KPC Cancer Cells GO analysis of
721 Identified proteins



Cellular Component

GO term Description P-value FDR g-value Enrichment (N, B, n, b)
GO:0044421 extracellular region part 4.19E-8 3.49E-5 1.47 (625.215.216.109)
GO:0005576 extracellular region 4,51E-8 1.88E-5 1.52 (625.185.218.98) |
EE}QHJQHE | 3 extracellular space 1.87E-5 5.18E-3 1.46 (625.169.216.85) [
G0O:0000086 cell surface 1.87E-5 3.9E-3 1.99 (625.61,180.35)
G0O:0031012 extracellular matrix 3.45E-5 5.74E-3 2.76 (625.101.47.21)

|GO 10062023 collagen-containing extracellular matrix 8.14E-5

GO:0005584 collagen type I trimer
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Molecular Function

GD 0005102 signaling receptor binding m 4.21E-2 1.47 {525.1- ;.251.,-5)
lG0:.0005515  |[proteinbinding =~ | 1414 | s841E2 | 1.12 (625.479.248,213)

actm filament bmdmz DfiE-4 1.22E-1 | 2.39 (625.24.185.17)

GD 0019838 Elc-wth factol binding 3 9%E-4 9 4E-2 2.30 (625 30.172, 19)
GO:0019899 enzyme binding 461E-4 9.2E-2 1.38 (625.148.248.81)
GO:0001786 phosphatidylserine binding 5.97E-4 1.02E-1 10.96 (625.6.38.4)
GO:0032557 pyrimidine ribonucleotide binding 8.7TE-4 1.31E-1 | 32.89(625.2,19.2)
l[Go.0032551 | pyrimidine ribonucleoside binding 8.77TE-4 1.17E-1 W
GD 0002135 CTP binding 8.77E-4 1.05E-1 32.89 (625.2.19, "’)

GD 0002134 UTP binding 8.77E-4 0.54E-2 | 32.89(625.2.19.2)
pyrimidine nucleoside binding 8.77TE-4 8.75E-2 | 32.89(625.2.19.2)
CrD 0070182 DNA pﬂl}'merase binding mm 32.89(625.2.19, 7)

GO:0019103 pyrimidine nucleotide binding 8.7TE-4 7.5E-2 32.89(625.2.19.2)
GO:0017098 sulfonylurea receptor binding 8.7TE-4 7E-2 32.89(625.2.19.2)




Biological Processes

GO term Description P-value EEE g-;‘@ EE'!'EI_]EQS Q'!_B,_u,_h; |
GO:0071310 cellular response to organic substance 523E-6 | 327E2 || 2.10(625.110.103.38) |
GO.0034097 response to cytokine 6.87E-6 2.15E-2 2.84 (625.47.103.22)

: response to organic substance 7.91E-6 1.65E-2 1.90 (625,144,103.45)
[G0:0000653 anatomical structure morphogenesis 8.79E-6 1.37E-2 3.09 (625,92.44.20)
GO:0048856 anatomical structure development 1.01E5 1.26E-2 2.14(625.176.53.32)
GO.0070887 cellular response to chemical stinmlus 1.28E-5 1.33E-2 1.96 (625,127,103.41)

. cattilaze development mvelved in endochondral bone merphogenesis 1.31E-5 1.17E-2 26.04 (625,6,16.4)
[GO.0071345 cellular response to cytoline stimulus 2.55E-5 1.99E-2 3.09 (625.40.91.18)
(GO.0085020 extracellular matrix assembly 2.72E-5 1.89E-2 15.24 (625.4.41.9)
GO:0032270 positive regulation of celiular protein metabolic process 3.11E-5 1.94E-2 1.40 (625,103.334.77)

: biomineral tissue development 3.48E-5 197E-2 24.04 (625.8.13.4)
[G0.0045507 positive regulation of cell differentiation 5.61E-5 2.92E-2 2.31(625.73.100.27)
GO:0032502 developmental process 6.13E-5 295E-2 1.76 (625,254,53.38)
GO:0030334 regulation of cell migration 6.33E-5 2.83E-2 1.57 (625.89.251.56)

