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Supplementary Table 3: results of the pathway analysis by the David tool on the proteins modulated in response to PET nanoparticles

Annotation Cluster 1
Category

GOTERM_MF_DIRECT

GOTERM_MF_DIRECT

GOTERM_MF_DIRECT

INTERPRO

UP_KW_LIGAND

UP_KW_LIGAND

Annotation Cluster 2
Category

UP_KW_CELLULAR_COMPONENT

GOTERM_CC_DIRECT

Enrichment Score: 7.062983323505796

Term Count
GO0:0000166~nucleotide binding 45
GO:0005524~ATP binding 42
GO:0016887~ATPase activity 21
IPR027417:P-loop_NTPase 27
KW-0067~ATP-binding 41
KW-0547~Nucleotide-binding 46
Enrichment Score: 6.637692151981012

Term Count
KW-0256~Endoplasmic reticulum 38
G0:0005783~endoplasmic reticulum 39

PValue

2.27E-09

2.46E-09

4.70E-09

2.84E-07

2.55E-06

2.20E-05

PValue

4.78E-09

1.73E-07

Genes

070551, P46471, Q8JZRO, Q2NL51, PS0516, P70388, P70303,
P70248, Q91YHS, P68181, P36371, QSVEHS6, P70704, P61222,
QV1V92, Q04899, P61087, P48722, PO4184, QOJI1 1, P49615,
Q8CGK3, Q9DOF6, Q8CI11, Q9DBC7, P80314, Q61687, P28650,
QYCZ30, Q6ZQB6, QYWUK4, Q61881, Q04692, Q61102, 035379,
Q8BP47, P21958, QOWTI7, P08 113, QUEPE9, Q9Z110, Q9DIG2,
E9Q634, P60843, P43346

070551, P46471, Q8JZRO, Q2NL51, PS0516, P70388, P70303,
P70248, P63181, P36371, P70704, P61222, Q6A028, Q91V92,
Q04899, P61087, P48722, PO4184, QOJI1 1, P49615, Q8CGK3,
QUDOF6, P80314, Q61687, Q8BH61, Q9CZ30, Q6ZQB6,
QYWUK4, Q61881, Q04692, Q61102, 035379, Q8BP47, P21958,
QYWTI7, PO8113, QOEPE9, Q9Z110, Q9D1G2, E9Q634, P60843,
P43346

P80314, Q61687, P46471, Q9CZ30, P50516, P70388, QIWUK4,
Q61881, Q04692, Q61102, P36371, 035379, P70704, P61222,
P21958, P08113, QOEPE9, E9Q634, P60843, Q8CGK3, QODOF6
P46471, P50516, P70388, P70303, P70248, Q91YHS5, P36371,
Q8VEHS, P61222, P04184, Q8CGK3, QODOF6, Q8CI11, Q61687,
P28650, Q9CZ30, Q9WUK4, Q61881, Q04692, Q61102, 035379,
P21958, Q9WTI7, Q9D1G2, E9Q634, P60843, P43346

070551, P46471, Q8JZRO, Q2NL51, PS0516, P70388, P70303,
P70248, P63181, P36371, P70704, P61222, Q91V92, Q04899,
PG1087, P48722, P04184, QOJI11, P49615, Q8CGK3, QODOF6,
P80314, Q61687, Q8BH61, Q9CZ30, Q6ZQB6, QQWUK4, Q61881,
Q04692, Q61102, 035379, Q8BP47, P21958, QOWTI7, PO8113,
QUEPEY, Q9Z110, Q9D1G2, E9Q634, P60843, P43346

070551, P46471, Q8JZR0, Q2NL51, P50516, P70388, P70303,
P70248, Q91YHS, P68181, P36371, QSVEH6, P70704, P61222,
QY1V92, Q04899, P61087, P48722, P04184, QOJT1 1, P49615,
Q8CGK3, QYDOF6, Q8CI11, Q9DBC7, P80314, Q61687, QSBH61,
P28650, Q9CZ30, Q6ZQB6, QOWUK4, Q61881, Q04692, Q61102,
035379, Q8BP47, P21958, QOWTI7, P08113, QOEPE9, Q9Z110,
QYD1G2, E9Q634, P60843, P43346

