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Supplementary table 4. GO terms (Biolo

ical Process) in TGF-b1-treated BMSCs with or without miR-26b-5p mimics

Term

ID

P-Value

Corrected
P-Value

input_gene

regulation of
multicellular
organismal process

GO:00
51239

6.36E-22

6.43E-19

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|LoxI2,94
352:down|PIk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Stc1,20855:up|ll1rn,161
81:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|Tgfb2,21808:down|Hpse,154
42:up|F3,14066:up|Fgfr2,14183:up|Thbs2,21826:down|Clec4e,56619:up|Cthrc1,68588:down|Htr2b,15559:
down|Kng1,16644:up|Prl2c2,18811:up|Efempl,216616:up|Dpysl3,22240:down|Aspn,66695:down|Vdr,223
37:down|Cxcl12,20315:up|Htr2a,15558:down|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,
20377:up|C1lgtnf3,81799:down|Tgfbr3,21814:up|Tfrc,22042:up|Ceacam1,26365:up|Sfrp2,20319:up|Rspo2,
239405:up|Npnt,114249:up|Tnfrsf11b,18383:up|S100a1,20193:up|Col5a2,12832:down|Ly9,17085:up|Ccl2,
20296:up|Ednrb,13618:up|Figf,14205:up|Mgp,17313:up|Mmp13,17386:up|Sema7a,20361:down|Epasl,13
819:up|Tnfrsf12a,27279:down|Gpm6b,14758:up|Ddah1,69219:down|Clec4n,56620:up|Postn,50706:down|
Ncam1,17967:down|Bmprla,12166:down|Wisp1,22402:down|Ccl4,20303:up|Ank,11732:down|Ret,19713:
up|Prg4,96875:down|Plpp3,67916:up|Creb311,26427:down|lI1rl1,17082:down|Kitl,17311:up|Fam101b,765
66:down|Lrrc17,74511:down|Lama2,16773:down|Ptk7,71461.down|Inhba,16323:down|Plat,18791:down|C
¢l3,20302:up|Ctla2a,13024:down|Srpx2,68792:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239
337:down|lgf2,16002:up|Anpep,16790:up|Pparg,19016:up|Tnf,21926:up|Tmem176a,66058:up|Glplr,1465
2:down|Lmcd1,30937:up|Fxyd1,56188:up|Fgfrl,14182:down|Has2,15117:down]|Lpl,16956:up|HMox1,1536
8:up|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825.down|Serping1,12258:up|Col
5a1,12831:downl|Errfil,74155:down|Enppl,18605:down|Tnfsf9,21950:up

response to wounding

GO:00
09611

141E-18

1.22E-15

Adm,11535:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,20
361:down|Tnfrsfl2a,27279:down|Cx3crl,13051:down|Cd109,235505:down|Cd24a,12484.down|Wnt5a,22
418:down|Ccl12,20293:up|Ccl4,20303:up|Adipoq,11450:up|lgfl,16000:up|Tnc,21923:down|Tgfb2,21808:d
own|Hpse, 15442:up|Plpp3,67916:up|F3,14066:uplll1rl1,17082:down|Kngl,16644:up|Ccl9,20308:up|Ccl6,2
0305:up|Ptk7,71461:down|Aoah,27052:up|Anxa8,11752:down|Ninj1,18081:up|Ccl3,20302:up|Tfpi2,21789:
down|Ctla2a,13024:down|Fabp4,11770:up|Mmp2,17390:down|Serpine2,20720:up|Adamts12,239337:dow
n|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Egfr,13649:down|Hmox1,15368:up|C1qtnf3,81799:down|
Ptgs2,19225:down|Col3al,12825:down|Ccl8,20307:up|Ceacam1,26365:up|Serpingl1,12258:up|Col5al,128
31:.down

cell migration

GO:00
16477

3.91E-18

2.96E-15

FIrt2,399558:down|PIxnd1,67784:up|Cx3crl,13051:down|lgfbp3,16009:up|LoxI2,94352:down|Cxcl14,5726
6:down|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226778:up|Stc1,20855:up|ll1rn,16181:up|Adipog,1
1450:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Tgfb2,21808:down|F3,14066:up|Cthrc1,68588:do
wn|Htr2b,15559:down|Prl2c2,18811:up|Efempl,216616:up|Ccl6,20305:up|Dpysl3,22240:down|Saa3,20210
:up|Cxcl12,20315:up|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:u
p|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Figf,14
205:up|Pdgfc,54635:down|Sema7a,20361:down|Tnfrsf12a,27279:down|Postn,50706:down|Ccl12,20293:u
p|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Plpp3,67916:up|Kitl,17311:up|Ccl9,20308:up|Lama2,1
6773:down|Ptk7,71461:down|Ccl3,20302:up|Plat,18791:down|Srpx2,68792:down|Vegfa,22339:down|Lrrcl
5,74488:down|Adamts12,239337:down|Tnf,21926:up|Fgfrl,14182:down|Has2,15117:down|Sulf1,240725:d
own|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Col5al,12831:down

cell motility

GO:00
48870

4.98E-18

3.02E-15

FIrt2,399558:down|PIxnd1,67784:up|Cx3crl,13051.down|lgfbp3,16009:up|LoxI2,94352:down|Trf,22041:up
|Cxcl14,57266:down|Cd24a,12484:down|Ceacam10,26366:up|Wnt5a,22418:down|Mark1,226778:up|Stcl,
20855:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Tgfb2,21808:do
wn|F3,14066:up|Cthrcl,68588:down|Htr2b,15559:down|Pri2c2,18811:up|Efempl,216616:up|Ccl6,20305:u
p|Dpysl3,22240:down|Saa3,20210:up|Cxcl12,20315:up|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:do
wn|Sfrp1,20377:up|Tgfbr3,21814:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Ccl2,20296:up|Ccl
7,20306:up|Ednrb,13618:up|Figf,14205:up|Pdgfc,54635:down|Sema7a,20361:down|Sord,20322:up|Tnfrsfl
2a,27279:down|Postn,50706:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Plp
p3,67916:up|Kitl,17311:up|Ccl9,20308:up|Lama2,16773:down|Ptk7,71461:down|Ccl3,20302:up|Plat,18791:
down|Srpx2,68792:down|Vegfa,22339:down|Adamts12,239337.down|Lrrc15,74488:down|Tnf,21926:up|F
gfr1,14182:down|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Col3al1,1282
5:down|Col5al1,12831:down

localization of cell

GO:00
51674

4.98E-18

3.02E-15

FIrt2,399558:down|PIxnd1,67784:up|Cx3crl,13051:down|lgfbp3,16009:up|LoxI2,94352:down|Trf,22041:up
|Cxcl14,57266:down|Cd24a,12484:down|Ceacam10,26366:up|Wnt5a,22418:down|Mark1,226778:up|Stcl,
20855:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:upllgfl,16000:up|Cxcl9,17329:up|Tgfb2,21808:do
wn|F3,14066:up|Cthrcl,68588:down|Htr2b,15559:down|Prl2c2,18811:up|Efemp1,216616:up|Ccl6,20305:u
p|Dpysl|3,22240:down|Saa3,20210:up|Cxcl12,20315:up|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:do
wn|Sfrp1,20377:up|Tgfbr3,21814:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Ccl2,20296:up|Ccl
7,20306:up|Ednrb,13618:up|Figf,14205:up|Pdgfc,54635:down|Sema7a,20361:down|Sord,20322:up|Tnfrsfl
2a,27279:down|Postn,50706:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Plp
p3,67916:up|Kitl,17311:up|Ccl9,20308:up|Lama2,16773:down|Ptk7,71461:down|Ccl3,20302:up|Plat,18791:
down|Srpx2,68792:down|Vegfa,22339:down|Adamts12,239337:down|Lrrc15,74488:down|Tnf,21926:up|F
gfrl,14182:down|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Col3al,1282
5:down|Col5a1,12831:down

vasculature
development

GO:00
01944

1.38E-17

7.63E-15

Adm,11535:up|Hpgd,15446:up|Pixnd1,67784:up|Ccl2,20296:up|Aldh1a2,19378:up|C3,12266:up|Figf,1420
5:up|Epasl,13819:up|Tnfrsf12a,27279:down|Ddah1,69219:down]|Lyl1,17095:up|Cx3cr1,13051:down|LoxI2,
94352:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|Col8al,12837:down|Bmp4,12159:u
p|lgfl,16000:up|Tgfb2,21808:down|Vegfb,22340:up|Hpse, 15442:up|Plpp3,67916:up|Fgfr2,14183:up|F3,14
066:up|Thbs2,21826:down|Prl2c2,18811:up|Ptk7,71461:down|Srpx2,68792:down|Cxcl12,20315:up|Vegfa,2
2339:down|Mmp2,17390:down|Anpep,16790:up|Colla2,12843:down|Fgfrl,14182:down|Has2,15117:dow
n|HmMox1,15368:up|Sulf1,240725:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,1282
5:down|Ceacam1,26365:up|Sfrp2,20319:up|Col5al,12831:down|Errfil,74155:down




ossification

GO:00
01503

4.24E-17

2.06E-14

Fstl3,83554:down|Mgp,17313:up|Mmp13,17386:up|Sema7a,20361:down|Gpm6b,14758:up|lbsp,15891:up
[lgfbp3,16009:up|Wnt5a,22418:down|Bmprla,12166:down|Stcl,20855:up|Bmp4,12159:up|lgfl,16000:up|
Ank,11732:down|Tnc,21923:down|Creb3I1,26427:down|Fgfr2,14183:up|Mrc2,17534:down|Fam101b,7656
6:down|Cthrc1,68588:downl|Lrrc17,74511:down|Aspn,66695:down|Vegfa,22339:down|Mmp2,17390:down
[1gf2,16002:up|Tnf,21926:up|Alpl,11647:up|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:up|Ptgs2,192
25:down|Grem1,23892:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Enppl,18605:down

organ development

GO:00
48513

4.41E-17

2.06E-14

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Ankrd1,107765:down|Serpinh1,12406:down|Lyl1,17095:up|Cx3cr1,13051:down|lbsp,15891:up|Cd109,
235505:down|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484.down|
Whntba,22418:down|Stc1,20855:up|Col8al,12837:down|Adipoq,11450:up|Bmp4,12159:up|lgf1,16000:up|T
gfb2,21808:down|Hpse,15442:up|Fgfr2,14183:up|Clecde,56619:up|Cthrc1,68588:down|Htr2b,15559:down
|Efemp1,216616:up|Gjb5,14622:down|Aspn,66695:down|Ninj1,18081:up|Vdr,22337:down|Cxcl12,20315:u
p|Mmp2,17390:down|SIc40a1,53945:up|Gas6,14456:up|Egfr,13649:down|Coll11al,12814:down|Alpl,1164
7:up|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Ceacam1,26365:up|Sfrp2,20319:up|Rspo2,239405:up
|[Fam20a,208659:down|Cdsn,386463:up|Npnt,114249:up|Tnfrsf11b,18383:up|Col5a2,12832:down|Ly9,170
85:up|Aldhla2,19378:up|Pdgfc,54635:down|Ednrb,13618:up|Mgp,17313:up|Mmpl13,17386:up|Sema7a,20
361:down|Epasl,13819:up|Uchl5,56207:up|Gpm6b,14758:up|Shroom4,208431:down|Cdol,12583:up|Nca
m1,17967:down|Bmprla,12166:down|Wispl,22402:down|Chst11,58250:down|Ank,11732:down|Tnc,2192
3:down|Ret,19713:up|Prg4,96875:down|Vegfb,22340:up|Aldh1a3,56847:down|Kitl,17311:up|Fam101b,76
566:down|Lrrc17,74511:down|Hp,15439:up|Ptk7,71461:down]|inhba,16323:down|Bnc2,242509:down|Ccl3,
20302:up|Ctla2a,13024:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:
down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Tmem176a,66058:up|Colla2,12843:down|Fgfrl,14182
:down|Has2,15117:down|Hmox1,15368:up|Sulfl1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,2
3892:up|Col3al,12825:down|Pcdh19,279653:down|Tbx15,21384.down|Mcoln3,171166:up|Col5al,12831:
down|Errfil,74155:down|Enpp1,18605:down|Tnfsf9,21950:up

regulation of
developmental process

GO:00
50793

5.68E-17

2.46E-14

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|Firt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3cr1,13051:down|lgfbp3,16009:up|Cd109,23550
5:down|LoxI2,94352:down|Plk2,20620:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,
22418:downlll1rn,16181:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,1
7329:up|Tgfb2,21808:down|Hpse,15442:up|Medag,70717:down|Fgfr2,14183:up|F3,14066:up|Thbs2,2182
6:down|Cthrc1,68588:down|Prl2c2,18811:up|Efempl,216616:up|Dpysl|3,22240:down|Aspn,66695:down|V
dr,22337:down|Cxcl12,20315:up|Htr2a,15558:down|Gas6,14456:up|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,
22042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Tnfrsf1lb,
18383:up|Col5a2,12832:down|Ccl2,20296:up|Ednrb,13618:up|Mgp,17313:up|Sema7a,20361:down|Tnfrsfl
2a,27279:down|Gpm6b,14758:up|Ddah1,69219:down|Postn,50706:down|Ncam1,17967:down|Ccl12,2029
3:up|Bmprla,12166:down|Wispl,22402:down|Ank,11732:down|Ret,19713:up|Kitl,17311:up|Fam101b,765
66:downl|Lrrc17,74511:down|Ccl9,20308:up|Lama2,16773:down|Ptk7,71461:down|Inhba,16323:down|Ccl3
,20302:up|Ctla2a,13024:down|Srpx2,68792:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,23933
7:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Tmem176a,66058:up|Glplr,14652:down|Fgfrl,14182
:down|Hmox1,15368:up|Lpl,16956:up|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23
892:up|Col3al,12825:down|Col5a1,12831:down|Errfil,74155:down|Enppl,18605:down|Tnfsf9,21950:up

blood vessel
development

GO:00
01568

8.90E-17

3.60E-14

Adm,11535:up|Hpgd,15446:up|PIxnd1,67784:up|Ccl2,20296:up|Aldh1la2,19378:up|C3,12266:up|Figf,1420
5:up|Epasl,13819:up|Tnfrsfl2a,27279:down|Ddah1,69219:down|Lyl1,17095:up|Cx3crl,13051:down|LoxI2,
94352:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|Col8al,12837:down|Bmp4,12159:u
p|Tgfb2,21808:down|Vegfb,22340:up|Hpse,15442:up|Plpp3,67916:up|Fgfr2,14183:up|F3,14066:up|Thbs2,
21826:down|Prl2c2,18811:up|Ptk7,71461:down|Srpx2,68792:down|Cxcl12,20315:up|Vegfa,22339:down|M
mp2,17390:down|Anpep,16790:up|Colla2,12843:down|Fgfrl,14182:down|Hmox1,15368:up|Has2,15117:

down|Sulf1,240725:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Ceac
am1,26365:up|Sfrp2,20319:up|Col5al,12831:down

regulation of
multicellular
organismal
development

GO:20
00026

1.58E-16

5.98E-14

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|LoxI2,94
352:down|Plk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:downl|ll1rn,16181:up|Adipoq,
11450:up|Bmp4,12159:upllgfl,16000:up|Crabp2,12904:down|Tgfb2,21808:down|Hpse,15442:up|Fgfr2,14
183:up|F3,14066:up|Thbs2,21826:down|Cthrc1,68588:down|Prl2c2,18811:up|Efempl,216616:up|Dpysl|3,2
2240:down|Aspn,66695:down|Vdr,22337:down|Cxcl12,20315:up|Gas6,14456:up|Sfrp1,20377:up|Tgfbr3,21
814:up|Tfrc,22042:up|Ceacam1,26365:up|Sfrp2,20319:up|Rspo2,239405:up|Tnfrsf11b,18383:up|Col5a2,12
832:down|Ccl2,20296:up|Ednrb,13618:up|Mgp,17313:up|Sema7a,20361:down|Tnfrsf12a,27279:down|Gp
m6b,14758:up|Ddah1,69219:down|Ncam1,17967:down|Bmprla,12166:down|Wispl,22402:down|Ank,117
32:down|Ret,19713:up|Kitl,17311:up|Fam101b,76566:down|Lrrc17,74511:down|Lama2,16773:down|Ptk7,
71461:down|inhba,16323:down|Ccl3,20302:up|Ctla2a,13024:down|Srpx2,68792:down|Vegfa,22339:down|
Serpine2,20720:up|Adamts12,239337:down|Tnf,21926:up|Pparg,19016:up|Tmem176a,66058:up|Fgfrl,14
182:down|Hmox1,15368:up|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down]|
Col5a1,12831:downl|Errfil,74155:down|Tnfsf9,21950:up

