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Term 1D Bislagical Frocess ((00) Crene Couni Gienes
G057 80 regulaiion of kological process 25 BEGEF IGFRP1 IGFEP2 IGFRF3 [L2 INHEA LEPFF4 PLG PRLSE
RFPINE] SR-PROX TGFBL TIMP VEGFA
. . . AFGF,CCL2 CSF: EGE FGFT HBEGFE IGFBP L IGFBPF2 IGFBF3,IL
G066 regulation of signal ransduction 18 § INHBA_LEP PE4 PRL SR-PSOX TGFB1 TIMP1 VEGEA
GO0042127 regulaiion of cell papulation 1% AFGECCLL CEF2 DPFPA.HBEGE IGFBPFZ IGFBPAILE INHEA LEF
proliferation PR FRL TGFBR1, TIMP 1L VEGEA
AFGFANGIANGPTL,CCLLCSF2 DIFP4_BEGE EMG FGFY HBEGE,
GiO00507% regulation of cellular process 23 IGFBP1IGFEP2 IGFBP3 L2 INHBA, LERPF4 PRL SERFINE]SR-
PROX, TGFEL TIMP, VEGEA
’ AFGEANGLANGFTLANGPT2,COL2 EGF ENG HBEGF IGFBPS,
e engulipinants | piigy i L& [NHBA LERFRL SERPINE] TGFB1 VEGFA
—n , = AFGEFANGLANGPTILANGPT2, CCL2 BEGFENMG HBEGEILS INH
LELIRIDIEE R anatmical strusture development 14 BALEPPRL TGFBI VEGEA
Gia00303 34 regulation of cell migration G AFGE,CCL: HEEGE 1GFBEPA ILE PE4, SR-PSOX TGFR] VEGEA
e ] A AFGECCLY HEEGF IGFBP3, LS, INHBA,LEF FF4 SR
LRI LKk regulation of localization 11 PSOX.TGFB1 VEGEA
T s e i 7 AFGE,CCL2 ENG, EGFTILS TGFB1 VEGEA
GOa0001525 anglogeness & AFGFANGIANGPTI ANGPTLENG VEGFA
GOA035295 tuhe development T AFGFAMNG] ANGPT I ANGPT2 ENG ILE VEGFA
— RS A R
GO-0030154 coll differentiation 10 AFGEANGANGI ”.hﬂh?jﬂiﬁtl_;"[ﬂ} BF3, INHEA LERTGFB
Gila00s03 26 cell chemolaxis [ CCL2 HBEGE ILS PF4, SR-PSOX WVEGEA
G000 regulation of growih CHSFZIGFBPLIGFEPZ IGFBPA INHBA SR-PSOX TGFBL
CGOA0006a9 50 gD Lo Slresd 10 AFGECCL2 HEEGE LS PFA_PLG PEL SR-PSOX TGFB1VEGEA
Term 1D Cellular Component (GO} Crene Couni Gienes
AFGE ANGTANGPT]T ANGE 12,0012 CSF2, DPPA,EDN1 FGET,H
CHO00055Ta exiracellular region 25 BEGFIGFBPLIGFEF2 IGFBP LY INHBA LEPPF4 PLAL PLG
RL SERPINELSKE-FSOX TGFBL, TIMP I VEGEA
GO0 RG cell surface 4 DPFP4 HBEGE, TGFE1 VEGEA
GO-0005E2 iniracelilar i A.[-G[-,A.Hul,f_'CLI.LSJQJJ]'I'-EE:{_;EFE.]LE.[&HBA,LE!’,‘I'GE-B],'l.-'
GOA071944 cell periphery 5 AFGF,DPM EGEENG HBEGE
G0 16021 integral component of membrane 5 P4 EGE ENG HBEGE SR-FROX
GO0 1a0x menthrane & DFP EGE ENG HEEGE, SE-PSOX, VEGEA
GOA005634 aelens 4 AFGFANGLIGFBPI, TGFEL
GOA0031410 eyloplasmie vesicle 3 ANGI DPPAVEGEA
Gil:0043227 membrane-bounded organelle o AFGEANGL DPFP IGFRPA, TGFE1,VEGEA
Term 1D Muaolecular Function (GO} Grene Count Grenes
GORELA Sgenting Mook kg i L& INHEA LEPFF4 FRL SR-PSOX TGFEL TIMP 1, VEGFA
AFGEANGLANGPT L ANGPTE OCL2 CSF2DPP4, EGF ENG,FGET,
GOAOnS515 protein binding 23 HBEGEIGFBPFI IGFBPLIGFBPS ILS INHBA, LERPF4 FRL,SR-
FSOX TGEB1, TIMP1LVEGFA
i AFGRCCL2 CSF2 BEGF FGF T HBEGE, ILA INHBA_LEF,PF4, PRL SR-
Gi004R018 receplor lgamd activity 15 FSOX, TGFBI, TIMP1, VEGEA
GO000R0ES growth facter activity o AFGFE.CSF EGEF FGFT HBEGE INHBA TGFB1, TIMP1,VEGEA
GO00051 25 cybakine activily L) CCL2 CAF2 LS INHBA P4, SE-FEOX_ TGFB1, TIMPL VEGEA
GO-0005539 glycodsminoglyean binding 6 AFGE.ENG,FGFT HBEGF PF4,VEGFA
G001 hiparin bindng 5 AFGFFGFT HBEGF PE4, VEGEA
GiO000800a chemokine activily 4 COL2 ILS R4 SE-PSOX
G003 19%4 insulin-like growih factor | binding 3 IGFBPL IGFBPZ IGFBP3
Gi0031995 insulin-like growth factor 11 binding i IGFRPLIGEBF2 IGFBP
Term 1D KEGG Pathway Crene Couni Gienes
L, 2 TR
s5c415] PI3E-Akl signaling pathway 14 EPRL THES] THES2 VEGEA
- Cytokine-cylokine receptor 12 CCL2CSF2 EGE HGE LS, LEP PDMGEA PF4, PRL.SE-
e ineraction = PSOX, TGFB1,VEGFA
<achdO15 Bkpl shguibing natiowmr i Mﬂl-.ﬁhﬂl'l'l,.A.Mfrl'l2,J:Lll-J-Crbd,.FG[-T,HG}-.FDGI-A,I‘G}-.'J HE
51,VEGEA
] F P AFGEANGPTLANGITZ AREG EGF FGF4 FGFT HGE PDGFA MG
EETRE L MAPE sigraling pathway 13 FTGFB1VEGEA
saciddid Bns algralinp pathinacy 10 AFGEANGI ['I..-'-';NG]'"I'I.J:GJ'JEIJG.E‘:‘J—]ﬁhFDGbA.PﬁI:‘-‘EE
EETH IS [ HIF-1 signalme pathway 7 ANGPTLANGPFT2 EDN1 EGE SERPINE] TIMP L, VEGFA
AGE-RAGE signaling pathway n ; o ; s T
asc(M933 dial campHcations T CCL2EDMIF3 ILE SERPINEL TGFB1 VEGEA
ascld5 10 Focal adbesion 7 EGEF, HGE, PDGEFA_PGF, THES 1, THES: VEGEA
sacldlls P33 signaling pathway IGFBPS SERPINBS, SERPINE]L THRS1
ssc04530 Tak-STAT slgnaling pathway 5 CSFLEGFLERPDGFA, PRL
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