Genes

070551, Q8JZR0, Q8R2EY, QOJLIS, 008547, Q91YHS, P36371,
P70704, Q6ZWQ7, QIJHP7, P35441, Q8BLNS, 008992, Q9DC16,
QS8CHK3, P08003, 088455, Q8C3X8, QOEQH2, Q8BSYO,
QYDIRY, Q3TYS2, 008715, Q64310, P35564, Q61263, Q8CGZ0,
QS8R180, P35821, 054692, Q9JK23, P21958, Q8R0OX7, P08113,
BYEJ86, QIEPE9, 070503, QIDBS

070551, Q8JZR0, Q8R2E9, QIILIS, 008547, Q91YHS, QICPU4,
P36371, P70704, Q6ZWQ7, QOJHP7, P35441, Q8BLNS, 008992,
QYDC16, Q8CHK3, P08003, 088455, Q8C3X8, QUEQH2,
Q8BSYO0, QIDIRY, Q3TYS2, 008715, Q64310, P35564, Q61263,
Q8CGZ0, Q8R180, P35821, 054692, QOJK23, P21958, Q8ROX7,
P08113, BOEI86, QOEPEY, 070503, Q9DBS1

FDR

5.69E-07

5.69E-07

7.26E-07

2.21E-04

7.15E-05

3.08E-04

1.53E-07

2.95E-05



GOTERM_CC_DIRECT
Annotation Cluster 3
Category

UP_SEQ_FEATURE

UP_KW_PTM

UP_KW_PTM

Annotation Cluster 4
Category

GOTERM_MF_DIRECT

UP_KW_MOLECULAR_FUNCTION

Annotation Cluster 5
Category

UP_KW_BIOLOGICAL_PROCESS

UP_KW_BIOLOGICAL_PROCESS

Annotation Cluster 6
Category
GOTERM_MF_DIRECT
GOTERM_MF_DIRECT

Annotation Cluster 7
Category

G0:0005789~endoplasmic reticulum membrane 26

Enrichment Score: 3.253692744687441

Term Count

CROSSLNK:Glycyl lysine isopeptide (Lys-Gly) (interchain wi 26

KW-1017~Isopeptide bond 37

KW-0832~Ubl conjugation 44

Enrichment Score: 2.5204718720181813

Term Count
GO:0016491~oxidoreductase activity 17
KW-0560~Oxidoreductase 17
Enrichment Score: 2.5073306149579513

Term Count
KW-0653~Protein transport 16
KW-0813~Transport 35
Enrichment Score: 2.0912919704661483

Term Count
GO0:0001968~fibronectin binding 6
GO0:0005178~integrin binding 8
Enrichment Score: 2.0767119854304092

Term Count

1.48E-05

PValue

4.22E-06

1.45E-03

2.84E-02

PValue

2.94E-04

2.08E-03

PValue

2.93E-03

6.40E-03

PValue
2.49E-05
9.38E-04

PValue

Q8JZRO, Q8R2E9, Q9JLJ5, 008547, P36371, Q6ZWQ7, Q8BLNS,
008992, Q9DC16, Q8CHK3, 088455, Q8C3X8, QOEQH2,
Q8BSY0, Q3TYS2, Q64310, P35564, Q61263, Q8R 180, 054692,
P21958, Q8ROX7, P08113, BOEJ86, QOEPE9, QIDBS1

Genes

P62717,Q5SU73,P11103, Q8BX09, P10852, P97822, P12970,
035226, QIHFZ0, Q9JKX6, Q6NS46, Q99JF8, Q8CI11,P80314,
Q61687,Q60973, QICX56, QIDIRY, Q8C4J7, Q8CGZ0, Q61881,
Q3UEB3, Q04692, P17225, Q9DOE1, P60843
P62717,Q5SU73,P11103, Q8BX09, P10852, P97822, P12970,
035226, Q9QUN7, P09055, Q91V92, P61087, QIHFZ0, Q9JKX6,
QO6NS46, Q99JF8, Q8CI11, P80314, Q61687, Q60972, Q60973,
QI9CX56,Q9DIRY9, Q8C4J7,Q9CQ71, QIWTKS, Q8CGZ0,
Q61881, Q3UEB3, P14685, Q9DBGS5, Q04692, P17225, Q61093,
Q9QXK?7, Q9DOE1, P60843
Q9D8Y7,P62717,P46471,Q5SU73,P11103, Q8BX09, P10852,
P97822,P12970, 035226, P61222, Q9QUN7, P09055, Q91V92,
P61087, QIHFZ0, Q9JKX6, P04184, A1L314, Q6NS46, Q99JFS,
Q8CI11,P80314, Q61687,Q60972, Q60973, Q9CX56, Q9DIRY,
Q8C4J7,P35564,Q9CQ71, QOWTKS, Q8CGZ0, Q61881,
Q3UEB3, P11157,P14685, Q9DBGS, Q04692, P17225, Q61093,
Q9QXK?7, Q9DOE1, P60843