005127 regulation of cellular component movement 6.34E-5 2 64E-2 1.54 (625.97.251,60)
[G0:2000145 regulation of cell motiliry 6.36E-5 248E-2 1.55 (625.93.251.58)
GO:0017015 regulation of transforming growth factor beta receptor signaling pathway 7.06E-5 2.6E2 4.75 (623,13.91.9)
GO:1903844 regulation of cellular response to transforming growth factor beta stimulus 7.06E-5 245E2 4.75 (625,13.91.9)

: positive regulation of biological process T4ES 245E2 1.15 (625.,310.378.216)
[GO-0042221 response to chemical 8.85E-5 2.77E2 1.73 (625,170,100.47)
[GO:0003417 growth plate cartilage development 1.34E4 3.99E-2 29.30 (625.4.16.3)
GO:0009888 tissue development 1.4E4 3.98E-2 3.77 (625.49.44.13)

: positive regulation of multicellular organismal process 1.49E-4 4.05E-2 1.81 (625.124.114.41)
[G0:0040012 regulation of locomotion 1.57E-4 407E-2 1.50 (625,101,251.61)
[GO-0051216 cartilage development 1.77E4 44757 17.36 (625.9.16.4)
GO:0051247 positive regulation of protein metabolic process 1.84E-4 4.43E-2 1.36 (625,109.334,79)

- regulation of protein localization to nucleus 1.87E-4 432E-2 4.96 (625,12,84.8)
[GO-0016040 cell growth 1.92E4 4.29E 2 4.00 (625.9.139.8)
[GO.0061448 connective tissue development 207E4 447E2 953 (625,841.5)
GO:0090092 regulation of transmembrane receptor protein senne/threcmine kinase signaling pathway 221E4 4.6E-2 3.26(625,24.104.13)

; rezulation of protein metabolic process 2.22E-4 443E-2 1.68 (625,175.100.47)
[GO.0048860 cellular developmental process 2.36E-4 4.6E-2 2.23 (625.135.52.25)
[GO:0010810 regulation of cell-substrate adhesion 236E-4 447E2 2.34(625,33,162,20)
GO:0051173 positive regulation of nitrogen compound metabolic process 241E-4 4 43E-2 1.27 (625,163 334.111)
@ positive regulation of developmental process 3.03E-4 541E-2 1.94 (625,102,104,33)
Sl




Pancreatic Stellate Cells GO
analysis of 400 Identified
proteins



Cellular Component

GO term Description P-value M Enrichment (N, B. n, b)
GO:0044420 |lextracellular matrix component TA43E-11 4 44E-8 20.15 (340.15.9.8)
GO:0005581 ||collagen trimer 4.97E-7 1.49E-4 10.07 (340.18.15.8)
E;{}gmg}iié,é fibrillar collagen trimer 6.71E-7 1.34E-4 23.61 (340.8.9.5)
GO:0062023 C{}llagen-ccantammg extracellular matrix 6.83E-7 1.02E-4 2.17 (340.76.70.34)
GO:0031012 ||extracellular matrix 1.84E-6 2.2E-4 2.10(340.86.64.34)
|GG:E}DG5584 collagen type I trimer 2.08E-4 2.08E-2 85.00(340.2.4.2)
[GO:0044421 |[extracellular region part 2.39E-4 2.04E-2 1.61 (340.165.46.36)
[GO:0005604 |lbasement membrane 2.52E-4 1.89E-2 4.55 (340.21.32.9)
G0:0005576 ||extracellular region 2.82E-4 1.87E-2 1.39 (340.151.105.65)
GO:0005615 ||extracellular space 5.57E-4 3.33E-2 1.25(340.143.181.95)




Molecular Function

GO term Description P-value FDR q-value Enrichment (N, B, n, b)
G0Q:000520] |lextracellular matrix structural constituent 2.48E-9 1.95E-6 7.35(340.37.15.12)
GO:0005198||structural molecule activity 1.1E-8 4.31E-6 5.04 (340,59.16.14)
G0:0030020 extra}cellular matrix structural constituent conferring 2 50p-7 6.76E-5 10.67 (340.17.15.8)

tensile strength
GO:0046332||SMAD binding 2.41E-6 4.73E-4 30.91 (3404.11.4)
GO:0019838||growth factor binding 5.8E-6 9.09E-4 3.67 (340,22.59.14)
GO:0048407 |jplatelet-derived growth factor binding 6.88E-5 8.99E-3 18.89 (340.8.9.4)
GO:0005520||insulin-like growth factor binding 3.35E-4 3.75E-2 4.25 (340.8.70.7)