positive regulation of
multicellular
organismal process

GO:00
51240

1.83E-16

6.55E-14

Adm,11535:up|FIrt2,399506:down|strp4, 203 /9:up|Cs,12266:up|Ankrdl,10/ /65:down|Cxscrl, 13051:down
|Lox12,94352:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Adipoq,11450:up|Bmp4,12159:u
p|lgfl,16000:up|Crabp2,12904:down|Tgfb2,21808:down|Hpse,15442:up|Fgfr2,14183:up|F3,14066:up|Thb
s2,21826:down|Clecde,56619:up|Cthrcl1,68588:down|Htr2b,15559:down|Prl2c2,18811:up|Dpysl3,22240:d
own|Vdr,22337:down|Cxcl12,20315:up|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|C1qtnf3,8179
9:down|Tfrc,22042:up|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up|Ly9,17085:up|Ccl2,20296:up|E
dnrb,13618:up|Figf,14205:up|Mmp13,17386:up|Sema7a,20361:down|Tnfrsf12a,27279:down|Gpm6b,1475
8:up|Ddah1,69219:down|Clec4n,56620:up|Postn,50706:down|Ncam1,17967:down|Bmprla,12166:down|
Wisp1,22402:down|Ccl4,20303:up|Ret,19713:up|Plpp3,67916:uplKitl,17311:up|ll1ri1,17082:down|Ptk7,714
61:down|Inhba,16323:down|Ccl3,20302:up|Plat,18791:down|Srpx2,68792:down|Vegfa,22339:down|Serpin
€2,20720:up|lgf2,16002:up|Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15
368:up|Lpl,16956:up|Has2,15117:down|Sulfl,240725:down|Ptgs2,19225:down|Grem1,23892:up|Tnfsf9,21
950:upn




system development

GO:00
48731

3.61E-16

1.22E-13

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|Firt2,399558:down|Tmem176b,65963:up|Hpgd,15446:
up|PIxnd1,67784:up|C3,12266:up|Ankrd1,107765:down|Serpinh1,12406:down]|Lyl1,17095:up|Cx3cr1,1305
1:down|lbsp,15891:up|Cd109,235505:down|LoxI2,94352:down]|PIk2,20620:down]|LoxI3,16950:down|Trf,22
041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226778:up|Stc1,20855:up|Col8
al,12837:down|lgf1,16000:up|Adipoq,11450:up|Bmp4,12159:up|Crabp2,12904:down|Tgfb2,21808:down|
Hpse, 15442:up|F3,14066:up|Fgfr2,14183:up|Thbs2,21826:down|Clecde,56619:up|Cthrc1,68588:down|Htr2
b,15559:down|Prl2c2,18811:up|Efempl,216616:up|Gjb5,14622:down|Dpysl3,22240:down|Aspn,66695:do
wn|Ninj1,18081:up|Vdr,22337:down|Cxcl12,20315:up|Mmp2,17390:down|Slc40a1,53945:up|Gas6,14456:u
p|Egfr,13649:down|Col11al,12814:down]|Alpl,11647:up|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|C
eacam1,26365:up|Sfrp2,20319:up|Rspo2,239405:up|Fam20a,208659:down|Cdsn,386463:up|Npnt,114249:
up|Tnfrsf11b,18383:up|Col5a2,12832:down|Ly9,17085:up|Aldh1a2,19378:up|Ccl2,20296:up|Pdgfc,54635:
down|Ednrb,13618:up|Figf,14205:up|Mgp,17313:up|Mmp13,17386:up|Sema7a,20361:down|Epasl,13819:
up|Tnfrsfl12a,27279:down|Uchl5,56207:up|Gpm6b,14758:up|Ddah1,69219:down|Shroom4,208431:down|
Postn,50706:down|Cdo1,12583:up|Ncam1,17967:down|Bmprla,12166:down|Ccl12,20293:up|Wispl,2240
2:down|Chst11,58250:down|Ank,11732:down|Tnc,21923:down|Ret,19713:up|Prg4,96875:down|Vegfb,223
40:up|Aldh1a3,56847:down|Plpp3,67916:up|Kitl,17311:up|Fam101b,76566:down|Lrrc17,74511:down|Lam
a2,16773:down|Hp,15439:up|Ptk7,71461:down|Inhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Ctla
2a,13024:down|Srpx2,68792:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up]Adamts12,23
9337:down|Nxn,18230:down|lgf2,16002:up|Anpep,16790:up|Pparg,19016:up|Tnf,21926:up|Tmem176a,66
058:up|Colla2,12843:down|Fgfrl,14182:down|Has2,15117:down|Hmox1,15368:up|Sulf1,240725:down|Cd
4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Pcdh19,279653:down|Tbx15,21384:
down|Col5a1,12831:down|Mcoln3,171166:up|Errfil,74155:down|Enppl,18605:down|Tnfsf9,21950:up

positive regulation of
intracellular signal
transduction

GO:19
02533

5.89E-16

1.86E-13

Igfbp4,16010:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Sema7a,20361:down|Ankr
d1,107765:down|Clec4n,56620:up|lgfbp3,16009:up|Plk2,20620:down|Akrlc18,105349:up|Trf,22041:up|Cd
24a,12484:down|Ncam1,17967:down|Wntb5a,22418:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|A
dipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14
183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Ccl3,20302:up|Crlf1,12
931:down|Vegfa,22339:down|Htr2a,15558:down|Igf2,16002:up|Gas6,14456:up|Tnf,21926:up|Lmcd1,3093

7:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|C1lqtnf3,81799:down|Cd4,12504:up|Ptgs2,192

25:down|Grem1,23892:up|Col3al,12825:down|Ccl8,20307:up|Ceacam1,26365:up|Npnt,114249:up|Tnfrsfl
1b,18383:up

regulation of cell
migration

GO:00
30334

6.14E-16

1.86E-13

FIrt2,399558:down|PIxnd1,67784:up|Ccl2,20296:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:dow
n|Postn,50706:down|Cx3crl,13051:down|Igfbp3,16009:up|Cxcl14,57266:down|Wnt5a,22418:down|Bmprl
a,12166:down|Ccl12,20293:up|Stc1,20855:up]ll1rn,16181:up|Ccl4,20303:up|Adipoqg,11450:up|Bmp4,1215
9:up|lgfl,16000:up|Cxcl9,17329:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,6 7916:up|F3,14066:up|Kitl,173
11:up|Prl2c2,18811:up|Lama2,16773:down|Efempl,216616:up|Dpysl3,22240:down|Srpx2,68792:down|Cxc
112,20315:up|Vegfa,22339:down|Mmp2,17390:down|Lrrc15,74488:down|Gas6,14456:up|Egfr,13649:down
|Fgfrl,14182:down|Sfrp1,20377:up|Has2,15117:down|Sulf1,240725:down|Tgfbr3,21814:up|Ptgs2,19225:.d
own|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,20319:up

cellular response to
chemical stimulus

GO:00
70887

6.60E-16

1.91E-13

Fstl3,83554:downl|FIrt2,399558:down|Hpgd,15446:up|Ankrd1,107765:down|Gstt1,14871:up|Cx3crl,13051:
downllbsp,15891:up|Cd109,235505:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484:down|Mme,173
80:up|Wntb5a,22418:down|ll1rn,16181:up|lgfl,16000:up|Adipoq,11450:up|Bmp4,12159:up|Cxcl9,17329:up
[Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|F3,14066:up|Htr2b,15559:down|Ccl6,20305:up|Aspn,6
6695:down|Saa3,20210:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Mmp2,17390:down|Slc40a
1,53945:up|Gas6,14456:up|Egfr,13649:down|Alpl,11647:up|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:u
p|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Gstm1,14862:up|Npnt,114249:up|Mt1,17748:up|Col5
a2,12832:down|Mrc1,17533:up|Aldh1a2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb
,13618:up|Figf,14205:up]Ifit3,15959:up|Epasl,13819:up|Htra3,78558:down|Postn,50706:down|Hvcn1,7409
6:up|Akrlc18,105349:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Chst11,58250:down|Ret,197
13:up|Sdf211,64136:up]lfitl,15957:up|Creb311,26427:.down|Hp,15439:up|Ccl9,20308:up|Ptk7,71461:down||
nhba,16323:down|Ccl3,20302:up|Vegfa,22339:down|Adamts12,239337:down|Lrrc15,74488:down|lgf2,16
002:up|Pparg,19016:up|Tnf,21926:up|Colla2,12843:down|Fgfrl,14182:down|Hmox1,15368:up|Has2,1511
7:down|Sulf1,240725:down|Grem1,23892:up|Col3al,12825:down|Enppl,18605:down

regulation of cell
motility

GO:20
00145

9.10E-16

2.51E-13

FIrt2,399558:down|PIxnd1,67784:up|Ccl2,20296:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:dow
n|Postn,50706:down|Cx3crl,13051:down|lgfbp3,16009:up|Trf,22041:up|Cxcl14,57266:down|Wnt5a,22418
:down|Bmprla,12166:down|Ccl12,20293:up|Stc1,20855:up|ll1rn,16181:up|Ccl4,20303:up|Adipoqg,11450:u
p|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|F3,140
66:up|Kitl,17311:up|Prl2c2,18811:up|Lama2,16773:down|Efempl,216616:up|Dpysl|3,22240:down|Srpx2,68
792:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Lrrc15,74488:down|Gas6,14456:up|Egf
r,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Has2,15117:down|Sulf1,240725:down|Tgfbr3,21814:up|P
tgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,20319:up

organ morphogenesis

GO:00
09887

1.10E-15

2.78E-13

Col5a2,12832:down|FIrt2,399558:down|PIxnd1,67784:up|Aldhla2,19378:up|Pdgfc,54635:down|Mmp13,1

7386:up|Ankrd1,107765:down|Serpinh1,12406:down|Uchl5,56207:up|Wnt5a,22418:down|Bmprla,12166:

down|Stc1,20855:up|Col8al,12837:down|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tnc,21923:d

own|Tgfb2,21808:down|Aldh1a3,56847:down|Fgfr2,14183:up|Fam101b,76566:down|Cthrc1,68588:down|

Htr2b,15559:down|Ptk7,71461:down|Inhba,16323:down|Bnc2,242509:down|Aspn,66695:down|Vdr,22337:
down|Vegfa,22339:down|Mmp2,17390:down|lgf2,16002:up|Slc40al,53945:up|Tnf,21926:up|Colla2,1284

3:down|Alpl,11647:up|Colllal,12814:down|Egfr,13649:down|Fgfr1,14182:down|Sfrp1,20377:up|Has2,151
17:down|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|S
frp2,20319:up|Tbx15,21384:down|Col5al,12831:down|Rspo2,239405:up|Fam20a,208659:down|Tnfrsf11b,
18383:up|Npnt,114249:up|Cdsn,386463:uplErrfil,74155:down




circulatory system
development

GO:00
72359

1.15E-15

2.78E-13

Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|Plxnd1,67784:up|Ccl2,20296:up|Aldh1a2,19378:up|C3,

12266:up|Figf,14205:up|Mmp13,17386:up|Epasl,13819:up|Ankrd1,107765:down|Tnfrsf12a,27279:down|D
dah1,69219:down|Lyl1,17095:up|Cx3cr1,13051:down|LoxI2,94352:down|Ncam1,17967:down|Wnt5a,2241

8:down|Bmprla,12166:down|Ccl12,20293:up|Wisp1,22402:down|Col8al,12837:down|Bmp4,12159:up|lgf

1,16000:up|Tgfb2,21808:down|Vegfb,22340:up|Hpse,15442:up|Plpp3,67916:up|Fgfr2,14183:up|F3,14066:

up|Thbs2,21826:down|Htr2b,15559:down|Prl2c2,18811:up|Ptk7,71461:down|Srpx2,68792:down|Cxcl12,20
315:up|Vegfa,22339:down|Mmp2,17390:down|Nxn,18230:down|Anpep,16790:up|Colla2,12843:down|Fgf
r1,14182:down|Col11al,12814:down|Has2,15117:down|Hmox1,15368:up|Sulf1,240725:down|Tgfbr3,2181
4:up|Ptgs2,19225:down|Grem1,23892:up|Col3al1,12825:down|Ceacam1,26365:up|Sfrp2,20319:up|Col5al,
12831:down|Errfil,74155:down

cardiovascular system
development

GO:00
72358

1.15E-15

2.78E-13

Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|PIxnd1,67784:up|Ccl2,20296:up|Aldh1a2,19378:up|C3,

12266:uplFigf,14205:up|Mmp13,17386:up|Epasl,13819:up|Ankrd1,107765:down|Tnfrsf12a,27279:down|D
dah1,69219:down|Lyl1,17095:up|Cx3cr1,13051:down|LoxI2,94352:down|Ncam1,17967:down|Wnt5a,2241

8:down|Bmprla,12166:down|Ccl12,20293:up|Wisp1,22402:down|Col8al,12837:down|Bmp4,12159:up|lgf

1,16000:up|Tgfb2,21808:down|Vegfb,22340:up|Hpse,15442:up|Plpp3,67916:up|Fgfr2,14183:up|F3,14066:

up|Thbs2,21826:down|Htr2b,15559:down|Prl2c2,18811:up|Ptk7,71461:down|Srpx2,68792:down|Cxcl12,20
315:up|Vegfa,22339:down|Mmp2,17390:down|Nxn,18230:down|Anpep,16790:up|Colla2,12843:down|Fgf
r1,14182:down|Col11al1,12814:down|Has2,15117:down|Hmox1,15368:up|Sulf1,240725:down|Tgfbr3,2181
4:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,20319:up|Col5al,
12831:down|Errfil,74155:down

locomotion

GO:00
40011

1.19E-15

2.78E-13

FIrt2,399558:down|PIxnd1,67784:up|Cx3crl,13051:down|lgfbp3,16009:up|LoxI2,94352:down|Trf,22041:up
|Cxcl14,57266:down|Cd24a,12484:.down|Ceacam10,26366:up|Wnt5a,22418:down|Mark1,226778:up|Stcl,
20855:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:upllgfl,16000:up|Cxcl9,17329:up|Tgfb2,21808:do
wn|F3,14066:up|Cthrcl,68588:down|Htr2b,15559:down|Pri2c2,18811:up|Efempl,216616:up|Ccl6,20305:u
p|Dpysl|3,22240:down|Saa3,20210:up|Cxcr6,80901:down|Cxcl12,20315:up|Mmp2,17390:down|Gas6,1445
6:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up
|Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Figf,14205:up|Pdgfc,54635:down|Sema7a,20361:down|Sor
d,20322:up|Tnfrsf12a,27279:down|Postn,50706:down|Ptx3,19288:up|Ccl12,20293:up|Bmprla,12166:down
|Ccl4,20303:up|Ret,19713:up|Plpp3,67916:up|Kitl,17311:up|Ccl9,20308:up|Lama2,16773:down|Ptk7,71461
:down|Ccl3,20302:up|Plat,18791:.down|Srpx2,68792:down|Vegfa,22339:down|Adamts12,239337.down|Lrr
¢15,74488:down|Tnf,21926:up|Fgfrl,14182:down|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:dow
n|Grem1,23892:up|Col3al,12825:down|Col5al,12831:down

extracellular matrix
organization

GO:00
30198

1.86E-15

4.18E-13

P4hal,18451:down|Col5a2,12832:down|FIrt2,399558:down|Mmp13,17386:up|Ltbp2,16997:down|Serpinh
1,12406:down|Gpm6b,14758:up|Postn,50706:down|lbsp,15891:up|Smoc?2,64074:down|Tnf,21926:up|LoxI
2,94352:down|Colla2,12843:down|Colllal,12814:down|Has2,15117:down|Sulf1,240725:down|Grem1,23
892:up|Col3al,12825:down|Sfrp2,20319:up|Pxdn,69675:down|Col5al,12831:down|Tgfb2,21808:down|Hp
se,15442:up|Tnfrsf11b,18383:up|Npnt,114249:up|Creb311,26427:down

extracellular structure
organization

GO:00
43062

2.11E-15

4.57E-13

P4hal,18451:down|Col5a2,12832:down|FIrt2,399558:down|Mmp13,17386:up|Ltbp2,16997:down|Serpinh
1,12406:down|Gpm6b,14758:up|Postn,50706:down|lbsp,15891:up|Smoc?2,64074:down|Tnf,21926:up|LoxI
2,94352:down|Colla2,12843:down|Colllal,12814:down|Has2,15117:down|Sulf1,240725:down|Grem1,23
892:up|Col3al,12825:down|Sfrp2,20319:up|Pxdn,69675:down|Col5al,12831:down|Tgfb2,21808:down|Hp
se,15442:up|Tnfrsf11b,18383:up|Npnt,114249:up|Creb311,26427:down

response to organic
substance

GO:00
10033

2.86E-15

5.99E-13

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|Ankrd1,107765:down|Cx3crl,13051:
downllbsp,15891:up|Cd109,235505:down|Cd24a,12484:down|Mme,17380:up|Wnt5a,22418:down|li1rn,1
6181:up|lgfl,16000:up|Adipoq,11450:up|Bmp4,12159:up|Cxcl9,17329:up|Tgfb2,21808:down|Ptgir,19222:
up|F3,14066:up|Fgfr2,14183:up|Htr2b,15559:down|Ccl6,20305:up|SIpi,20568:up|Aspn,66695:down|Saa3,2
0210:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Mmp2,17390:down|Pappa
,18491:down|Gas6,14456:up|Egfr,13649:down|Alpl,11647:up|Sfrp1,20377:up|Tgfbr3,21814:up|Ceacam1,2
6365:up|Ccl8,20307:up|Sfrp2,20319:up|Serpina3g,20715:up|Npnt,114249:up|Tnfrsf11b,18383:up|Col5a2,
12832:down|Mrc1,17533:up|Aldh1a2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,13
618:up|Figf,14205:up|lfit3,15959:up|Htra3,78558:down|Sord,20322:up|Postn,50706:down|Cdo1,12583:up|
Akr1c18,105349:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Chst11,5825
0:down|Gatm,67092:down|Ret,19713:up|Sdf211,64136:upllfit1,15957:up|Creb3I1,26427:down|Ccl9,20308:
up|Ptk7,71461:down|Inhba,16323:down|Ccl3,20302:up|Vegfa,22339:down|Adamts12,239337:downl|Lrrcl
5,74488:down|Igf2,16002:up|Pparg,19016:up|Tnf,21926:up|Colla2,12843:down|Glplr,14652:down|Fgfrl,
14182:down|Hmox1,15368:up|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|
Col3al,12825:down|Enppl,18605:down

blood vessel
morphogenesis

GO:00
48514

6.18E-15

1.21E-12

Adm,11535:up|Hpgd,15446:up|PIxnd1,67784:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Epasl,13819:u
p|Tnfrsf12a,27279:down|Ddah1,69219:down|Cx3cr1,13051:down|LoxI2,94352:down|Wnt5a,22418:down|
Bmprla,12166:down|Ccl12,20293:up|Col8al,12837:down|Bmp4,12159:up|Tgfb2,21808:down|Vegfb,2234
O:up|Hpse,15442:up|Fgfr2,14183:up|F3,14066:up|Thbs2,21826:down|Prl2c2,18811:up|Srpx2,68792:down|
Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Anpep,16790:up|Fgfrl,14182:down|Hmox1,1536
8:up|Has2,15117:down|Sulf1,240725:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,
12825:down|Ceacam1,26365:up|Sfrp2,20319:up

regulation of
locomotion

GO:00
40012

6.75E-15

1.21E-12

FITTZ, 399558 0OWN[PTXNAL,67 784 UpP[CCIZ, 20296 Up[PAgTC, 54635 OWN[FIgT, I4ZUS Up[Sema 7a, Z036 L:aow
n|Postn,50706:down|Cx3crl,13051:down|lgfbp3,16009:up|Trf,22041:up|Ptx3,19288:up|Cxcl14,57266:dow
n|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|Stc1,20855:up|ll1rn,16181:up|Ccl4,20303:up|A
dipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67
916:up|F3,14066:up|Kitl,17311:up|Prl2c2,18811:up|Lama2,16773:down|Efemp1,216616:up|Dpysl3,22240:
down|Srpx2,68792:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Lrrc15,74488:down|Gas
6,14456:up|Egfr,13649:down|Fgfrl,14182:down|Has2,15117:down|Sfrp1,20377:up|Sulfl,240725:down|Tgf
br3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,20319:u

n




positive regulation of
cell proliferation

GO:00
08284

6.77E-15

1.21E-12

Adm,11535:up|Ccl2,20296:up|Aldh1a2,19378:up|Pdgfc,54635:down|Figf,14205:up|Ednrb,13618:up|Cx3cr