Genes

QI9D6R2, Q8BSY0, P47199, Q8R2E9, QIESY9, Q8BVI4, Q9JHIS,
Q8R180,P11157, Q9CPU4, P20108, Q61093, Q99L.27,Q9Z110,
088455, 070503, QID6J6

QI9D6R2, Q8BSY0, P47199, Q8R2E9, QI9ESY9, Q8BVI4, Q9JHIS,
Q8R180,P11157, Q9CPU4, P20108, Q61093, Q99L.27, Q9Z110,
088455, 070503, Q9D6J6

Genes

089020, P61924, Q8BFY9, Q9CR 16, Q99P88, Q64310, P35585,
008547, Q64324,P36371, 054692, 035344, P21958, Q8BIJ7,
Q9EPE9, P61967

P61924, Q8R2E9, Q99P88, P10852, P50516, 008547, Q64324,
P36371, P70704, 035344, Q9DC16, Q8BI1J7, P84104, P61967,
Q9D6J6, Q8R 111, 070318, 089020, Q8BFY9, QICR16, Q64310,
P35585, Q9CQX2, Q8R180, Q9DBGS5, Q61102, 035379, 054692,
Q61093, P21958, BOEJ86, P24668, Q9EPE9, Q92111, Q9DB43

Genes
P35441, Q64281, P09055, Q08879, 070503
Q8K1B8, P35441, Q64281, P09055, Q08879, P08003, P26039

Genes

1.69E-03

3.17E-03

8.70E-03

1.28E-01

1.94E-02

3.07E-02

1.39E-01

1.43E-01

2.31E-03
4.82E-02



UP_SEQ_FEATURE
GOTERM_CC_DIRECT
GOTERM_CC_DIRECT
GOTERM_CC_DIRECT
INTERPRO

UP_KW_MOLECULAR_FUNCTION

GOTERM_CC_DIRECT

GOTERM_CC_DIRECT
UP_KW_MOLECULAR_FUNCTION

Annotation Cluster 8
Category
INTERPRO

Annotation Cluster 9
Category
GOTERM_CC_DIRECT

Annotation Cluster 10
Category
UP_KW_BIOLOGICAL_PROCESS

Annotation Cluster 11
Category
BIOCARTA

Annotation Cluster 12
Category
UP_KW_DOMAIN

Annotation Cluster 13
Annotation Cluster 14
Category

INTERPRO

SMART

UP_SEQ_FEATURE

INTERPRO
UP_KW_MOLECULAR_FUNCTION
UP_SEQ_FEATURE

INTERPRO

INTERPRO

INTERPRO

REGION:2 X 8 AA tandem repeats of A-X-A-K-A-P-A-[KQ]

G0:0042788~polysomal ribosome
GO0:0022626~cytosolic ribosome
G0:0022625~cytosolic large ribosomal subunit
IPR002673:Ribosomal_el.29

KW-0687~Ribonucleoprotein

GO:1990904~ribonucleoprotein complex

G0:0098793~presynapse
KW-0689~Ribosomal protein

Enrichment Score: 2.0635147646282004
Term
IPRO11012:Longin-like_dom_sf

Enrichment Score: 2.033959040426288
Term
G0:0042470~melanosome

Enrichment Score: 1.9872865481398783
Term
KW-0235~DNA replication

Enrichment Score: 1.9778910425748917
Term
m_mCalpainPathway:mCalpain and friends in Cell motility