Biological Processes

[ GO term | Description P-value | FDR q-value Enrichment (N, B. n. b) |
Mii&& skin dewlopmmt 1.52E-6 | 7.39E-3 3022 (340.594) |

(GO-0001501 [ekeletal system development 727E-6 |  885E3 | 2776 (34:],?,?,4}
w cellular response to amino an:1d stimulus 1.05E-5 1.03E-2 27.20(340.105.4)

GD 0001568 (blood vessel development 1.19E-5 8.29E-3 2519 (340.6.9.4)
1GO:0030199 collagen fibril orgamzation 1.45E-5 8.85E-3 15.74 (340,12.9.5)

@Iﬂpﬂmemmnﬂmd 1785 | Oo1/E3 | 24.73 (340.11.5.4) |
G0:0001101 |response to acid chemical 2 57E-5 | 1.25E-2 5.37(340.15389) |

m cellular response to endogenous stimulus 3 11E-5 1.38E-2 3.58(340,38.35,14)
W anatomucal structure ﬂJDI‘thgE;ﬂEElE 1.7E-5 3.12E-2 3.40 (340,65.20,13)
GO:0030198 IWWWIW
1GO:0043589 skin morphogenesis 2.08E-4 6.76E-2 85.00(340.24.2)

@mpﬂme to nitrogen compound 23384 | T1E2 | 3.53 (340.33.35.12) |
G0:0071310/|cellular response to organic substance 2 64E-4 | 7.55E-2 2.36 (340,72.40,20) |

G0:1901699cellular response to mitrogen compound 4.25E-4 1.15E-1 5.95 (340 25.16.7)
GO:1901701[ellular response to oxygen-containing 6.06E-4 1.55E-1 2.89 (340.47.35.14)
compound
1GO:0043062 |extracellular structure nrgamzanon | 7T16E4 | 1.74E-1 4.63 (340.42.14.8)
GD 0050789 reguhnnn of bmlnglc,al process 8.52E-4 1.88E-1 1.18 (340.258.104.93)
1GO0051710) cellular response to stimulus 2.02 (340.106.35.22)

E@QEE;E cellular response to organonitrogen compound 9 68E-4 | 1.96E-1 11.33 (340,245 4) |
G0:1901700/|response to oxygen-contamning compound 9 87E-4 | 1.92E-1 2.65(340,55.35.15) |




Co Culture condition GO
analysis of 540 Identified
proteins



Cellular Component

GO term Description P-value FDR g-value Enrichment (N, B. n, b)
GO:0044421 |lextracellular region part 1.2E-8 8.55E-6 1.70 (469.213.79.61)
IGO:0005576 |lextracellular region 2.23E-8 7.92E-6 1.52 (469.192.141.88)
m extracellular matrix component 4.83E-8 1.14E-5 17.37 (469.21.9.7)
[GO:0031012 |lextracellular matrix 2.96E-7 5.26E-5 2.28 (469.109.66.35)
|GO:0005581 |[collagen trimer 6.77E-7 9.62E-5 24.68 (469,19.5.5)
[G0:0005615 |[extracellular space 9.52E-7 1.13E-4 1.75 (469.172.81.52)
GO:0005583 |(/fibrillar collagen trimer 1.64E-6 1.66E-4 41.69 (469.9.5.4)
GO:0005584 [|collagen type I trimer 9.11E-6 8.09E-4 234.50(469.2.2.2)
GO:0062023 ||collagen-containing extracellular matrix 2.36E-5 1.86E-3 2.18 (469.98.66.30)
|GO:0005604 ||basement membrane 6.55E-4 4.65E-2 3.01 (469,27.75.13)




Molecular Function

GO term Description P-value FDR q-value Enrichment (N, B, n, b),
GO:0046332||SMAD binding 3.01E-8 3.05E-5 78.17 (469.4.6.4)
GO-0030020 extrz}cellular matrix structural constituent conferring | SOE-7 0 58E-5 29.31 (469.16.5.5)

tensile strength

GO:0005201 ||extracellular matrix structural constituent 5.27E-7 1.78E-4 7.99 (469.48.11.9)
G0O:0005]198||structural molecule activity 1.85E-6 4.69E-4 5.61 (469.76.11.10)
GO:0019838||growth factor binding 3.1E-5 6.28E-3 4.28 (469.28.47.12)
G0:0048407 |platelet-derived growth factor binding 2.71E-4 4.57E-2 31.27 (469.9.5.3)
G0:0044389||ubiquitin-like protein ligase binding 2.74E-4 3.96E-2 2.35(469.18.166.15)