1,13051:down|Akr1c18,105349:up|Trf,22041:up|Cd24a,12484:down|Ncam1,17967:down|Wnt5a,22418:do
wn|Bmprla,12166:down|Wisp1,22402:down|Bmp4,12159:up|lgf1,16000:up|Tnc,21923:down|Tgfb2,21808
:down|Hpse, 15442:up|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Cthrc1,68588:down|Htr2b,15559:down|P
rl2c2,18811:up|Efemp1,216616:up|Fabp4,11770:up|Crlf1,12931:down|Cxcl12,20315:up|Vegfa,22339:dow

n|Htr2a,15558:down|Mmp2,17390:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|F
gfr1,14182:down|Egfr,13649:down|Has2,15117:down|Hmox1,15368:up|Sfrp1,20377:up|Cd4,12504:up|Tgf
br3,21814:up|Ptgs2,19225:down|Tfrc,22042:up|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Tnfsf
9,21950:up

anatomical structure
morphogenesis

GO:00
09653

8.91E-15

1.55E-12

Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|PIxnd1,67784:up|C3,12266:up|Ankrd1,107765:down|S
erpinh1,12406:down|Cx3crl1,13051:down|Cd109,235505:down|LoxI2,94352:down|LoxI3,16950:down|Wnt
5a,22418:down|Stc1,20855:up|ll1rn,16181:up|Col8al,12837:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,
16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:down|Hpse, 15442:up|Fgfr2,14183:up|F3,1406
6:up|Thbs2,21826:down|Cthrc1,68588:down|Htr2b,15559:down|Prl2c2,18811:up|Gjb5,14622:down|Aspn,
66695:down|Ninj1,18081:up|Vdr,22337:down|Cxcl12,20315:up|Mmp2,17390:down|SIc40al,53945:up|Egfr
,13649:down|Col11al1,12814:down|Alpl, 1164 7:up|Sfrp1,20377:up|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl
8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Fam20a,208659:down|Cdsn,386463:up|Npnt,114249:up|Tnf
rsf11b,18383:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:up|Pdgfc,54635:down|Figf,14205:up|
Mgp,17313:up|Mmp13,17386:up|Sema7a,20361.down|Epasl,13819:up|Tnfrsf12a,27279:down|Uchl5,562
07:up|Ddah1,69219:down|Postn,50706:down|Ccl12,20293:up|Bmprla,12166:down|Chst11,58250:down|T
nc,21923:down|Ret,19713:up|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Fam101b,76566:dow
n|Lama2,16773:down|Ptk7,71461:down|Inhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Srpx2,6879
2:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|Igf2,16002:up|Anpep,16790:up|T
nf,21926:up|Colla2,12843:down|Fgfrl,14182:down|Hmox1,15368:up|Has2,15117:down|Sulf1,240725:do
wn|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825.down|Thx15,21384:down|Col5al1,12831:down|Errfi
1,74155:down

positive regulation of
response to stimulus

GO:00
48584

9.66E-15

1.61E-12

[gfbp4,16010:up[Strp4,20379:up|C3,12266:up[Ankrd1,107765:down(igfbp3,16009:up[PIkZ2,20620:down][Tr
,22041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipog,11450:up|
Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Tgfb2,21808:down|Hpse, 15442:up|Ptgir,19222:up|Fgfr2,14
183:up|F3,14066:up|Htr2b,15559:down|Ccl6,20305:up|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:dow
n|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,2181
4:up|C1rb,667277:up|Tfrc,22042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|
Npnt,114249:up|Tnfrsf11b,18383:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Figf,14205:up|Sema
7a,20361:down|Tnfrsf12a,27279:down|Clec4n,56620:up|Akr1c18,105349:up|Ncam1,17967:down|Ccl12,20
293:up|Bmprla,12166:down|Ccl4,20303:up|C1s2,317677:up|Aldh1a3,56847:down|Plpp3,67916:up|Kitl, 17
311:up]ll1rl1,17082:down|Ccl9,20308:up|Inhba,16323:down|Ccl3,20302:up|C1s1,50908:up|Crlf1,12931:do
wn|Vegfa,22339:down|Igf2,16002:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,14182:down|Hmox1,15368:up|
Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Serpingl1,122
58:un

tissue development

GO:00
09888

9.81E-15

1.61E-12

Adm,11535:up|PIxnd1,67784:up|Sfrp4,20379:up|Ankrd1,107765:down|Serpinh1,12406:down|lbsp,15891:
up|Cd109,235505:down|LoxI2,94352:down|LoxI3,16950:down|Wnt5a,22418:down|Stc1,20855:up|Adipoq,
11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Hpse,15442:up|Fgfr2,14183:up|Cthrcl,68588:
down|Htr2b,15559:down|Efemp1,216616:up|Gjb5,14622:down|Aspn,66695:down|Ninj1,18081:up|Vdr,223
37:down|Cxcl12,20315:up|Mmp2,17390:down|Slc40al1,53945:up|Gas6,14456:up|Egfr,13649:down|Collla
1,12814:down|Sfrp1,20377:up|Tgfbr3,21814:up|Ceacaml,26365:up|Sfrp2,20319:up|Rspo2,239405:up|Fa
m20a,208659:down|Npnt,114249:up|Col5a2,12832:down|Aldh1a2,19378:up|Ednrb,13618:up|Mgp,17313:
up|Mmp13,17386:up|Sema7a,20361:down|Gpm6b,14758:up|Postn,50706:down|Ncam1,17967:down|Bmp
rla,12166:down|Wisp1,22402:down|Chst11,58250:down|Ank,11732:down|Tnc,21923:down|Ret,19713:up|
Aldh1a3,56847:down|Kitl,17311:up|Fam101b,76566:down|Lrrc17,74511:down|Ptk7,71461:down|Inhba,16
323:down|Bnc2,242509:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337
:down|Tnf,21926:up|Pparg,19016:up|Fgfrl,14182:down|Has2,15117:down|Sulf1,240725:down|Ptgs2,1922
5:down|Grem1,23892:up|Col3al,12825:down|Mcoln3,171166:up|Col5al,12831:down|Errfil,74155:down]|
Enpp1,18605:down

regulation of cellular
component movement

GO:00
51270

1.02E-14

1.63E-12

FITTZ,399558 0OWN[PTXNAL,67 784 UP[CCIZ, ZUZI0 UP[POQTC, 54635 GOWNFIgT, L4205 Up[Sema 7a,2036 L 00w
n|Postn,50706:down|Cx3crl,13051:down|Igfbp3,16009:up|Trf,22041:up|Cxcl14,57266:down|Wnt5a,22418
:down|Bmprla,12166:down|Ccl12,20293:up|Stc1,20855:up|ll1rn,16181:up|Ccl4,20303:up|Adipog,11450:u
p|Bmp4,12159:upllgfl,16000:up|Cxcl9,17329:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|F3,140
66:up|Kitl,17311:up|Prl2c2,18811:up|Lama2,16773:down|Efemp1,216616:up|Dpysl3,22240:down|Srpx2,68
792:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Lrrc15,74488:down|Gas6,14456:up|Fx
yd1,56188:up|Egfr,13649:down|Fgfrl,14182:down|Has2,15117:down|Sfrp1,20377:up|Sulf1,240725:down|

Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,2031
Q-1n

immune response

GO:00
06955

1.07E-14

1.67E-12

Clec2d,93694:up|Adm,11535:up|Ly9,17085:up|Mrcl,17533:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|
Ifit3,15959:up|Sema7a,20361:down|Clec4n,56620:up|Cx3crl,13051:down|Enpp3,209558:down|Ptx3,1928

8:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|Cc
14,20303:up|Cxcl9,17329:up|Oasl1,231655:up|Prg4,96875:down|Tgfb2,21808:down|C1s2,317677:up|lfitl,1
5957:up]ll1rl1,17082:down|Clecde,56619:up|Ccl9,20308:up|Ccl6,20305:up|Slpi,20568:up|Ccl3,20302:up|C1
51,50908:up|Cxcl12,20315:up|Vegfa,22339:down|Phfl1a,219131:up|Mmp2,17390:down|Oas3,246727:up|l|
gf2,16002:up|Pparg,19016:up|Gasb,14456:up|Tnf,21926:up|HMox1,15368:up|Susd2,71733:up|Cd4,12504:
up|Tgfbr3,21814:up|Clrb,667277:up|Tfrc,22042:up|Col3al,12825:down|Ccl8,20307:up|Ceacam1,26365:u

p|Serpingl,12258:up|Serpina3g,20715:up|Tnfrsf11b,18383:up|Enppl,18605:down|Tnfsf9,21950:up




immune system
process

GO:00
02376

1.16E-14

1.72E-12

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|Tmem176b,65963:up|C3,12266:up|Lyl1,17095:up|Cx3c
r1,13051:down|Cd109,235505:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484.down|Wnt5a,22418:d
ownl|lgf1,16000:up|Adipog,11450:up|Bmp4,12159:up|Cxcl9,17329:up|Oasl1,231655:up|Tgfb2,21808:dow

n|Fgfr2,14183:up|Clecde,56619:up|Ccl6,20305:up|SIpi,20568:up|Cxcl12,20315:up|Phfl1a,219131:up|Mmp
2,17390:down|0as3,246727:up|Slc40al,53945:up|Gas6,14456:up|Sfrpl,20377:up|Tgfbr3,21814:up|Clrb,6
67277:up|Tfrc,22042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Serpina3g,20715:up|Tnfrsfllb,
18383:up|Ly9,17085:up|Mrcl,17533:up|Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Figf,14205:up|Amp

d3,11717:upllfit3,15959:up|Sema7a,20361:down|Epasl,13819:up|Clecdn,56620:up|Enpp3,209558:down|P
1x3,19288:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Prg4,96875.down|C1s2,3

17677:up|lfit1,15957:uplll1rl1,17082:down|Kitl,17311:up|Lrrc17,74511:down|Hp,15439:up|Ccl9,20308:up|!
nhba,16323:down|Ccl3,20302:up|Ctla2a,13024:down|C1s1,50908:up|Vegfa,22339:down|lgf2,16002:up|Pp
arg,19016:up|Tnf,21926:up|Tmem176a,66058:up|Lmcd1,30937:up|Hmox1,15368:up|Cd4,12504:up|Susd?2,
71733:up|Grem1,23892:up|Col3al,12825:down|Serpingl,12258:up|Enpp1,18605:down|Tnfsf9,21950:up

multicellular
organismal
development

GO:00
07275

1.43E-14

2.07E-12

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784:up|Sfrp4,20379:
up|Serpinh1,12406:down|Lyl1,17095:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:down|ll1rn,16181:
up|Bmp4,12159:up|Hpse,15442:up|Fgfr2,14183:up|Thbs2,21826:down|Htr2b,15559:down|Gjb5,14622:do
wn|Aspn,66695:down|Mmp2,17390:down|Slc40al,53945:up|Egfr,13649:down|Alpl,11647:up|Tfrc,22042:u
p|Rspo2,239405:up|Fam20a,208659:down|Cdsn,386463:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,2
0296:up|Ednrb,13618:up|Mmp13,17386:up|Tnfrsfl2a,27279:down|Uchl5,56207:up|Shroom4,208431:dow
n|Cdo1,12583:up|Csrp2,13008:down|Ncam1,17967:down|Chst11,58250:down|Tmeff1,230157:down|Vegf
b,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Lrrcl7,74511:down|Lama2,16773:down|Ptk7,71461:do
wn|Inhba,16323:down|Bnc2,242509:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Nxn,1
8230:down|Igf2,16002:up|Tnf,21926:up|Tmem176a,66058:up|Colla2,12843:down|Fgfrl,14182:down|Sulf
1,240725:down|Cd4,12504:up|Col3al,12825:down|Tbx15,21384:down|Enpp1,18605:down|Clec2d,93694:
up|Hpgd,15446:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|Trf,2204
1:up|LoxI3,16950:down|LoxI2,94352:down|Cxcl14,57266:down|Wnt5a,22418:down|Stc1,20855:up|Mark1,
226778:up|Col8al,12837:down|Adipoq,11450:up|lgfl,16000:up|Crabp2,12904:down|Tgfb2,21808:down|F
3,14066:up|Clecde,56619:up|Prl2c2,18811:up|Cthrcl,68588:down|Efemp1,216616:up|Dpysl|3,22240:down|
Ninj1,18081:up|Vdr,22337:down|Cxcl12,20315:up|Gas6,14456:up|Col11al,12814:down|Sfrpl,20377:up|T
gfbr3,21814:up|Tl11,21892:down|Ceacam1,26365:up|Sfrp2,20319:up|Tnfrsf11b,18383:up|Npnt,114249:up|
Ly9,17085:up|Mgp,17313:up|Figf,14205:up|Pdgfc,54635:down|Epasl,13819:up|Sema7a,20361:down|Gpm
6b,14758:up|Ddah1,69219:down|Postn,50706:down|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:d
own|Ank,11732:down|Tnc,21923:down|Ret, 19713:up|Sdf211,64136:up|Prg4,96875:down|Creb3l1,26427:d
ownl|Kitl,17311:up|Fam101b,76566:down|Hp,15439:up|Ccl3,20302:up|Ctla2a,13024:down|Srpx2,68792:do
wn]Adamts12,239337:down|Anpep,16790:up|Pparg,19016:up|HmMox1,15368:up|Has2,15117:down|Ptgs2,
19225:down|Grem1,23892:up|Pcdh19,279653:down|Mcoln3,171166:up|Col5al,12831:down|Errfil,74155:
down|Tnfsf9,21950:up

positive regulation of
signal transduction

GO:00
09967

147E-14

2.07E-12

Igfbp4,16010:up|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Sema7a,2

0361:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Clec4n,56620:up|lgfbp3,16009:up|Plk2,20620:do
wn|Akr1c18,105349:up|Trf,22041:up|Cd24a,12484:down|Ncam1,17967:down|Wnt5a,22418:down|Bmprla
,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:upllgfl,16000:

up|Tgfb2,21808:down|Hpse,15442:up|Aldh1a3,56847:down|Ptgir,19222:up|Fgfr2,14183:up|F3,14066:up|K
it,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Ccl3,20302:up|Crlf1,1293
1:down|Vegfa,22339:down|Htr2a,15558:down|Igf2,16002:up|Gas6,14456:up|Tnf,21926:up|Lmcd1,30937:u
p|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Sulf1,240725:down|C1qtnf3,8179
9:down|Cd4,12504:up|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Ceacam

