukaryoric wransktion elongation

100750 ypovetiat o supponed iy AF1629%: N 5547 et sk THDa prten gheose requited ot 6K0s)
404140 ribosomal protein S8

a04ast

S12745 Mg LU Sl 1 osorel oL 1

533285 ribosomal protein, laoe

235200 mioehondilnesoma protein

644063 het
647030 1beta 1beta2ike
1y

1

780991 actin, gamma 1, simiar to Actin, cytoplasmic 2 (Beta- sty st yon
781224 3 histone,
785020 sl rckar oo D polpepie 1608 eimier 1 mCO1485
100009106 lactate deydroger
100033837 heat shock proram G0KDa e (cosolc),class A member 1
100133042
100139732 o
100172811 ribosomal protein L7

1o Histone: A
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FFPEO3 phosporylated proteins
ENTREZ_GENE_ID Gene Name
1207 chloride channel, nucleotide-sensitive, 1A
3068 hepatoma-derived growth factor (high-mobility group protein 1-like)
3709 inositol 1,4,5-triphosphate receptor, type 2
4000 lamin A/C
4236 microfibrillar-associated protein 1
4691 nucleolin
4735 septin 2
5007 oxysterol binding protein
5296 phosphoinositide-3-kinase, regulatory subunit 2 (beta)
5504 protein phosphatase 1, regulatory (inhibitor) subunit 2
5576 protein kinase, cCAMP-dependent, regulatory, type Il, alpha
6337 sodium channel, nonvoltage-gated 1 alpha
6426 splicing factor, arginine/serine-rich 1
7536 splicing factor 1
8038 ADAM metallopeptidase domain 12
8899 similar to hCG1820375; PRP4 pre-mRNA processing factor 4 homolog B (yeast)
10250 serine/arginine repetitive matrix 1
10728 prostaglandin E synthase 3 (cytosolic)
22803 5'-3' exoribonuclease 2
23179 ral guanine nucleotide dissociation stimulator-like 1
23524 serine/arginine repetitive matrix 2; hypothetical LOC100132779
23881 GTPase activating protein (SH3 domain) binding protein 2
25434 SPARC-like 1 (hevin)
29896 transformer 2 alpha homolog (Drosophila)
50810 hepatoma-derived growth factor, related protein 3
54726 OTU domain containing 4
55623 THUMP domain containing 1
64710 nuclear casein kinase and cyclin-dependent kinase substrate 1
83523 Inositol (myo)-1(or 4)-monophosphatase 1
84950 PRP38 pre-mRNA processing factor 38 (yeast) domain containing A
89797 neuron navigator 2
123283 threonyl-tRNA synthetase-like 2
228140 tankyrase 1 binding protein 1
231887 PDGFA associated protein 1
535290 mitochondrial ribosomal protein S28
647030 eukaryotic translation elongation factor 1 beta 2; eukaryotic translation elongation factor 1 beta 2-like
652346 promyelocytic leukemia; similar to promyelocytic leukemia protein isoform 1
767874 heat shock 90kDa protein 1, beta
6806919 Thymidine phosphorylase
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Supplementary Table:

GenelD | Name

8038 | ADAM METALLOPEPTIDASE DOMAIN 12 (MELTRIN ALPHA)

135228 | CD109 ANTIGEN (GOV PLATELET ALLOANTIGENS)

1495 | CTNNALI catenin (cadherin-associated protein), alpha 1, 102kDa

1933 | EUKARYOTIC TRANSLATION ELONGATION FACTOR 1 BETA 2

1936 | EUKARYOTIC TRANSLATION ELONGATION FACTOR 1 DELTA

2495 | FERRITIN, HEAVY POLYPEPTIDE 1

3326 | HEAT SHOCK PROTEIN 90KDA ALPHA (CYTOSOLIC), CLASS B MEMBER 1

3068 | HEPATOMA-DERIVED GROWTH FACTOR (HIGH-MOBILITY GROUP PROTEIN 1-LIKE)

3159 | HIGH MOBILITY GROUP AT-HOOK 1

3612 | INOSITOL (MYO)-1(OR 4)-MONOPHOSPHATASE 1

4000 | LAMIN A/C

4627 | MYOSIN, HEAVY POLYPEPTIDE 9, NON-MUSCLE

23522 | MYST4 MYST histone acetyltransferase (monocytic leukemia) 4

4691 | NUCLEOLIN

5007 | OXYSTEROL BINDING PROTEIN

11333 | PDGFA ASSOCIATED PROTEIN 1

10728 | PROSTAGLANDIN E SYNTHASE 3 (CYTOSOLIC)

5576 | PROTEIN KINASE, CAMP-DEPENDENT, REGULATORY, TYPE Il, ALPHA

6176 | RIBOSOMAL PROTEIN, LARGE, P1

4735 | SEPTIN 2

10250 | SERINE/ARGININE REPETITIVE MATRIX 1

23524 | SERINE/ARGININE REPETITIVE MATRIX 2

652800 | SIMILAR TO NEURON NAVIGATOR 2 ISOFORM 2

79582 | SPERM ASSOCIATED ANTIGEN 16

7536 | SPLICING FACTOR 1

6426 | SPLICING FACTOR, ARGININE/SERINE-RICH 1 (SPLICING FACTOR 2, ALTERNATE)

55623 | THUMP DOMAIN CONTAINING 1

8914 | TIMELESS HOMOLOG (DROSOPHILA)

Supplementary Table: Phosphoproteins identified in both FF and FFPE NSCLC
samples.