Enrichment Score: 1.9327840195181778
Term
KW-0676~Redox-active center

Enrichment Score: 1.857541978200378
Enrichment Score: 1.797125927425803
Term

IPR003593:AAA+_ATPase

SMO00382:AAA

DOMAIN:ABC transporter
IPRO17871:ABC_transporter-like_CS
KW-1278~Translocase

DOMAIN:ABC transmembrane type-1
IPR003439:ABC_transporter-like_ ATP-bd
IPR036640:ABC1_TM_sf
IPRO11527:ABC1_TM_dom

W 3 0 L W

—_
[\

Count

Count

Count

Count

Count

Count

10

B Y I SN B IR

2.21E-04
2.99E-04
3.20E-04
3.39E-04
4.74E-04

9.82E-04

7.76E-03

8.03E-03
9.55E-03

PValue
1.97E-03

PValue
3.21E-04

PValue
3.40E-03

PValue
7.24E-04

PValue
1.22E-03

PValue
6.97E-06

9.04E-06

7.18E-04
8.94E-04
1.09E-03
1.27E-03
1.30E-03
1.58E-03
1.77E-03

P47915

P47915,P62717,P12970

P47915,P61222,P62717, Q9D1R9, Q8CCPO, P12970
P47915,P62717, Q9D1R9, Q9D8M4, P12970

P47915

P47915, Q9D7S7,P62717, QIDIR9, Q9D8M4, Q9QXK7, Q9DOEL,
P12970, Q9D883, Q3UEB3

P47915, Q9D7S7,P62717, QODIR9, QOD8M4, Q9QXK7, Q9DOEI,
P12970, Q3UEB3

P47915, 008992, Q9DIRY, P35564, P12970, P49615, Q64324
P47915, Q9D7S7,P62717, Q9D1R9, Q9D8M4, P12970

Genes
P61924, P35585, P61967, 008547

Genes
P09055, 008992, P08003, PO8113, P10852, P35564, 008547

Genes
Q60972,Q60973, Q9CQ71, QIWUK4, Q61881, QIDOF6

Genes
Q9DBC7, P09055, 088456, P68181, P26039

Genes
P20108, Q8R2E9, P08003, Q9ESY9, Q8R180

Genes

P36371,035379,P61222, P46471,P21958, QOWUK4, Q61881
Q8CGK3, QIDOF6, Q61102

P36371,035379,P61222, P46471,P21958, QOWUK4, Q61881
Q8CGK3, QIDOF6, Q61102

P36371, 035379, P61222, P21958, Q61102

P36371, 035379, P61222, P21958, Q61102

P36371, 035379, P70704, P21958, P50516, QOEPE9, Q9D6J6
P36371, 035379, P21958, Q61102
P36371,035379,P61222,P21958, Q61102

P36371, 035379, P21958, Q61102

P36371,035379,P21958, Q61102

8.30E-02
1.05E-02
1.05E-02
1.05E-02
1.23E-01

2.14E-02

1.37E-01

1.37E-01
1.13E-01

1.68E-01

1.05E-02

1.39E-01

7.89E-02

2.13E-02

2.71E-03

9.95E-04

1.80E-01
1.68E-01
2.14E-02
2.07E-01
1.68E-01
1.68E-01
1.68E-01



Annotation Cluster 15

Category
UP_KW_BIOLOGICAL_PROCESS
UP_KW_BIOLOGICAL_PROCESS

Annotation Cluster 16

Category
UP_KW_CELLULAR_COMPONENT
GOTERM_CC_DIRECT
KEGG_PATHWAY
GOTERM_CC_DIRECT

Annotation Cluster 17
Category

UP_KW_DOMAIN

UP_KW_CELLULAR_COMPONENT

Annotation Cluster 18
Category
UP_KW_BIOLOGICAL_PROCESS

Annotation Cluster 19
Category
GOTERM_MF_DIRECT

Annotation Cluster 20
Category

INTERPRO
INTERPRO

GOTERM_MF_DIRECT
GOTERM_CC_DIRECT

Annotation Cluster 21
Category

GOTERM_MF_DIRECT

Annotation Cluster 22
Category
GOTERM_CC_DIRECT

Annotation Cluster 23

Enrichment Score: 1.6409034385957193
Term

KW-0444~Lipid biosynthesis
KW-0752~Steroid biosynthesis

Enrichment Score: 1.6278622640837939
Term

KW-0647~Proteasome
G0:0000502~proteasome complex
mmu03050:Proteasome
GO0:0022624~proteasome accessory complex