1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Tnfrsf11b,18383:up

regulation of cell
differentiation

GO:00
45595

1.54E-14

2.13E-12

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Sfrp4,20379:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:down|LoxI
2,94352:down|P1k2,20620:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484.down|Wnt5a,22418:down
|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:down|
Medag,70717:down|Fgfr2,14183:up|Cthrc1,68588:down|Prl2c2,18811:up|Efempl,216616:up|Dpysl3,2224
0:down|Vdr,22337:down|Cxcl12,20315:up|Htr2a,15558:down|Gas6,14456:up|Sfrp1,20377:up|Tgfbr3,2181
4:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up|Col5a2,12832:down|Ednrb,13618
:up|Sema7a,20361:down|Tnfrsf12a,27279:down|Postn,50706:down|Bmprla,12166:down|Wisp1,22402:do
wn|Ret,19713:up|Kitl,17311:up|Fam101b,76566:down|Lrrc17,74511:down|Ccl9,20308:up|Inhba,16323:do
wn|Ptk7,71461:down|Ccl3,20302:up|Ctla2a,13024:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12
,239337:down|Tmem176a,66058:up|Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Fgfrl,14182:down|
Lpl,16956:up|Has2,15117.down|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Col5al,12831.d
own|Enpp1,18605:down|Errfil,74155:down|Tnfsf9,21950:up

cellular response to
organic substance

GO:00
71310

1.76E-14

2.37E-12

Fstl3,83554:down|FIrt2,399558:down|Hpgd,15446:up|Ankrd1,107765:down|Cx3crl1,13051:down|lbsp,158
91:up|Cd109,235505:down|Cd24a,12484:down|Mme,17380:up|Wnt5a,22418:downl|ll1rn,16181:up|Adipo
0,11450:up|Bmp4,12159:up|lgf1,16000:up|Cxcl9,17329:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:
up|F3,14066:up|Htr2b,15559:down|Ccl6,20305:up|Aspn,66695:down|Saa3,20210:up|Vdr,22337:down|Fab
p4,11770:up|Cxcl12,20315:up|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:down|Alpl, 1164 7:up|Sfrpl,2
0377:up|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Npnt,114249:up|Col5a2,128
32:down|Mrc1,17533:up|Aldh1a2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Figf,14205:up|Pdgfc,54635:dow
n|Ifit3,15959:up|Htra3,78558:down|Akrl1c18,105349:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:u
p|Chst11,58250:down|Ret,19713:up|Sdf211,64136:up|lfit1,15957:up|Creb311,26427:down|Ccl9,20308:up]In
hba,16323:down|Ptk7,71461:down|Ccl3,20302:up|Vegfa,22339:down|Adamts12,239337:down|Igf2,16002:
up|Lrrc15,74488:down|Pparg,19016:up|Tnf,21926:up|Colla2,12843:down|Fgfrl,14182:down|Has2,15117:
down|Sulf1,240725:down|Grem1,23892:up|Col3al,12825:down|Enppl,18605:down




regulation of cell
proliferation

GO:00
42127

1.95E-14

2.57E-12

Adm,11555:up|strp4,203 /9:up|Lxscrl, 13051:downlligtops,1oU0Y:up|Cd10Y,255000:down| [ rt,2204 1:up|C
d24a,12484:down|Wnt5a,22418:down|Adipoq,11450:up|Bmp4,12159:up|Igfl,16000:up|Cxcl9,17329:up|T
gfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14183:up|F3,14066:up|Cthrcl,68588:down|Htr2b,1
5559:down|Prl2c2,18811:up|Efempl,216616:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,
15558:down|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,2
2042:up|Ceacaml,26365:up|Sfrp2,20319:up|Tnfrsfl11b,18383:up|Aldhla2,19378:up|Ccl2,20296:up|Ednrb,
13618:up|Figf,14205:up|Pdgfc,54635:down|Akrlc18,105349:up|Ncam1,17967:down|Ccl12,20293:up|Bmpr
1a,12166:down|Wisp1,22402:down|Chst11,58250:down|Tnc,21923:down|Prg4,96875:down|Kitl,17311:up|
[11r11,17082:down|Inhba,16323:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|lgf2,16002
:up|Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Has2,15117:do
wn|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Errfil,74155:down|Tnfsf9,2195

response to cytokine

GO:00
34097

2.24E-14

2.90E-12

QIIF{D,JENDDO.UUWH|IVIr(,1,1IDJJ.up|bLII,AUJUO.Up|k,LI TZUZIGUP[ATANIaZ, I93 78 UP[IS, I5ISIUP[ANKIOL,
107765:down|Cx3cr1,13051:down|Cd24a,12484:down|Mme,17380:up|Wnt5a,22418:down|Ccl12,20293:u
p[ll1m,16181:up|Ccl4,20303:up|Adipoq,11450:up|Cxcl9,17329:up|Ifit1,15957:up|F3,14066:up|Ccl9,20308:u
p|Ccl6,20305:up|Aspn,66695:down|Ccl3,20302:up|Saa3,20210:up|Fabp4,11770:up|Cxcl12,20315:up|Adam
1512,239337:down|Lrrc15,74488:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Sfrp1,20377:up|Ptgs
2,19225:down|Col3al,12825:down|Ccl8,20307:up|Ceacam1,26365:up|Serpina3g,20715:up|Npnt,114249:u

single-multicellular
organism process

GO:00
44707

2.89E-14

3.66E-12

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784:up|Sfrp4,20379:
up|Serpinh1,12406:down|Lyl1,17095:up|lgfbp3,16009:up]|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:d
own|Mme,17380:up|ll1rn,16181:up|Bmp4,12159:up|Hpse,15442:up|Fgfr2,14183:up|Thbs2,21826:down|Ht
r2b,15559:down|Gjb5,14622:down|Anxa8,11752:down|Aspn,66695:down|Mmp2,17390:down|SIc40al,53
945:up|Egfr,13649:down|Alpl,11647:up|Tfrc,22042:up|Sncg,20618:up|Rspo2,239405:up|Fam20a,208659:d
own|Cdsn,386463:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Ampd3,1171
7:up|Mmp13,17386:up|Tnfrsf12a,27279:down|Uchl5,56207:up|Clec4n,56620:up|Shroom4,208431:down|C
do1,12583:up|Csrp2,13008:down|Ncam1,17967:down|Ccl4,20303:up|Chst11,58250:down|Tmeff1,230157:
down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Mrc2,17534:down|Lrrc17,74511:down|Lama
2,16773:down|Ptk7,71461:down|Inhba,16323:down|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:do
wn|Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:down|lgf2,16002:up|Tmem176a,66058:up|Tnf,2192
6:up|Colla2,12843:down|Fxyd1,56188:up|Fgfrl,14182:down|Lpl,16956:up|Sulf1,240725:down|Cd4,12504:
up|Col3al,12825:down|Tbx15,21384:down|Serping1,12258:up|Enppl,18605:down|Clec2d,93694:up|Hpg
d,15446:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|LoxI2,94352:do
wn|Trf,22041:up|LoxI3,16950:down|Cxcl14,57266:down|Wnt5a,22418:down|Stc1,20855:up|Mark1,226778:
up|Col8al,12837:down|Adipoq,11450:up|lgfl,16000:up|Crabp2,12904:down|Tgfb2,21808:down|F3,14066
:up|Clecde,56619:up|Cthrcl,68588:down|Kngl,16644:up|Prl2c2,18811:up|Efempl,216616:up|Dpys|3,2224
0:down|Ninj1,18081:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Gas6,1445
6:up|Colllal,12814:down|Sfrpl,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Tll1,21892:down|Ceaca
m1,26365:up|Sfrp2,20319:up|Tnfrsfl1b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,20193:up|Ly
9,17085:up|Pdgfc,54635:down|Mgp,17313:up|Figf,14205:up|Epasl,13819:up|Slc29a1,63959:up|Sema7a,2
0361:down|Gpm6b,14758:up|Ddah1,69219:down|Postn,50706:down|Ccl12,20293:up|Bmprla,12166:dow
n|Wisp1,22402:down|Ank,11732:down|Tnc,21923:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|
Creb311,26427:down|Kitl,17311:up]ll1rl1,17082:down|Fam101b,76566:down|Hp,15439:up|Ccl3,20302:up|
Plat,18791:down|Ctla2a,13024:down|Srpx2,68792:down|Adamts12,239337:down|Anpep,16790:up|Pparg,
19016:up|Lmcdl,30937:up|Glplr,14652:down|Hmox1,15368:up|Has2,15117:down|Ptgs2,19225:down|Gre
m1,23892:up|Pcdh19,279653:down|Mcoln3,171166:up|Col5al,12831:down|Errfil,74155:down|Tnfsf9,219
50:up

positive regulation of
signaling

GO:00
23056

3.59E-14

4.36E-12

Igfbp4,16010:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up
|PIk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoq,11450:up|

Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14183:up|F3,1406

6:up|Htr2b,15559:down|Ccl6,20305:up|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:u
p|C1lqgtnf3,81799:down|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405
:up|Npnt,114249:up|Tnfrsf11b,18383:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Sema7a,20361:
down|Tnfrsf12a,27279:down|Clec4n,56620:up|Akr1c18,105349:up|Ncam1,17967:down|Ccl12,20293:up|B

mprla,12166:down|Ccl4,20303:up|Aldhl1a3,56847:down|Kitl,17311:up|Ccl9,20308:up|Lama2,16773:down|
Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|lgf2,16002:up|
Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Cd4,12504:up|Sulf
1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down

regulation of response
to wounding

GO:19
03034

3.88E-14

4.62E-12

Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Ednrb,13618:up|Sema7a,20361.down|Tnfrsf12a,27279:down|C
x3cr1,13051:down|Cd109,235505:down|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,20293:up|Ccl4,203
03:up|Adipoq,11450:up|Hpse,15442:up|Plpp3,67916:up|ll1rl1,17082:down|Kng1,16644:up|Ccl9,20308:up|
Ccl6,20305:up|Aoah,27052:up|Ccl3,20302:up|Ctla2a,13024.down|Fabp4,11770:up|Serpine2,20720:up|Ada
mts12,239337:down|Pparg,19016:up|Tnf,21926:up|Egfr,13649:down|C1qtnf3,81799:down|Ptgs2,19225:d
own|Ccl8,20307:up|Ceacam1,26365:up|Serping1,12258:up

positive regulation of
developmental process

GO:00
51094

4.00E-14

4.66E-12

Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Sema7a,20361:down|Ankrd1,107765:dow
n|Tnfrsf12a,27279:down|Gpm6b,14758:up|Ddah1,69219:down|Cx3cr1,13051:down|lgfbp3,16009:up|Lox!
2,94352:down|Trf,22041:up|Cd24a,12484.down|Ncam1,17967:down|Wnt5a,22418:down|Bmprla,12166:d
own|Wisp1,22402:down|Adipoq,11450:up|Bmp4,12159:up]|lgfl,16000:up|Crabp2,12904:down|Cxcl9,1732
9:up|Ret,19713:up|Tgfb2,21808:down|Hpse,15442:up|Medag,70717:down|Fgfr2,14183:up|F3,14066:up|Th
bs2,21826:down|Kitl,17311:up|Cthrc1,68588:down|Prl2c2,18811:up|Ptk7,71461:down|Inhba,16323:down|
Dpysl3,22240:down|Ccl3,20302:up|Vdr,22337:down|Srpx2,68792:down|Cxcl12,20315:up|Vegfa,22339:do
wn|Htr2a,15558:down|Serpine2,20720:up]|lgf2,16002:up|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Glp
1r,14652:down|Fgfrl,14182:down|Has2,15117:down|Lpl,16956:up|HmMox1,15368:up|Sfrp1,20377:up|Ptgs2
,19225:down|Tfrc,22042:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114
249:up|Tnfsf9,21950:up




response to chemical

GO:00
42221

4.49E-14

5.14E-12

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|PIxnd1,67784:up|Ankrd1,107765:do
wn|Gstt1,14871:up|Cx3crl,13051:down|lbsp,15891:up|Cd109,235505:down|LoxI2,94352:down|Trf,22041:
up|Cxcl14,57266:down|Cd24a,12484:down|Mme,17380:up|Wnt5a,22418:downl|ll1rn,16181:up]lgfl,16000:
up|Adipoq,11450:up|Bmp4,12159:up|Cxcl9,17329:up|Tgfb2,21808:down|Ptgir,19222:up|F3,14066:up|Fgfr
2,14183:up|Htr2b,15559:down|Ccl6,20305:up|SIpi,20568:up|Aspn,66695:down|Mt2,17750:up|Saa3,20210:
up|Vdr,22337:down|Cxcr6,80901:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Mmp2,1739
0:down|Pappa,18491:down|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Alpl,11647:up|Sfrpl,20377
:up|Tgfbr3,21814:up|Tfrc,22042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Gstm1,14862:up|Se
rpina3g,20715:up|Npnt,114249:up|Tnfrsf11b,18383:up|Mt1,17748:up|Col5a2,12832:down|Mrcl1,17533:up
|Aldh1a2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,13618:up|Figf,14205:up|lfit3,1
5959:up|Epasl,13819:up|Htra3,78558:down|Sord,20322:up|Postn,50706:down|Cdo1,12583:up|Hven1,740
96:up|Akrlcl8,105349:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Chstl
1,58250:down|Gatm,67092:down|Ret,19713:up|Sdf211,64136:uplfit1,15957:up|Creb3l1,26427:down|Lama
2,16773:down|Hp,15439:up|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:down|Ccl3,20302:up|Vegfa,223
39:down|Adamts12,239337:down|Lrrc15,74488:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Glplr,
14652:down|Colla2,12843:down|Fgfrl,14182:down|Has2,15117:down|Hmox1,15368:up|Sulf1,240725:do
wn|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Enppl,18605:down

cellular response to
cytokine stimulus

GO:00
71345

5.27E-14

5.92E-12

FIrt2,399558:down|Mrc1,17533:up|Ccl7,20306:up|Ccl2,20296:up|lfit3,15959:up|Ankrd1,107765:down|Cx3
crl,13051:down|Cd24a,12484:down|Mme,17380:up|Wntb5a,22418:down|Ccl12,20293:up|ll1rn,16181:up|C
cl4,20303:up|Adipoq,11450:up|Cxcl9,17329:up]lfit1,15957:up|F3,14066:up|Ccl9,20308:up|Ccl6,20305:up|C
¢l3,20302:up|Aspn,66695:down|Saa3,20210:up|Fabp4,11770:up|Cxcl12,20315:up]|Lrrcl5,74488:down|Ada
mts12,239337:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Sfrp1,20377:up|Ccl8,20307:up|Ceacam
1,26365:up|Npnt,114249:up

positive regulation of
MAPK cascade

GO:00
43410

6.21E-14

6.85E-12

Igfbp4,16010:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Sema7a,20361.down|lgfb

p3,16009:up|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20

303:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up|Kitl,17311:up|Htr2b,15559:down
|Ccl9,20308:up|Ccl6,20305:up|Ccl3,20302:up|Htr2a,15558:down|Vegfa,22339:down|lgf2,16002:up|Gas6,1

4456:up|Tnf,21926:up|Egfr,13649:down|Fgfrl,14182:down|C1qtnf3,81799:down|Ccl8,20307:up|Ceacaml,
26365:up|Tnfrsf11b,18383:up|Npnt,114249:up

positive regulation of
cell communication

GO:00
10647

6.62E-14

7.17E-12

Igfbp4,16010:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up
|PIk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoq,11450:up|

Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14183:up|F3,1406

6:up|Htr2b,15559:down|Ccl6,20305:up|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:u
p|C1lqtnf3,81799:down|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405
:up|Npnt,114249:up|Tnfrsf11b,18383:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Sema7a,20361:

down|Tnfrsf12a,27279:down|Clec4n,56620:up|Akr1c18,105349:up|Ncaml1,17967:down|Ccl12,20293:up|B

mprla,12166:down|Ccl4,20303:up|Aldhla3,56847:down|Kitl,17311:up|Ccl9,20308:up|Lama2,16773:down|
Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|lgf2,16002:up|
Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Cd4,12504:up|Sulf
1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down

regulation of response
to stimulus

GO:00
48583

8.58E-14

9.06E-12

Fstl3,83554:down|lgfbp4,16010:up|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|S
frp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:do
wn|Plk2,20620:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,1618
1:up|lgf1,16000:up|Adipoq,11450:up|Bmp4,12159:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:d
own|Hpse,15442:up|Ptgir,19222:up|F3,14066:up|Fgfr2,14183:up|Clecde,56619:up|Cthrcl,68588:down|Htr
2b,15559:down|Kng1,16644:up|Ccl6,20305:up|Aspn,66695:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,
15558:down|Phf11a,219131:up|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Clqt
nf3,81799:down|Tgfbr3,21814:up|C1lrb,667277:up|Tfrc,22042:up|Ceacaml,26365:up|Ccl8,20307:up|Sfrp2,
20319:up|Rsp0o2,239405:up|Npnt,114249:up|Tnfrsf11b,18383:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,546
35:down|Ednrb,13618:up|Figf,14205:up|Sema7a,20361:down|Htra3,78558:down|Tnfrsf12a,27279:down|Cl
ec4n,56620:up|Postn,50706:down|Akr1c18,105349:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,1216
6:down|Wisp1,22402:down|Ccl4,20303:up|Chst11,58250:down|Ret,19713:up|Sdf211,64136:up|C1s2,31767
7:up|Aldh1a3,56847:down|lfit1,15957:up|Plpp3,67916:up|Creb3l1,26427:downl|l1rl1,17082:downl|Kitl,173
11:up|Hp,15439:up|Ccl9,20308:up|Inhba,16323:down|Aoah,27052:up|Ccl3,20302:up|Ctla2a,13024:down|
Crlf1,12931:down|C1s1,50908:up|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|Lrrc15,7
4488:down|Nxn,18230:down|Igf2,16002:up|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Tnfrsf23,7920
1:down|Fgfr1,14182:down|Hmox1,15368:up|Sulfl,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem]1,
23892:up|Col3al,12825:down|Serpingl1,12258:up|Errfil,74155:down|Enppl,18605:down

response to stress

GO:00
06950

8.65E-14

9.06E-12

Clec2d,93694:up|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl
,13051:down|Cd109,235505:down|Ggt5,23887:up|LoxI2,94352:down|Trf,22041:up|Cd24a,12484:.down|W
nt5a,22418:down|ll1rn,16181:up|lgfl,16000:up|Adipoq,11450:up|Bmp4,12159:up|Cxcl9,17329:up|Oasl1,2
31655:up|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|F3,14066:up|Clecde,56619:up|Adamts4,2409
13:down|Kng1,16644:up|Ccl6,20305:up|Anxa8,11752:down|SIpi,20568:up|Mt2,17750:up|Ninj1,18081:up|S
aa3,20210:up|Cxcr6,80901:down|Pdia5,72599:down|Fabp4,11770:up|Cxcl12,20315:up|Nabp1,109019:do
wn|Mmp2,17390:down|0as3,246727:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:
down|C1rb,667277:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Pxdn,69675:down|Tnfrsf11b,18
383:up|Mt1,17748:up|Ly9,17085:up|Mrcl,17533:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednr
b,13618:up]lfit3,15959:up|Sema7a,20361:down|Epasl,13819:up|Tnfrsf12a,27279:down|Uchl5,56207:up|Cl
ecdn,56620:up|Hspb7,29818:up|Ptx3,19288:up|Akr1c18,105349:up|Ncam1,17967:down|Bmprla,12166:d
own|Ccl12,20293:up|Ccl4,20303:up|Tnc,21923:down|Ret,19713:up|C1s2,317677:up|Sdf211,64136:up|Ifitl,
15957:up|Plpp3,67916:up|Creb311,26427:down|ll1rl1,17082:down|Hp,15439:up|Ccl9,20308:up|Ptk7,71461
:down|Aoah,27052:up|Plat,18791:down|Ccl3,20302:up|Tfpi2,21789:down|Ctla2a,13024.down|C1s1,50908:
up|Plod2,26432:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|lgf2,16002:up|Ppar
g,19016:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Hmox1,15368:up|Cd4,12504:up|Ptgs2,1922
5:down|Col3al,12825:down|Col5al,12831:down|Serpingl,12258:uplErrfil,74155:down




movement of cell or
subcellular component

GO:00
06928

1.36E-13

1.38E-11

FIrt2,399558:down|PIxnd1,67784:up|Cx3cr1,13051:down|lgfbp3,16009:up|LoxI2,94352:down|Trf,22041:up
|Cxcl14,57266:down|Cd24a,12484:down|Ceacam10,26366:up|Wnt5a,22418:down|Mark1,226778:up|Stcl,
20855:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Tgfb2,21808:do
wn|F3,14066:up|Cthrcl,68588:down|Htr2b,15559:down|Prl2¢c2,18811:up|Efempl,216616:up|Ccl6,20305:u
p|Dpysl|3,22240:down|Saa3,20210:up|Cxcl12,20315:up|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:do
wn|Sfrp1,20377:up|Tgfbr3,21814:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Ccl2,20296:up|Ccl
7,20306:up|Ednrb,13618:up|Figf,14205:up|Pdgfc,54635:down|Sema7a,20361:down|Sord,20322:up|Tnfrsfl
2a,27279:down|Postn,50706:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Plp
p3,67916:uplKitl,17311:up|Ccl9,20308:up|Lama?2,16773:down|Ptk7,71461:down|Ccl3,20302:up|Plat,18791:
down|Srpx2,68792:down|Vegfa,22339:down|Adamts12,239337:down|Lrrc15,74488:down|Tnf,21926:up|Fx
yd1,56188:up|Fgfrl,14182:down|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:
up|Col3al,12825:down|Col5a1,12831:down

response to external
stimulus

GO:00
09605

1.37E-13

1.38E-11

Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx
3crl1,13051:down|Cd109,235505:down|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|Adipo
q,11450:up|lgf1,16000:up|Cxcl9,17329:up|Oasl1,231655:up|Tgfb2,21808:down|Hpse,15442:up|Ptgir,1922

2:up|Clecde,56619:up|Adamts4,240913:down|Kng1,16644:up|Ccl6,20305:up|SIpi,20568:up|Saa3,20210:up
|Vdr,22337:down|Cxcr6,80901:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Mmp2,17390:d

own|0as3,246727:up|Gas6,14456:up|Egfr,13649:down|Col11al,12814:down|C1qtnf3,81799:down|Tfrc,22
042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Npnt,114249:up|Tnfrsf11b,18383:up|Mrc1,1753
3:up|Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Figf,14205:up|Ifit3,15959:up|Sema7a,20361:down|Clec
4n,56620:up|Postn,50706:down|Ptx3,19288:up|Ccl12,20293:up|Ccl4,20303:up|Gatm,67092:down|Aldh1a3
,56847:down|Ifit1,15957:up|ll1rl1,17082:down|Ccl9,20308:up|Hp,15439:up|Lama2,16773:down|Aoah,2705
2:up|Ccl3,20302:up|Ctla2a,13024.down|Plod2,26432:down|Vegfa,22339:down|Serpine2,20720:up|Adamts
12,239337:down|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,14182:down|Hmox1,15368:up|Cd4
,12504:up|Ptgs2,19225:down|Grem1,23892:up|Serping1,12258:up

MAPK cascade

GO:00
00165

1.56E-13

1.55E-11

Igfbp4,16010:up|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Sema7a,2

0361:down|lgfbp3,16009:up|Dok2,13449:up|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,2
0293:up|li1lrn,16181:up|Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb
2,21808:down|Fgfr2,14183:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323
:down|Ccl3,20302:up|Vegfa,22339:down|Htr2a,15558:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|E

gfr,13649:down|Fgfr1,14182:down|Sfrp1,20377:up|C1qtnf3,81799:down|Ccl8,20307:up|Ceacam1,26365:u
p|Sfrp2,20319:up|Tnfrsf11b,18383:up|Npnt,114249:up|Errfil,74155:down

signal transduction by
protein
phosphorylation

GO:00
23014

1.74E-13

1.70E-11

Igfbp4,16010:up|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Sema7a,2

0361:down|lgfbp3,16009:up|Dok?2,13449:up|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,2
0293:up|li1lrn,16181:up|Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb
2,21808:down|Fgfr2,14183:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323
:down|Ccl3,20302:up|Vegfa,22339:down|Htr2a,15558:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|E

gfr,13649:down|Fgfr1,14182:down|Sfrp1,20377:up|C1qtnf3,81799:down|Ccl8,20307:up|Ceacam1,26365:u
p|Sfrp2,20319:up|Tnfrsf11b,18383:up|Npnt,114249:up|Errfil,74155:down

regulation of MAPK
cascade

GO:00
43408

2.11E-13

2.03E-11

Igfbp4,16010:up|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Sema7a,2
0361:down|lgfbp3,16009:up|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,20293:up|ll1rn,1

6181:up|Ccl4,20303:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:u
plKitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Ccl3,20302:up|Vegfa,
22339:down|Htr2a,15558:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Egfr,13649:down|Fgfrl,14182
:down|Sfrp1,20377:up|C1qtnf3,81799:down|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Tnfrsfllb,

18383:up|Npnt,114249:uplErrfil,74155:down

defense response

GO:00
06952

2.32E-13

2.20E-11

Clec2d,93694:up|Adm,11535:up|Ly9,17085:up|Mrcl,17533:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|
Ednrb,13618:up]Ifit3,15959:up|Sema7a,20361:down|Clec4n,56620:up|Cx3crl,13051:down|Ggt5,23887:up|
Ptx3,19288:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adip
0q,11450:up|Cxcl9,17329:up|Oasl1,231655:up|C1s2,317677:up|Ptgir,19222:upllfit1,15957:up|F3,14066:up|
[11r11,17082:down|Clec4e,56619:up|Adamts4,240913:down|Kng1,16644:up|Hp,15439:up|Ccl9,20308:up|C
¢16,20305:up|Aoah,27052:up|Slpi,20568:up|Ccl3,20302:up|Saa3,20210:up|Ctla2a,13024:down|Cxcr6,8090
1:down|C1s1,50908:up|Fabp4,11770:up|Mmp2,17390:down|Adamts12,239337:down|Oas3,246727:up|lgf
2,16002:up|Tnf,21926:up|Pparg,19016:up|Lmcd1,30937:up|Egfr,13649:down|Hmox1,15368:up|C1lqtnf3,81
799:down|Cd4,12504:up|Ptgs2,19225:down|C1rb,667277:up|Ceacam1,26365:up|Ccl8,20307:up|Serping1,
12258:up|Tnfrsf11b,18383:up

negative regulation of
multicellular
organismal process

GO:00
51241

242E-13

2.26E-11

Fstl3,83554:down|Col5a2,12832:down|Clec2d,93694:up|Adm,11535:up|Tmem176b,65963:up|Ccl2,20296:
up|Ednrb,13618:up|Cx3crl1,13051:down|Plk2,20620:down|Cd24a,12484:down|Wnt5a,22418:down|Bmprl
a,12166:down|Stc1,20855:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Prg4,96875:down|Tgfb2,21
808:down|Thbs2,21826:down|ll1rl1,17082:down|Fam101b,76566:down|Kngl,16644:up|Lrrc17,74511:dow
n|Efemp1,216616:up|inhba,16323:down|Dpysl3,22240:down|Aspn,66695:down|Vegfa,22339:down|Mmp?2
,17390:down|Serpine2,20720:up|Adamts12,239337:down|Anpep,16790:up|Pparg,19016:up|Gas6,14456:u
p|Tnf,21926:up|Tmem176a,66058:up|Fgfrl,14182:down|Sfrp1,20377:up|Hmox1,15368:up|Sulfl,240725:d
own|C1qtnf3,81799:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Ceac
am1,26365:up|Sfrp2,20319:up|Serping1,12258:up|Col5al1,12831:down|Rspo2,239405:up|Tnfrsf11b,18383:
up|Errfil,74155:down|Enpp1,18605:down




multicellular
organismal process

GO:00
32501

2.54E-13

2.33E-11

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784:up|Sfrp4,20379:
up|Serpinh1,12406:down|Lyl1,17095:up|lgfbp3,16009:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:d
own|Mme,17380:up|ll1rn,16181:up|Bmp4,12159:up|Hpse,15442:up|Fgfr2,14183:up|Thbs2,21826:down|Ht
r2b,15559:down|Gjb5,14622:down|Anxa8,11752:down|Aspn,66695:down|Mmp2,17390:down|Slc40al,53
945:up|Egfr,13649:down|Alpl,11647:up|Tfrc,22042:up|Sncg,20618:up|Rspo2,239405:up|Fam20a,208659:d
own|Cdsn,386463:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Ampd3,1171
7:.upMmp13,17386:up|Tnfrsf12a,27279:down|Uchl5,56207:up|Clec4n,56620:up|Shroom4,208431:down|C
do1,12583:up|Csrp2,13008:down|Ncam1,17967:down|Ccl4,20303:up|Chst11,58250:down|Tmeff1,230157:
down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Mrc2,17534:down|Lrrc17,74511:down|Lama
2,16773:down|Ptk7,71461:down|Inhba,16323:down|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:do
wn|Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:down|lgf2,16002:up|Tmem176a,66058:up|Tnf,2192
6:up|Colla2,12843:down|Fxyd1,56188:up|Fgfrl,14182:down|Lpl,16956:up|Sulfl,240725:down|Cd4,12504:
up|Col3al,12825:down|Tbx15,21384:down|Serping1,12258:up|Enppl,18605:down|Clec2d,93694:up|Hpg
d,15446:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|LoxI2,94352:do
wn|Trf,22041:up|LoxI3,16950:down|Cxcl14,57266:down|Wnt5a,22418:down|Stc1,20855:up|Mark1,226778:
up|ColB8al,12837:down|Adipoqg,11450:up|lgfl,16000:up|Crabp2,12904:down|Tgfb2,21808:down|F3,14066
:up|Clecde,56619:up|Cthrcl,68588:down|Kng1,16644:up|Prl2c2,18811:up|Efempl,216616:up|Dpys|3,2224
0:down|Ninj1,18081:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Gas6,1445
6:up|Coll1al,12814:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Tgfbr3,21814:up|Tll1,21892:down|Ceaca
m1,26365:up|Sfrp2,20319:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,20193:up|Ly
9,17085:up|Pdgfc,54635:down|Mgp,17313:up|Figf,14205:up|Epasl,13819:up|Sic29a1,63959:up|Sema7a,2
0361:down|Gpm6b,14758:up|Ddah1,69219:down|Postn,50706:down|Akrl1c18,105349:up|Ccl12,20293:up|
Bmprla,12166:down|Wisp1,22402:down|Ank,11732:down|Tnc,21923:down|Ret,19713:up|Prg4,96875:do
wn|Sdf211,64136:up|Creb311,26427:down|Kitl,17311:up|ll1rl1,17082:down|Fam101b,76566:down|Hp,1543
9:up|Ccl3,20302:up|Plat,18791:down|Ctla2a,13024:down|Srpx2,68792:down|Adamts12,239337:down|Anp
ep,16790:up|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Hmox1,15368:up|Has2,15117:down|Ptg
$2,19225:down|Grem1,23892:up|Pcdh19,279653:down|Mcoln3,171166:up|Col5al,12831:down|Errfil,741
55:down|Tnfsf9,21950:up

single-organism
developmental process

GO:00
44767

3.14E-13

2.85E-11

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784:up|Sfrp4,20379:
up|Serpinh1,12406:down|Lyl1,17095:up|lgfbp3,16009:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:d
ownl|ll1rn,16181:up|Bmp4,12159:up|Hpse,15442:up|Medag,70717:down|Fgfr2,14183:up|Thbs2,21826:do
wn|Htr2b,15559:down|Gjb5,14622:down|Aspn,66695:down|Mmp2,17390:down|Slc40a1,53945:up|Egfr,13
649:down|Alpl,11647:up|Tfrc,22042:up|Ccl8,20307:up|Rspo2,239405:up|Fam20a,208659:down|Cdsn,3864
63:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:up|Tnfrsf12a,
27279:down|Uchl5,56207:up|Shroom4,208431:down|Cdo1,12583:up|Csrp2,13008:down|Ncam1,17967:do
wn|Chst11,58250:down|Tmeff1,230157:down|Vegfb,22340:up|Aldhl1a3,56847:down|Plpp3,6 7916:up|Mrc
2,17534:downl|Lrrcl7,74511:down|Lama2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:dow
n|Bnc2,242509:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:down|lgf2,1600
2:up|Tnf,21926:up|Tmem176a,66058:up|Colla2,12843:down|Fgfrl,14182:down|Lpl,16956:up|Sulfl,24072
5:down|Cd4,12504:up|Col3al,12825:down|Tbx15,21384:down|Enppl,18605:down|Clec2d,93694:up|Hpg
d,15446:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|LoxI2,94352:do
wn|Trf,22041:up|LoxI3,16950:down|Cxcl14,57266:down|Wnt5a,22418:down|Stc1,20855:up|Mark1,226778:
up|Col8al,12837:down|Adipoq,11450:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808
:down|F3,14066:up|Clecde,56619:up|Prl2c2,18811:up|Cthrcl,68588:down|Efempl,216616:up|Dpysl3,2224
0:down|Ninj1,18081:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Gas6,1445
6:up|Col11al,12814:down|Sfrpl,20377:up|Tgfbr3,21814:up|Tl11,21892:down|Ceacam1,26365:up|Sfrp2,20
319:up|Tnfrsf11b,18383:up|Npnt,114249:up|Ly9,17085:up|Mgp,17313:up|Figf,14205:up|Pdgfc,54635:dow
n|Epasl,13819:up|Sema7a,20361:down|Gpm6b,14758:up|Ddah1,69219:down|Postn,50706:down|Ccl12,2
0293:up|Bmprla,12166:down|Wispl,22402:down|Ank,11732:down|Tnc,21923:down|Ret,19713:up|Prg4,9
6875:down|Sdf211,64136:up|Creb3I1,26427:down|Kitl,17311:up|Fam101b,76566:down|Hp,15439:up|Ccl3,
20302:up|Ctla2a,13024:down|Srpx2,68792:down|Prelp,116847:up|Adamts12,239337:down|Anpep,16790:
up|Pparg,19016:up|Glplr,14652:down|Hmox1,15368:up|Has2,15117:down|Ptgs2,19225:down|Grem1,238
92:up|Pcdh19,279653:down|Mcoln3,171166:up|Col5al,12831:down|Errfil,74155:down|Tnfsf9,21950:up