31625 [lubiquitin protein ligase binding 2.74E-4 3.47E-2 2.35(469.18.166.15)
GO:0050839||cell adhesion molecule binding 4.37E-4 4.92E-2 6.17 (469.38.14.7)
G0:0043168||lanion binding 5.55E-4 5.62E-2 2.19 (469.118.40.22)




Biological Processes

GO term Description P-value IDR g.value Eurichment (N, B. o b
007 cellular response to organic substance 2E-8 1.16E-4 2.11 (469.87.11545)
GO-00T0887| cellular response to chemical stimulus 1.25E-7 362E4 1.94 (469,103,115 ,49)

7 cellular response to acid chemical 248E-7 4 82E-4 6.68 (469,13.54,10)
GO:0071230| cellular respense to amino acid stmulus 6.66E-T 069E-4 T.72(4699.54.8)

160001003 3| response to organic substance 6.69E-7 7.78E-4 1.97 (469,115,91.44)

GO:0071495 | cellular response to endogenous stimulus 8.11E-7 TERGE-4 2 80 (469.42.89 23)

response to acid chemical 9.03E-7 T.5E4 6.20 (469,14 54,10)

1G0.000971 9lresponse to endogenous stimulus 1.85E-6 1.34E-3 231 (469,53.115.30)

GO:004222 ] Iresponse to chemical 1.B6E-6 1.2E-3 1.83 (469,135,91.48)

20 Tesponse to amino acid 2 98E-6 1.73E-3 37.52 (469.10.5.4)
G0-0009653 | anatomical structure morphogenesis 375E-6 1 98E-3 3.55 (4698824 16)
ggg gg’ H lg cellular response to stimulus 6.81E-6 33E-3 1.80 (469,132.93 47
G0:0043589| skin morphogenesis 9.11E-§ 4.08E-3 234.50 (469227

22610biological adhesion 2.51E-3 1.04E-2 432 (469,62.21,12)
developmental process 2.63E-5 1.02E-2 1.51 (469,216,86.60)
G0:0030199) collagen fibril crganization 2.87E-5 1.04E-2 25.01 (469,15,5.4)

I anatomical structure development 3 4E-5 1.16E-2 1.74 (469,148 .82 45)
GO:0043588| skin development 4 1E-5 1.32E-2 46.90 (469.6,3,3)
|G0:003409 7| response to cytokine 4 34E-5 1.33E-2 2.27 (46945115 25)
GO:0001501| skeletal system development 7 46E-3 217E-2 20.84 (469,10,9.4)
G0:1901701 Ezﬂl";?‘ﬁp‘m“ to oxygen-containing 8.41E-5 233E2 2.38 (469,52,87.23)

. cellular response to niu'oEen compound 8.87E-5 235E-2 760 (460 27.16,7)
GO-0007155]cell adhesion 1.45E4 3.67E-2 3.36 (469.61,32,14)
GO0 el o mophegeens | 10ES | sser | DiGewr9
G0:1901698 response to nitrogen compound 2.58E4 6.01E-2 3.20 (469,38,534,14)

i 723|response to hormone 29E-4 6.48E-2 2.66 (469,23.115.15)
G0:0001568|blood vessel development 37E-4 796E-2 28.14 (469,10,3,.3)
GO00714]1 7| cellular response to organonitrogen compound 412E4 8.57E-2 3.67 (46926.34.11)
G190 700! response to oxygen-containing compound 4TIE-4 0 46E-2 2.11 (469.64 87.25)
GO-0010743] response to ;-rganoniu'ogm comEmmd 4 82E4 933E-2 3.23 (469,35,54,13)
[GO.00200lresulation of locomotion | SOE4 | 11E1 | 115(469.804008) |
GO:0001957 intramembranous ossification 6.01E-4 1.09E-1 39.08 (469,2,12.7)

4/laxon development 6.01E-4 1.06E-1 39.08 (469,2,12.7)
G0:0031103 | axon regeneration 6.01E4 1.03E-1 39.08 (469,2,12.7)
1G0:003607 1 direct ossification 6.01E-4 9.99E-2 39.08 (469,2,12.7)