Enrichment Score: 1.5865248354821253
Term

KW-0809~Transit peptide

KW-0496~Mitochondrion

Enrichment Score: 1.3285551817666126
Term
KW-0444~Lipid biosynthesis

Enrichment Score: 1.2483172307868693
Term
GO0:0005178~integrin binding

Enrichment Score: 1.2227006410614691
Term

IPR010926:Myosin_TH1
IPR036072:MY Sc_Myol

GO:0051015~actin filament binding
G0:0005902~microvillus

Enrichment Score: 1.1624583605885621
Term

GO:0003723~RNA binding

Enrichment Score: 1.1417829276740656
Term
GO0:0035861~site of double-strand break

Enrichment Score: 1.106151875084656

Count

Count

S~

Count

11

21

Count

Count

Count

w0 W

Count

21

Count

PValue
1.17E-02
1.24E-02

PValue
1.64E-04
2.73E-04
4.22E-04
4 .84E-04

PValue

2.72E-02

3.03E-02

PValue
1.17E-02

PValue
9.38E-04

PValue
2.16E-03
2.16E-03

6.89E-03

1.06E-02

PValue

8.57E-04

PValue
1.14E-02

Genes
Q8BLNS, Q91V92, Q8CHK3, 088455, Q9JLI5, QI9D1G2, 070503
Q8BLNS5, 088455, Q9D1G2, 070503

Genes

035226, QICX56, QSSSW2, P46471, P61290, P14685
035226, Q9CX56, Q5SSW2, P46471, P61290, P14685
035226, Q9CX56, Q5SSW2, P46471, P61290, P14685
035226, Q9CX56, P46471, P14685

Genes

P42125, Q9D6R2, P20108, P53395, Q99KI0, 008715, Q9JHIS,
Q9D6J6, Q9CZRE, Q8CGK3, Q61102

QI9D6R2, Q8JZRO, P53395, 008715, P35564, Q9CQX2, Q9JHIS,
P53702,Q61102, Q9CPU4, P20108, P42125, P61222, Q99KIO,
QIHFZ0, Q9Z110, P60603, Q9D6J6, Q8R111, Q9CZRE, Q8CGK3

Genes
Q8BLNS5, Q91V92, Q8CHK3, 088455, Q9JLIS5, QID1G2, 070503

Genes
Q8K1B8, P35441, Q64281, P09055, Q08879, P08003, P26039

Genes
QI9WTI7, P70248, E9Q634
QI9WTI7, P70248, E9Q634

P13020, P21107, P28650, QOWTI7, Q8BRT1, P70248, E9Q634,
P26039

P08905, QOWTI7, P50516, P70248, E9Q634

Genes

Q60973,P47199, Q9D7S7, 008715, P12970, Q9D883, Q8CGZ0,
Q3UEB3, Q9CQT2, P17225, Q9JKP5, Q9CXKS, Q1HFZO0,
Q9D8M4, P84104, Q9JKX6, P08113, Q6NS46, Q9QXK7, Q9DOEL,
P60843

Genes
Q9QXK?2,P11103,P70388, Q9CQ71, Q04692

1.69E-01
1.69E-01

2.62E-03
1.05E-02
5.26E-02
1.38E-02

1.43E-01

2.42E-01

1.69E-01

4.82E-02

1.68E-01
1.68E-01

2.28E-01
1.73E-01

4.82E-02

1.77E-01



Category
UP_KW_BIOLOGICAL_PROCESS

Annotation Cluster 24
Category
UP_KW_BIOLOGICAL_PROCESS

Annotation Cluster 25
Category
GOTERM_MF_DIRECT

Term
KW-0249~Electron transport

Enrichment Score: 1.0512318624944594
Term
KW-0931~ER-Golgi transport

Enrichment Score: 0.6890457016707101
Term
GO0:0005178~integrin binding

Count
6

Count

Count

PValue
6.98E-03

PValue
1.72E-02

PValue
9.38E-04

Genes
Q61093, Q8R2E9, Q9CQX2, QID6J6, Q8R111, Q8R180

Genes
054692, P61924, QIDC16, 008547, Q9DB43

Genes
Q8K1B8, P35441, Q64281, P09055, Q08879, P08003, P26039

1.43E-01

2.02E-01

4.82E-02