developmental process

GO:00
32502

7.43E-13

6.63E-11

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784:up|Sfrp4,20379:
up|Serpinh1,12406:down|Lyl1,17095:up|lgfbp3,16009:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:d
ownlll1rn,16181:up|Bmp4,12159:up|Hpse,15442:up|Medag,70717:down|Fgfr2,14183:up|Thbs2,21826:do
wn|Htr2b,15559:down|Gjb5,14622:down|Aspn,66695:down|Mmp2,17390:down|Slc40a1,53945:up|Egfr,13
649:down|Alpl,11647:up|Tfrc,22042:up|Ccl8,20307:up|Rspo2,239405:up|Fam20a,208659:down|Cdsn,3864
63:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:up|Tnfrsf12a,
27279:down|Uchl5,56207:up|Shroom4,208431:down|Cdo1,12583:up|Csrp2,13008:down|Ncam1,17967:do
wn|Chst11,58250:down|Tmeff1,230157:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,6 7916:up|Mrc
2,17534:downl|Lrrcl17,74511:down|Lama2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:dow
n|Bnc2,242509:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:down|lgf2,1600
2:up|Tnf,21926:up|Tmem176a,66058:up|Colla2,12843:down|Fgfrl,14182:down|Lpl,16956:up|Sulf1,24072
5:down|Cd4,12504:up|Col3al,12825:down|Tbx15,21384:down|Enpp1,18605:down|Clec2d,93694:up|Hpg
d,15446:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|LoxI2,94352:do
wn|Trf,22041:up|LoxI3,16950:down|Cxcl14,57266:down|Wnt5a,22418:down|Stc1,20855:up|Mark1,226778:
up|Col8al,12837:down|Adipoq,11450:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808
:down|F3,14066:up|Clecde,56619:up|Prl2c2,18811:up|Cthrcl,68588:down|Efemp1,216616:up|Dpysl3,2224
0:down|Ninj1,18081:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Gas6,1445
6:up|Colllal,12814:down|Sfrpl,20377:up|Tgfbr3,21814:up|Tl11,21892:down|Ceacam1,26365:up|Sfrp2,20
319:up|Tnfrsf11b,18383:up|Npnt,114249:up|Ly9,17085:up|Mgp,17313:up|Figf,14205:up|Pdgfc,54635:dow
n|Epas1,13819:up|Sema7a,20361:down|Gpm6b,14758:up|Ddah1,69219:down|Postn,50706:down|Ccl12,2
0293:up|Bmprla,12166:down|Wisp1,22402:down|Ank,11732:down|Tnc,21923:down|Ret,19713:up|Prg4,9
6875:down|Sdf211,64136:up|Creb311,26427:down|Kitl,17311:up|Fam101b,76566:down|Hp,15439:up|Ccl3,
20302:up|Ctla2a,13024:down|Srpx2,68792:down|Prelp,116847:up|Adamts12,239337:down|Anpep,16790:
up|Pparg,19016:up|Glplr,14652:down|Hmox1,15368:up|Has2,15117:down|Ptgs2,19225:down|Grem1,238
92:up|Pcdh19,279653:down|Mcoln3,171166:up|Col5al,12831:downl|Errfil,74155:down|Tnfsf9,21950:up




cell proliferation

GO:00
08283

7.85E-13

6.91E-11

Igfbp4,16010:up|Adm,11535:up|Sfrp4,20379:up|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:dow
n|LoxI2,94352:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Stc1,20855:up|Col8al,12837:d
own|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Tgfb2,21808:down|Hpse,15442:up|
Ptgir,19222:up|Fgfr2,14183:up|F3,14066:up|Cthrcl1,68588:down|Htr2b,15559:down|Prl2c2,18811:up|Efem
p1,216616:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Mmp2,17390:down|
Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Ceacam1,26365:up|Sfrp2
,20319:up|Tnfrsf11b,18383:up|Aldhla2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Figf,14205:up|Pdgfc,546
35:down|Akr1c18,105349:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:dow
n|Chst11,58250:down|Tnc,21923:down|Prg4,96875:down|Pdxk,216134:up|Kitl,17311:up]|ll1rl1,17082:dow
n|inhba,16323:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|lgf2,16002:up|Pparg,19016
:up|Tnf,21926:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Has2,15117:down|Sulf1,240725:
down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Errfil,74155:down|Tnfsf9,21950:up

angiogenesis

GO:00
01525

8.26E-13

7.06E-11

Adm,11535:up|PIxnd1,67784:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Epasl,13819:up|Tnfrsf12a,272
79:down|Ddah1,69219:down|Cx3cr1,13051:down|LoxI2,94352:down|Wnt5a,22418:down|Ccl12,20293:up]|
Col8a1,12837:down|Bmp4,12159:up|Hpse,15442:up|Vegfb,22340:up|Fgfr2,14183:up|F3,14066:up|Thbs2,2
1826:down|Prl2c2,18811:up|Srpx2,68792:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|
Anpep,16790:up|Fgfr1,14182:down|Hmox1,15368:up|Sulfl,240725:down|Ptgs2,19225:down|Grem1,2389
2:up|Ceacam1,26365:up|Sfrp2,20319:up

enzyme linked
receptor protein
signaling pathway

GO:00
07167

9.67E-13

8.15E-11

Fstl3,83554:down|lgfbp4,16010:uplFirt2,399558:down|Hpgd,15446:up|Ccl2,20296:up|Pdgfc,54635:down|
Figf,14205:up|Htra3,78558:down|lgfbp3,16009:up|Cd109,235505:down|Dok2,13449:up|Trf,22041:up|Wnt
5a,22418:down|Bmprla,12166:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:dow
n|Ret,19713:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|F3,14066:up|Efemp1,216616:up|inhba,
16323:down|Aspn,66695:down|Plat,18791:down|Vegfa,22339:.down|Adamts12,239337:down|lgf2,16002:
up|Gas6,14456:up|Colla2,12843:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Sulfl,240725:
down|Tgfbr3,21814:up|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,11
4249:up|Errfil,74155:down|Enppl,18605:down

regulation of signal
transduction

GO:00
09966

1.00E-12

8.34E-11

Fstl3,83554:downl|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Ankrd
1,107765:down|Cx3crl,13051:down|Igfbp3,16009:up|Cd109,235505:down|PIk2,20620:down|Trf,22041:up
|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|
Crabp2,12904:down|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14183:up|F3,14066:up|Cthrc
1,68588:down|Htr2b,15559:down|Ccl6,20305:up|Aspn,66695:down|Cxcl12,20315:up|Htr2a,15558:down|G
as6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Tgfbr3,21814:up|Ceacaml1,26365:up
|Ccl8,20307:up|Sfrp2,20319:up|Rsp0o2,239405:up|Npnt,114249:up|Tnfrsf11b,18383:up|Ccl2,20296:up|Ccl7
,20306:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:down|Htra3,78558:down|Tnfrsf12a,27279:do
wn|Clec4n,56620:up|Postn,50706:down|Akrlc18,105349:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,
12166:down|Ccl4,20303:up|Chst11,58250:down|Ret,19713:up|Sdf2I1,64136:up|Aldh1a3,56847:down|Plpp
3,67916:up|Creb3l1,26427:down|Kitl,17311:up|ll1rl1,17082:down|Ccl9,20308:up|Inhba,16323:down|Ccl3,2
0302:up|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|Lrrc15,74488:d
ownl|lgf2,16002:up|Nxn,18230:down|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Tnfrsf23,79201:down
|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:
up|Col3al,12825:downl|Errfil,74155:down|Enppl,18605:down

regulation of
inflammatory response

GO:00
50727

1.09E-12

8.91E-11

Ccl9,20308:up|Ccl6,20305:up|Aoah,27052:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Ednrb,13618:up|

Ccl3,20302:up|Sema7a,20361:down|Ctla2a,13024:down|Fabp4,11770:up|Cx3crl,13051.down|Adamts12,2
39337:down|Pparg,19016:up|Tnf,21926:up|Egfr,13649:down|Cd24a,12484.down|C1qtnf3,81799:down|W

nt5a,22418:down|Ccl12,20293:up|Ptgs2,19225:down|Ccl4,20303:up|Adipoq,11450:up|Ccl8,20307:up|Serp
ing1,12258:up|ll1rl1,17082:down

skeletal system
development

GO:00
01501

1.62E-12

1.31E-10

Col5a2,12832:down|Pdgfc,54635:down|Mgp,17313:up|Mmp13,17386:up|Serpinh1,12406:down|LoxI2,943
52:down|Wnt5a,22418:down|Bmprla,12166:down|Stc1,20855:up|Bmp4,12159:up|lgfl,16000:up|Chst11,5
8250:down|Tgfb2,21808:down|Fgfr2,14183:up|Fam101b,76566:down|Lrrc17,74511:down|Efemp1,216616
:up|Bnc2,242509:down|Vdr,22337:down|Vegfa,22339:down|Mmp2,17390:down|Adamts12,239337:down|
Colla2,12843:down|Col11al,12814:down|Alpl,11647:up|Fgfrl,14182:down|Sfrp1,20377:up|Has2,15117:d
own|Sulf1,240725:down|Grem1,23892:up|Sfrp2,20319:up|Tbx15,21384:down|Rspo2,239405:up

cell differentiation

GO:00
30154

1.69E-12

1.35E-10

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Sfrp4,20379:up|Ankrd1,107765:down|Serpinh1,12406:down|Lyl1,17095:up|Cx3crl,13051:down|lgfbp3
,16009:up|lbsp,15891:up|Cd109,235505:down|LoxI2,94352:down|PIk2,20620:down]|LoxI3,16950:down|Trf,
22041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226778:up|Stc1,20855:up|A
dipoq,11450:up|Bmp4,12159:upllgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:down|M
edag,70717.down|Fgfr2,14183:up|Clecde,56619:up|Cthrcl,68588:down|Htr2b,15559:down|Prl2c2,18811:
up|Efemp1,216616:up|Gjb5,14622:down|Dpys|3,22240:down|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20
315:up|Htr2a,15558:down|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:down|Col11al,12814:down]|Alpl
,11647:up|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Tl11,21892:down|Ceacam1,26365:up|Ccl8,2030
7:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Col5a2,12832:down|Ly9,17085:up|Aldh1a2,19378
:up|Ccl2,20296:up|Ednrb,13618:up|Figf,14205:up|Mgp,17313:up|Sema7a,20361.down|Epasl,13819:up|Tn
frsf12a,27279:down|Postn,50706:down|Csrp2,13008:down|Ncam1,17967:down|Ccl12,20293:up|Bmprla,l
2166:down|Wisp1,22402:down|Chst11,58250:down|Tnc,21923:down|Ret,19713:up|Vegfb,22340:up|Plpp3
,67916:up|Creb3l1,26427:down|Mrc2,17534:down|Kitl,17311:up|Fam101b,76566:down|Lrrc17,74511:dow
njLama2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:down|Ccl3,20302:up|Ctla2a,13024:do
wn|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|Nxn,18230:down|Igf2,16002:up|Anpe
p,16790:up|Pparg,19016:up|Tnf,21926:up|Tmem176a,66058:up|Glplr,14652:down|Fgfrl,14182:down|Has
2,15117:down|Lpl,16956:up|Sulfl,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3a
1,12825:down|Mcoln3,171166:up|Col5al,12831:down|Errfil,74155:down|Enppl,18605:down|Tnfsf9,2195
O:up

inflammatory response

GO:00
06954

1.89E-12

1.49E-10

Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Ednrb,13618:up|Sema7a,20361:down|Cx3crl,13051:down|Ggt
5,23887:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq
,11450:up|Cxcl9,17329:up|Ptgir,19222:up|F3,14066:up|l11rl1,17082:down|Kngl,16644:up|Hp,15439:up|Ccl
9,20308:up|Ccl6,20305:up|Aoah,27052:up|Ccl3,20302:up|Saa3,20210:up|Ctla2a,13024:down|Cxcr6,80901:
down|Fabp4,11770:up|]Adamts12,239337:down|Pparg,19016:up|Tnf,21926:up|Egfr,13649:down|Hmox1,1
5368:up|C1qgtnf3,81799:down|Ptgs2,19225:down|Ccl8,20307:up|Serpingl,12258:up|Tnfrsf11b,18383:up




positive regulation of
protein
phosphorylation

GO:00
01934

2.20E-12

1.71E-10

Igfbp4,16010:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,2
0361:down|lgfbp3,16009:up|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down|C
¢l12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:u

p|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6
,20305:up|Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Htr2a,15558:down|Igf2
,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|C1qtnf3,81799:down|Cd4,12

504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Fam20a,208659:down|Tnfrsfl
1b,18383:up|Npnt,114249:up

anatomical structure
development

GO:00
48856

2.50E-12

1.92E-10

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784:up|Sfrp4,20379:
up|Serpinh1,12406:down|Lyl1,17095:up|lgfbp3,16009:up]|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:d
own|ll1rn,16181:up|Bmp4,12159:up|Hpse,15442:up|Fgfr2,14183:up|Thbs2,21826:down|Htr2b,15559:dow
n|Gjb5,14622:down|Aspn,66695:down|Mmp2,17390:down|Slc40al,53945:up|Egfr,13649:down|Alpl,11647
:up|Tfrc,22042:up|Ccl8,20307:up|Rspo2,239405:up|Fam20a,208659:down|Cdsn,386463:up|Col5a2,12832:
down|Aldhl1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:up|Tnfrsf12a,27279:down|Uchl5,5
6207:up|Shroom4,208431:down|Cdo1,12583:up|Csrp2,13008:down|Ncam1,17967:down|Chst11,58250:do
wn|Tmeff1,230157:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Lrrcl17,74511:down|Lama
2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:down|Bnc2,242509:down|Crlf1,12931:down|
Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:down|Igf2,16002:up|Tnf,21926:up|Tmem176a,66058:u
p|Colla2,12843:down|Fgfrl,14182:down|Sulf1,240725:down|Cd4,12504:up|Col3al,12825:down|Tbx15,21
384:.down|Enpp1,18605:down|Clec2d,93694:up|Hpgd,15446:up|C3,12266:up|Ankrd1,107765:down|Cx3cr
1,13051:down|Cd109,235505:down|Trf,22041:up|LoxI3,16950:down|LoxI2,94352:down|Cxcl14,57266:dow
n|Wnt5a,22418:down|Stc1,20855:up|Mark1,226778:up|Col8al,12837:down|Adipoq,11450:up|lgfl,16000:
up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:down|F3,14066:up|Clecde,56619:up|Prl2c2,18811:up
|Cthrc1,68588:down|Efemp1,216616:up|Dpysl3,22240:down|Ninj1,18081:up|Vdr,22337:down|Cxcl12,2031
5:up|Gas6,14456:up|Colllal,12814:down|Sfrpl,20377:up|Tgfbr3,21814:up|Tl11,21892:down|Ceacam1,26
365:up|Sfrp2,20319:up|Tnfrsf11b,18383:up|Npnt,114249:up|Ly9,17085:up|Mgp,17313:up|Figf,14205:up|P
dgfc,54635:down|Epasl,13819:up|Sema7a,20361:down|Gpm6b,14758:up|Ddah1,69219:down|Postn,5070
6:down|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|Ank,11732:down|Tnc,21923:down|Ret,1
9713:up|Sdf211,64136:up|Prg4,96875:down|Creb311,26427:down|Kitl,17311:up|Fam101b,76566:down|Hp,
15439:up|Ccl3,20302:up|Ctla2a,13024:down|Srpx2,68792:down|Adamts12,239337:down|Anpep,16790:up
|Pparg,19016:up|HmMox1,15368:up|Has2,15117:down|Ptgs2,19225:down|Grem1,23892:up|Pcdh19,279653
:down|Mcoln3,171166:up|Col5al1,12831:down|Errfil,74155:down|Tnfsf9,21950:up

positive regulation of
cell differentiation

GO:00
45597

2.58E-12

1.96E-10

Adm,11535:up|Sfrp4,20379:up|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Cx3crl,
13051:down|lgfbp3,16009:up|LoxI2,94352:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Bm
prla,12166:down|Wispl,22402:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:dow
n|Cxcl9,17329:up|Ret,19713:up|Tgfb2,21808:down|Medag,70717:down|Kitl,17311:up|Cthrc1,68588:down|
Prl2c2,18811:up|Ptk7,71461:down|Inhba,16323:down|Dpysl|3,22240:down|Ccl3,20302:up|Vdr,22337:down
|Cxcl12,20315:up|Vegfa,22339:down|Htr2a,15558:down|Serpine2,20720:up|Pparg,19016:up|Gas6,14456:u
p|Tnf,21926:up|Glplr,14652:down|Fgfrl,14182:down|Lpl,16956:up|Sfrp1,20377:up|Has2,15117:down|Ptgs
2,19225:down|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up|Tnfsf9
,21950:up

regulation of response
to external stimulus

GO:00
32101

4.09E-12

3.03E-10

PIxnd1,67784:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Ednrb,13618:up|Sema7a,20361
:down|Cx3cr1,13051:down|Cd109,235505:down|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:do
wn|Ccl12,20293:up|Ccl4,20303:up|Adipog,11450:up|Cxcl9,17329:up|Hpse,15442:upllfit1,15957:up|ll1rl1,1
7082:down|Kng1,16644:up|Ccl9,20308:up|Ccl6,20305:up|Aoah,27052:up|Ccl3,20302:up|Ctla2a,13024:do
wn|Fabp4,11770:up|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|Ppa
rg,19016:up|Gas6,14456:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,1
5368:up|C1qtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Ser
ping1,12258:up

regulation of protein
phosphorylation

GO:00
01932

5.23E-12

3.83E-10

[gTOp4, I6ULUUP[FITtZ, 399558 :down|STrp4, ZU379:Up[Ccl7,Z03U6:Up[CCIZ,Z0296:Up[C3, I ZZ6b:Up[PdgTc, 546
35:down|Ednrb,13618:up|Sema7a,20361:down|lgfbp3,16009:up|Cd109,235505:down|Trf,22041:up|Cd24a
,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adip
00,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183
:uplKitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Aspn,66695:down|C
¢l3,20302:up|Crlf1,12931:down|Fabp4,11770:up|Vegfa,22339:down|Htr2a,15558:down|Lrrc15,74488:dow
n|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,20377:up|Clqgtnf
3,81799:down|Cd4,12504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Fam?20a,
208659:down|Npnt,114249:up|Prkar2b,19088:up|Tnfrsf11b,18383:up|Errfil,74155:down|Enppl,18605:do

AYVial

regulation of
anatomical structure
morphogenesis

GO:00
22603

8.37E-12

5.98E-10

Col5a2,12832:down|Adm,11535:up|PIxnd1,67784:up|Ccl2,20296:up|C3,12266:up|Sema7a,20361:down|Tn
frsf12a,27279:down|Ddah1,69219:down|Postn,50706:down|Cx3crl,13051:down|Wnt5a,22418:down|Bmp
rla,12166:down|Ccl12,20293:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|Crabp2,12904:down|Cx
¢l19,17329:up|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up|F3,14066:up|Thbs2,21826:down|Cthrc1,685
88:down|Prl2c2,18811:up|Ptk7,71461:down|Aspn,66695:down|Ccl3,20302:up|Vdr,22337:down|Srpx2,6879
2:down|Cxcl12,20315:up|Vegfa,22339:down|Adamts12,239337:down|Tnf,21926:up|Fgfrl,14182:down|Hm
0x1,15368:up|Sfrp1,20377:up|Has2,15117:down|Sulf1,240725:down|Tgfbr3,21814:up|Ptgs2,19225:down|
Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Col5al,12831:down|Rspo2,239405:u
p|Tnfrsf11b,18383:up

regulation of
intracellular signal
transduction

GO:19
02531

1.03E-11

7.30E-10

Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,546

35:down|Sema7a,20361:down|Ankrd1,107765:down|Clec4n,56620:up|lgfbp3,16009:up|PIk2,20620:down|

Akr1c18,105349:up|Trf,22041:up|Cd24a,12484:down|Ncam1,17967:down|Wnt5a,22418:down|Ccl12,2029
3:uplll1rn,16181:up|Ccl4,20303:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb2,2

1808:down|Hpse,15442:up|Ptgir,19222:up|Creb3I1,26427:down|Fgfr2,14183:up|F3,14066:up|l11rl1,17082:

downlKitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Aspn,66695:dow

n|Ccl3,20302:up|Crlf1,12931:down|Cxcl12,20315:up|Vegfa,22339:down|Htr2a,15558:down|Serpine2,2072

O:up|Lrrcl5,74488:down|Igf2,16002:up|Gas6,14456:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,14182:down|E
gfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|C1qtnf3,81799:down|Cd4,12504:up|Ptgs2,19225:down|
Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Npnt,114249:up|
Tnfrsf11b,18383:uplErrfil,74155:down




regulation of response
to stress

GO:00
80134

1.10E-11

7.71E-10

Clec2d,93694:up|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Ednrb,13618:up|Sema7a,203
61:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Cx3crl,13051:down|Cd109,235505:down|Trf,22041
:up|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,203
03:up|Adipog,11450:up|Tgfb2,21808:down|Sdf211,64136:up|Hpse,15442:up|Plpp3,67916:upllfit1,15957:u
p|Creb3l1,26427:down|ll1rl1,17082:down|Kng1,16644:up|Hp,15439:up|Ccl9,20308:up|Ccl6,20305:up|Aoa
h,27052:up|Ccl3,20302:up|Ctla2a,13024:down|Fabp4,11770:up|Cxcl12,20315:up|Vegfa,22339:down|Mmp
2,17390:down|Serpine2,20720:up|Adamts12,239337:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|L
mcd1,30937:up|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|C1lqtnf3,81799:down|Ptgs2,19225:do
wn|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Serpingl,12258:up|Errfil,74155:down

positive regulation of
phosphorylation

GO:00
42327

1.19E-11

8.18E-10

Igfbp4,16010:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,2
0361:down|lgfbp3,16009:up|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Bmprla,12166:down|C
¢l12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:u

p|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6
,20305:up|Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Htr2a,15558:down|Igf2
,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|C1qtnf3,81799:down|Cd4,12

504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Fam20a,208659:down|Tnfrsfl
1b,18383:up|Npnt,114249:up

cellular response to
tumor necrosis factor

GO:00
71356

1.78E-11

1.22E-09

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl3,20302:up|Ankrd1,107765:down|Fabp4,11
770:up|Adamts12,239337:down|Gas6,14456:up|Tnf,21926:up|Sfrp1,20377:up|Ccl12,20293:up|Ccl4,20303:
up|Adipoq,11450:up|Ccl8,20307:up|Npnt,114249:up

regulation of
localization

GO:00
32879

1.99E-11

1.35E-09

FIrt2,399558:down|PIxnd1,67784:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3cr1,13051:do
wn|lgfbp3,16009:up|Trf,22041:up|Cxcl14,57266:down|Wnt5a,22418:down|Stc1,20855:up|ll1rn,16181:up|
Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgf1,16000:up|Cxcl9,17329:up|Tgfb2,21808:down|F3,
14066:up|Clecde,56619:up|Htr2b,15559:down|Prl2c2,18811:up|Efemp1,216616:up|Dpysl3,22240:down|Vd
r,22337:down|Fam132b,227358:down|Cxcl12,20315:up|Htr2a,15558:down|Mmp2,17390:down|Gas6,1445
6:up|Egfr,13649:down|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Sncg,20618:up|Fxyd2,11936
:up|Ceacam1,26365:up|Sfrp2,20319:up|S100a1,20193:upllcel,218333:down|Ccl2,20296:up|Pdgfc,54635:d
own|Ednrb,13618:up|Figf,14205:up|Mmp13,17386:up|Sema7a,20361:down|Gpm6b,14758:up|Clecdn,566
20:up|Postn,50706:down|Ptx3,19288:up|Hvcn1,74096:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12
166:down|Ccl4,20303:up|Ret,19713:up|Plpp3,67916:up|Kitl,17311:up|ll1rl1,17082:down|Lama2,16773:do
wn|Inhba,16323:down|Ccl3,20302:up|Srpx2,68792:down|Vegfa,22339:down|Serpine2,20720:up|Lrrcl5,74
488:down|Anpep,16790:up|Kdelr3,105785:down|Pparg,19016:up|Tnf,21926:up|Fxyd1,56188:up|Glplr,146
52:down|Fgfrl,14182:down|Hmox1,15368:up|Lpl,16956:up|Has2,15117:down|Sulfl,240725:down|Cd4,12
504:up|Ptgs2,19225:down|Grem1,23892:up|Kcnj15,16516:down|Col3al,12825:down|Enppl,18605:down

positive regulation of
inflammatory response

GO:00
50729

2.10E-11

1.39E-09

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up| Ccl2,20296:up|C3,12266:up| Ccl3,20302:up|Fabp4,11770:up|T
nf,21926:up|Cd24a,12484:down|Egfr,13649:down|Ccl12,20293:up|Wnt5a,22418:down|Ptgs2,19225:down|
Ccl4,20303:up|Ccl8,20307:up]|11rl1,17082:down

biological adhesion

GO:00
22610

2.10E-11

1.39E-09

Fstl3,83554:down|FIrt2,399558:down|Ly9,17085:up|Ccl2,20296:up|Tnfrsf12a,27279:down|Gpm6b,14758:u

p|Postn,50706:down|Cx3crl1,13051:down|lbsp,15891:up|Cd24a,12484:down|Ncam1,17967:down|Adam12
,11489:down|Wnt5a,22418:down|Wisp1,22402:down|ll1rn,16181:up|Col8al,12837:down|Adipog,11450:u

p|Bmp4,12159:up|lgfl,16000:up|Tnc,21923:down|Col12a1,12816:down|Ret,19713:up|Tgfb2,21808:down|

Hpse,15442:up|Plpp3,67916:up|Thbs2,21826:down|Clecde,56619:uplKitl,17311:up|Lama2,16773:down|Pt

k7,71461:down|Ninj1,18081:up|Tmem8,60455:up|Ctla2a,13024:down|Srpx2,68792:down|Sned1,208777:u

p|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:up|Adamts12,239337:down|Lrr
¢15,74488:down|Smoc2,64074:down|Igf2,16002:up|Gas6,14456:up|Tnf,21926:up|Egfr,13649:down|Has2,1
5117:down|Sfrp1,20377:up|Cd4,12504:up|Tfrc,22042:up|Grem1,23892:up|Col3al,12825:down|Ceacaml,2
6365:up|Pcdh19,279653:down|Col5al,12831:down|Emb,13723:up|Npnt,114249:up|Cdsn,386463:up|Tnfsf
9,21950:up

collagen fibril
organization

GO:00
30199

2.21E-11

1.44E-09

P4hal,18451:down|Col5a2,12832:down|Lox|2,94352:down|Col1a2,12843:down|Col11al,12814:down|Gre
m1,23892:up|Col3al,12825:down|Serpinh1,12406:down|Sfrp2,20319:up|Col5al,12831:down|Tgfb2,2180
8:down

regulation of signaling

GO:00
23051

2.25E-11

1.45E-09

Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Ankrd
1,107765:down|Cx3cr1,13051:down|lgfbp3,16009:up|Cd109,235505:down|PIk2,20620:down|Trf,22041:up
|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|

Crabp2,12904:down|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14183:up|F3,14066:up|Cthrc
1,68588:down|Htr2b,15559:down|Ccl6,20305:up|Aspn,66695:down|Cxcl12,20315:up|Htr2a,15558:down|G
as6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Tgfbr3,21814:up|Sncg,20618:up|Cea
cam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Tnfrsf11b,18383:up|Ccl

2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:down|Htra3,78558:down|Tnfr
sf12a,27279:down|Gpm6b,14758:up|Clecdn,56620:up|Postn,50706:down|Akrlc18,105349:up|Ncam1,179
67:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Chst11,58250:down|Ret,19713:up|Sdf211,64
136:up|Aldh1a3,56847:.down|Plpp3,67916:up|Creb3l1,26427:down|Kitl,17311:up]|ll1rl1,17082:down|Ccl9,2
0308:up|Lama2,16773:down|Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Serp
ine2,20720:up|Adamts12,239337:down|Lrrc15,74488:down|lgf2,16002:up|Nxn,18230:down|Pparg,19016:
up|Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:down|Tnfrsf23,79201:down|Fgfrl,14182:down|Hmox1,153
68:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Errfil,7

4155:down|Enpp1,18605:down

epithelial cell
proliferation

GO:00
50673

2.26E-11

1.45E-09

Htr2b,15559:down|lgfbp4,16010:up|Ccl2,20296:up|Aldhla2,19378:up|Ednrb,13618:up|Vdr,22337:down|C
xcl12,20315:up|Vegfa,22339:down]|Igfbp3,16009:up|Cd109,235505:down|Tnf,21926:up|LoxI2,94352:down
|Egfr,13649:down|Has2,15117:down|Sfrp1,20377:up|Sulf1,240725.down|Wnt5a,22418:down|Tgfbr3,2181

4:up|Bmprla,12166:down|Col8al,12837:down|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,2

0319:up|Tgfb2,21808:downl|Errfil,74155.down|Fgfr2,14183:up|F3,14066:up




regulation of
phosphorylation

GO:00
42325

3.73E-11

2.36E-09

Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,546
35:down|Ednrb,13618:up|Sema7a,20361:down|lgfbp3,16009:up|Cd109,235505:down|Trf,22041:up|Cd24a
,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adip
09,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183
:uplKitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Aspn,66695:down|C
¢l3,20302:up|Srpx2,68792:down|Crlf1,12931:down|Fabp4,11770:up|Vegfa,22339:down|Htr2a,15558:down
|Lrrc15,74488:down|Igf2,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Sfrpl
,20377:up|C1qgtnf3,81799:down|Cd4,12504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,
20319:up|Fam20a,208659:down|Npnt,114249:up|Prkar2b,19088:up|Tnfrsf11b,18383:up|Errfil, 74155:dow
n|Enpp1,18605:down

biomineral tissue
development

GO:00
31214

3.87E-11

2.38E-09

Fam101b,76566:down|Mgp,17313:up|Aspn,66695:down|Mmp13,17386:up|Gpm6b,14758:up|lbsp,15891:
up|Gas6,14456:up|Bmprla,12166:down|Ptgs2,19225:down|Grem1,23892:up|Bmp4,12159:up|igfl,16000:u
p|Ank,11732:down|Rspo2,239405:up|Fam20a,208659:down|Fgfr2,14183:up|Enpp1,18605:down

regulation of cell
communication

GO:00
10646

3.88E-11

2.38E-09

Fstl3,83554:down|lgfbp4,16010:up]Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Ankrd
1,107765:down|Cx3cr1,13051:down|lgfbp3,16009:up|Cd109,235505:down|PIk2,20620:down|Trf,22041:up
|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|

Crabp2,12904:down|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14183:up|F3,14066:up|Cthrc
1,68588:down|Htr2b,15559:down|Ccl6,20305:up|Aspn,66695:down|Cxcl12,20315:up|Htr2a,15558:down|G
as6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Sncg,20618:up|Cea
cam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Tnfrsf11b,18383:up|Ccl

2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:down|Htra3,78558:down|Tnfr
sf12a,27279:down|Gpm6b,14758:up|Clecdn,56620:up|Postn,50706:down|Akr1c18,105349:up|Ncam1,179
67:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Chst11,58250:down|Ret,19713:up|Sdf2I1,64
136:up|Aldh1a3,56847:down|Plpp3,67916:up|Creb3l1,26427:downl|Kitl,17311:up|ll1rl1,17082:down|Ccl9,2
0308:up|Lama2,16773:down|Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Serp
ine2,20720:up|Adamts12,239337:down|Lrrc15,74488:down|lgf2,16002:up|Nxn,18230:down|Pparg,19016:
up|Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:down|Tnfrsf23,79201:down|Fgfrl,14182:down|Hmox1,153
68:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Errfil, 7

4155:down|Enpp1,18605:down

lymphocyte
chemotaxis

GO:00
48247

4.29E-11

2.61E-09

Gas6,14456:up|Cxcl14,57266:down|Ccl9,20308:up| Ccl6,20305:up|Wnt5a,22418:down| Ccl7,20306:up|Ccl2,
20296:up|Ccl12,20293:up|Ccl4,20303:up|Ccl3,20302:up|Ccl8,20307:up

cell surface receptor
signaling pathway

GO:00
07166

4.43E-11

2.66E-09

Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|Firt2,399558:down|Hpgd,15446:up|PIxnd1,6 7784:up|Sf
rp4,20379:up|C3,12266:up|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:down|Trf,22041:up|Cd24a
,12484:down|Wnt5a,22418:down|Mark1,226778:up|ll1rn,16181:up|Adipog,11450:up|Bmp4,12159:up|lgfl,
16000:up|Cxcl9,17329:up|Tgfb2,21808:down|Ptgir,19222:up|F3,14066:up|Fgfr2,14183:up|Clecde,56619:u
p|Cthrc1,68588:down|Htr2b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Cxcr6,8090
1:down|Cxcl12,20315:up|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,2181
4:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Ccl2,20296:up|
Ccl7,20306:up|Pdgfc,54635:down|Ednrb,13618:up|Figf,14205:up|Sema7a,20361:down|Slc29a1,63959:up|
Htra3,78558:down|Tnfrsf12a,27279:down|Postn,50706:down|Dok2,13449:up|Akrlc18,105349:up|Ncam1,
17967:down|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|Ccl4,20303:up|Chst11,58250:down|
Ret,19713:up|Plpp3,67916:up|Kitl,17311:up|Ccl9,20308:up|Hp,15439:up|Ptk7,71461:down|Inhba,16323:do
wn|Plat,18791:down|Ccl3,20302:up|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|Lrrc15
,74488:down|lgf2,16002:up|Nxn,18230:down|Pparg,19016:up|Tnf,21926:up|Colla2,12843:down|Glplr,14
652:down|Tnfrsf23,79201:down|Fgfrl,14182:down|Hmox1,15368:up|Sulfl,240725:down|Cd4,12504:up|Gr
em1,23892:up|Col3al,12825:down|Errfil,74155:down|Enppl,18605:down

positive regulation of
response to external
stimulus

GO:00
32103

4.99E-11

2.96E-09

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Ccl3,20302:up|Fab
p4,11770:up|Cxcl12,20315:up|Vegfa,22339:down|Gas6,14456:up|Tnf,21926:up|Cxcl14,57266:down|Fgfrl,
14182:down|Egfr,13649:down|Cd24a,12484:down|Hmox1,15368:up|Wnt5a,22418:down|Ccl12,20293:up|

Ptgs2,19225:down|Ccl4,20303:up|Ccl8,20307:up|Cxcl9,17329:up|ll1rl1,17082:down

cell adhesion

GO:00
07155

5.03E-11

2.96E-09

Fstl3,83554:downl|FIrt2,399558:down|Ly9,17085:up|Ccl2,20296:up|Tnfrsf12a,27279:down|Gpm6b,14758:u
p|Postn,50706:down|Cx3crl,13051:down|lbsp,15891:up|Cd24a,12484:down|Ncam1,17967:down|Adam12
,11489:down|Wnt5a,22418:down|Wisp1,22402:down|ll1rn,16181:up|Col8al,12837:down|Adipog,11450:u
p|Bmp4,12159:upllgfl,16000:up|Tnc,21923:down|Col12a1,12816:down|Ret,19713:up|Tgfb2,21808:down]|
Hpse,15442:up|Plpp3,67916:up|Thbs2,21826:down|Clecde,56619:up|Kitl,17311:up|Lama2,16773:down|Pt
k7,71461:down|Ninj1,18081:up|Tmem8,60455:up|Ctla2a,13024:down|Srpx2,68792:down|Sned1,208777:u
p|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:up|Adamts12,239337:down|S
moc2,64074:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Egfr,13649:down|Has2,15117:down|Sfrp1,
20377:up|Cd4,12504:up|Tfrc,22042:up|Grem1,23892:up|Col3al,12825:down|Ceacaml,26365:up|Pcdh19,
279653:down|Col5a1,12831:down|Emb,13723:up|Npnt,114249:up|Cdsn,386463:up|Tnfsf9,21950:up

positive regulation of
phosphate metabolic
process

GO:00
45937

5.65E-11

3.27E-09

Igfbp4,16010:up]Adm,11535:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Ednrb,136
18:up|Sema7a,20361:down]|lgfbp3,16009:up|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Bmprl
a,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000
:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Ptgir,19222:up|Fgfr2,14183:up|Kitl,17311:up|Htr2b,1
5559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,2233
9:down|Htr2a,15558:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:dow
n|C1qtnf3,81799:down|Cd4,12504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up
|[Fam20a,208659:down|Tnfrsf11b,18383:up|Npnt,114249:up

positive regulation of
phosphorus metabolic
process

GO:00
10562

5.65E-11

3.27E-09

Igfbp4,16010:up]Adm,11535:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Ednrb,136
18:up|Sema7a,20361:down]|lgfbp3,16009:up|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Bmprl
a,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000
:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Ptgir,19222:up|Fgfr2,14183:up|Kitl,17311:up|Htr2b,1
5559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,2233
9:down|Htr2a,15558:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:dow
n|C1qtnf3,81799:down|Cd4,12504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up
|[Fam20a,208659:down|Tnfrsf11b,18383:up|Npnt,114249:up




response to stimulus

GO:00
50896

7.59E-11

4.30E-09

Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|PIxnd1,6 7784:up|Tfec,21426:up|Sfr
p4,20379:up|Gstt1,14871:up|lgfbp3,16009:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484.down|Mme,1
7380:up|ll1rn,16181:up|Bmp4,12159:up|Oasl1,231655:up|Hpse, 15442:up|Ptgir,19222:up|Fgfr2,14183:up|
Htr2b,15559:down|Ccl6,20305:up|Anxa8,11752:down|SIpi,20568:up|Aspn,66695:down|Mt2,17750:up|Cxcr
6,80901:down|Nabp1,109019:down|Phf11a,219131:up|Mmp2,17390:down|Oas3,246727:up|Pappa,18491
:down|Slc40a1,53945:up|Egfr,13649:down|Alpl,11647:up|Clrb,667277:up|Tfrc,22042:up|Ccl8,20307:up|Gs
tm1,14862:up|Serpina3g,20715:up|Rspo2,239405:up|Mt1,17748:up|Col5a2,12832:down|Mrc1,17533:up|A
Idh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Htra3,78558:down|Tnfrsf12a,27279:down|Uchl5,56207:u
p|Sord,20322:up|Clec4n,56620:up|Enpp3,209558:down|Cdol,12583:up|Dok2,13449:up|Hvcnl,74096:up|P
x3,19288:up|Ncam1,17967:down|Ccl4,20303:up|Chst11,58250:down|Aldh1a3,56847:down|Plpp3,67916:
up|Lama2,16773:down|Ccl9,20308:up|Ptk7,71461.down|Inhba,16323:down|Tfpi2,21789:down|Crlf1,12931
:down|C1s1,50908:up|Plod2,26432:down|Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:down|lgf2,16
002:up|Tnf,21926:up|Colla2,12843:down|Fgfrl,14182:down|Sulfl,240725:down|Susd2,71733:up|Cd4,125
04:up|Col3al,12825:down|Serpingl1,12258:up|Enppl,18605:down|Clec2d,93694:up|Hpgd,15446:up|C3,12
266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|Ggt5,23887:up|LoxI2,94352:down|
Trf,22041:up|Cxcl14,57266:down|Wnt5a,22418:down|Mark1,226778:up|Adipoq,11450:up|lgfl,16000:up|C
rabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:down|F3,14066:up|Clecde,56619:up|Adamts4,240913:do
wn|Cthrc1,68588:down|Kng1,16644:up|Efemp1,216616:up|Ninj1,18081:up|Saa3,20210:up|Vdr,22337:.dow
n|Pdia5,72599:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Smoc2,64074.down|Gas6,1445
6:up|Col11al,12814:down|Sfrp1,20377:up|Clgtnf3,81799:down|Tgfbr3,21814:up|Ceacam1,26365:up|Sfrp
2,20319:up|Pxdn,69675:down|Tnfrsf11b,18383:up|Npnt,114249:up|Ly9,17085:up|Ccl7,20306:up|Pdgfc,54
635:down|Figf,14205:up|Ifit3,15959:up|Epasl,13819:up|Slc29a1,63959:up|Sema7a,20361:down|Postn,507
06:down|Hspb7,29818:up|Akr1c18,105349:up|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|T
nc,21923:down|Gatm,67092:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|C1s2,317677:up|lfitl,
15957:up|Creb311,26427:down|Kitl,17311:up|ll1rl1,17082:down|Hp,15439:up|Acah,27052:up|Rasl11a,688
95:up|Ccl3,20302:up|Plat,18791:down|Ctla2a,13024:down|Adamts12,239337:down|Lrrc15,74488:down|Pp
arg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Tnfrsf23,79201:down|Hmox1,15368:up|Has2,15117:do
wn|Ptgs2,19225:down|Grem1,23892:up|Col5al,12831:downl|Errfil,74155:down|Tnfsf9,21950:up

ERK1 and ERK2
cascade

GO:00
70371

7.65E-11

4.30E-09

Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:
down|Ccl3,20302:up|Sema7a,20361:down|Htr2a,15558:down|Gas6,14456:up|Trf,22041:up|Egfr,13649:do
wn|C1gtnf3,81799:down|Ccl12,20293:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|
Ccl8,20307:up|Npnt,114249:up|Errfil,74155:down|Fgfr2,14183:up

mesenchymal cell
differentiation

GO:00
48762

8.18E-11

4.56E-09

Fam101b,76566:down|Htr2b,15559:down|Aldh1a2,19378:up|Ednrb,13618:up|Sema7a,20361:down]|LoxI2,
94352:down|LoxI3,16950:down|Fgfrl,14182:down|Sfrp1,20377:up|Has2,15117:down|Wnt5a,22418:down|
Tgfbr3,21814:up|Bmprla,12166:down|Grem1,23892:up|Bmp4,12159:up|Sfrp2,20319:up|Ret,19713:up|Tgf
b2,21808:down|Fgfr2,14183:up|Kitl,17311:up

positive regulation of
ERK1 and ERK2
cascade

GO:00
70374

8.51E-11

4.69E-09

2, Lo9oI.UUWIILLIT, ZUOUO.UP[LLIV, ZUOSVUI. UP|LLIT,ZUSVUU.UPILLIZ, ZUZIJ0.UPILO, L ZZ00. UP[FUyic, 05000.
down|Ccl3,20302:up|Sema7a,20361:down|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|C1qtnf3,8
1799:down|Ccl12,20293:up|Ccl4,20303:up|Bmp4,12159:up|Ccl8,20307:up|Npnt,114249:up|Fgfr2,14183:u

cartilage development

GO:00
51216

9.49E-11

5.19E-09

Fam101b,76566:down|Efemp1,216616:up|Mgp,17313:up|Mmp13,17386:up|Serpinh1,12406:down|Adamt
512,239337:down|LoxI2,94352:down|Col11al,12814:down|Fgfrl,14182:down|Sulf1,240725:down|Bmprla,
12166:down|Wnt5a,22418:down|Stc1,20855:up|Grem1,23892:up|Bmp4,12159:up|Chst11,58250:down|Sfr

p2,20319:up|Rspo2,239405:up|Tgfb2,21808:down

positive regulation of
cell motility

GO:20
00147

1.14E-10

6.08E-09

Pr12c2,18811:up|Ccl2,20296:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:down|Srpx2,68792:down
|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|Mmp2,17390:down|Lrrc15,74488:down|Gas6,144
56:up|Trf,22041:up|Cxcl14,57266:down|Fgfrl,14182:down|Egfr,13649:down|Has2,15117:down|Wnt5a,224
18:down|Ccl12,20293:up|Ptgs2,19225:down|Ccl4,20303:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up
|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|F3,14066:up|Kitl,17311:up

positive regulation of
response to wounding

GO:19
03036

1.15E-10

6.08E-09

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Ccl3,20302:up|Fabp4,11770:up|T
nf,21926:up|Cd24a,12484:down|Egfr,13649:down|Wnt5a,22418:down|Ccl12,20293:up|Ptgs2,19225:down|
Ccl4,20303:up|Ccl8,20307:up|Hpse,15442:up|Plpp3,67916:up|ll1rl1,17082:down

mesenchyme
development

GO:00
60485

1.15E-10

6.08E-09

Fam101b,76566:down|Htr2b,15559:down|Ptk7,71461:down|Aldh1a2,19378:up|Ednrb,13618:up|Bnc2,242
509:down|Sema7a,20361:down|LoxI2,94352:down|LoxI3,16950:down|Fgfrl,14182:down|Sfrp1,20377:up|
Has2,15117:down|Wntb5a,22418:down|Tgfbr3,21814:up|Bmprla,12166:down|Grem1,23892:up|Bmp4,121
59:up|Sfrp2,20319:up|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up|Kitl,17311:up

cellular developmental
process

GO:00
48869

1.37E-10

7.16E-09

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Sfrp4,20379:up|Ankrd1,107765:down|Serpinh1,12406:down|Lyl1,17095:up|Cx3crl1,13051:down|lgfbp3
,16009:up|lbsp,15891:up|Cd109,235505:down|LoxI2,94352:down|PIk2,20620:down]|LoxI3,16950:down|Trf,
22041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226778:up|Stc1,20855:up|A
dipoq,11450:up|Bmp4,12159:upllgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:down|M
edag,70717.down|Fgfr2,14183:up|Clecde,56619:up|Cthrc1,68588:down|Htr2b,15559:down|Prl2c2,18811:
up|Efemp1,216616:up|Gjb5,14622:down|Dpysl3,22240:down|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20
315:up|Htr2a,15558:down|Mmp2,17390:down|Gas6,14456:up|Egfr,13649:down|Col11al,12814:down]|Alpl
,11647:up|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Tl11,21892:down|Ceacam1,26365:up|Ccl8,2030
7:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Col5a2,12832:down|Ly9,17085:up|Aldh1a2,19378
:up|Ccl2,20296:up|Ednrb,13618:up|Figf,14205:up|Mgp,17313:up|Sema7a,20361.down|Epasl,13819:up|Tn
frsf12a,27279:down|Postn,50706:down|Csrp2,13008:down|Ncam1,17967:down|Ccl12,20293:up|Bmprla,l
2166:down|Wisp1,22402:down|Chst11,58250:down|Tnc,21923:down|Ret,19713:up|Vegfb,22340:up|Plpp3
,67916:up|Creb3l1,26427:down|Mrc2,17534:down|Kitl,17311:up|Fam101b,76566:down|Lrrcl17,74511:dow
njLama2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:down|Ccl3,20302:up|Ctla2a,13024:do
wn|Prelp,116847:up|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|Nxn,18230:down|lgf
2,16002:up|Anpep,16790:up|Pparg,19016:up|Tnf,21926:up|Tmem176a,66058:up|Glplr,14652:down|Fgfrl
,14182:down|Has2,15117:down|Lpl,16956:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem
1,23892:up|Col3al,12825:down|Mcoln3,171166:up|Col5al,12831:down|Errfil,74155:down|Enpp1,18605:
down|Tnfsf9,21950:up

regulation of ERK1 and
ERK2 cascade

GO:00
70372

1.49E-10

7.74E-09

Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:
down|Ccl3,20302:up|Sema7a,20361:down|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|C1qtnf3,8
1799:down|Ccl12,20293:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:upllgfl,16000:up|Ccl8,20307:up
INpnt, 114249:uplErrfil,74155:down|Fgfr2,14183:up




response to tumor
necrosis factor

GO:00
34612

1.68E-10

8.64E-09

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl3,20302:up|Ankrd1,107765:down|Fabp4,11
770:up|Adamts12,239337:down|Gas6,14456:up|Tnf,21926:up|Sfrp1,20377:up|Ccl12,20293:up|Ccl4,20303:
up|Adipoq,11450:up|Ccl8,20307:up|Npnt,114249:up

cellular response to
growth factor stimulus

GO:00
71363

1.78E-10

9.07E-09

Fstl3,83554:downl|FIrt2,399558:down|Hpgd,15446:up|Ccl2,20296:up|Figf,14205:up|Aspn,66695:down|Ank
rd1,107765:down|Htra3,78558:down|Vegfa,22339:down|Ibsp,15891:up|Adamts12,239337:down|Cd109,2
35505:down|Gas6,14456:up|Akr1cl8,105349:up|Colla2,12843:down|Fgfrl,14182:down|Egfr,13649:down|
Has2,15117:down|Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Tgfor3, 21814:up|Bmprla, 1216
6:down|Grem1,23892:up|Bmp4,12159:up|Col3al,12825:down|Chst11,58250:down|Sfrp2,20319:up|Tgfb2,
21808:down|Npnt,114249:up|Fgfr2,14183:up

osteoblast
differentiation

GO:00
01649

1.81E-10

9.16E-09

Cthrc1,68588:down|Sema7a,20361:down|Vegfa,22339:down|lbsp,15891:up|lgfbp3,16009:up|igf2,16002:u
p|Tnf,21926:up|Alpl,11647:up|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:up|Bmprla,12166:down|B
mp4,12159:up|lgfl,16000:up|Sfrp2,20319:up|Tnc,21923:down|Rspo2,239405:up|Npnt,114249:up|Creb3l1,
26427:down|Mrc2,17534:down

cytokine-mediated
signaling pathway

GO:00
19221

2.03E-10

1.02E-08

Flrt2,399558:down|Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Aspn,66695:down|Ccl3,203
02:up|Cxcl12,20315:up|Cx3crl,13051:down|Lrrc15,74488:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926
:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,20293:up|l11rn,16181:up|Ccl4,20303:up|Adipog,11450:
up|Ceacam1,26365:up|Ccl8,20307:up|Cxcl9,17329:up|F3,14066:up

positive regulation of
cellular component
movement

GO:00
51272

2.20E-10

1.10E-08

Prl2c2,18811:up|Ccl2,20296:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:down|Srpx2,68792:down
|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|Mmp2,17390:down|Lrrc15,74488:down|Gas6,144
56:up|Trf,22041:up|Cxcl14,57266:down|Fgfrl,14182:down|Egfr,13649:down|Has2,15117:down|Wnt5a,224
18:down|Ccl12,20293:up|Ptgs2,19225:down|Ccl4,20303:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up
|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|F3,14066:up|Kitl,17311:up

positive regulation of
cell migration

GO:00
30335

2.36E-10

1.17E-08

Prl2c2,18811:up|Ccl2,20296:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:down|Srpx2,68792:down
|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|Mmp2,17390:down|Lrrc15,74488:down|Gas6,144
56:up|Cxcl14,57266:down|Egfr,13649:down|Fgfrl,14182:down|Has2,15117:down|Wnt5a,22418:down|Ccl
12,20293:up|Ptgs2,19225:down|Ccl4,20303:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Ret,19713:u
p|Tgfb2,21808:down|Plpp3,67916:up|F3,14066:up|Kitl,17311:up

response to growth
factor

GO:00
70848

2.90E-10

1.42E-08

Fstl3,83554:down|FIrt2,399558:down|Hpgd, 15446:up|Ccl2,20296:upl Figf, 14205:up|Aspn,66695:down|Ank
rd1,107765:down|Htra3,78558:down|Vegfa,22339:down|Ibsp,15891:up|Adamts12,239337:down|Cd109,2
35505:down|Gas6,14456:up|Akr1c18,105349:up|Colla2,12843:down|Fgfrl,14182:down|Egfr,13649:down|
Has2,15117:down|Sfrp1,20377:up|SulfL,240725:down|Wnt5a,22418:down|Tgfbr3,21814:up|Bmprila, 1216
6:down|Grem1,23892:up|Bmp4,12159:up|Col3al,12825:down|Chst11,58250:down|Sfrp2,20319:up|Tgfb2,
21808:down|Npnt,114249:up|Fgfr2,14183:up

positive regulation of
locomotion

GO:00
40017

3.12E-10

1.52E-08

Prl2c2,18811:up|Ccl2,20296:up|Pdgfc,54635:down|Figf,14205:up|Sema7a,20361:down|Srpx2,68792:down
|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|Mmp2,17390:down|Lrrc15,74488:down|Gas6,144
56:up|Trf,22041:up|Cxcl14,57266:down|Fgfrl,14182:down|Egfr,13649:down|Has2,15117:down|Wnt5a,224
18:down|Ccl12,20293:up|Ptgs?2,19225:down|Ccl4,20303:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up
|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|F3,14066:up|Kitl,17311:up

tissue morphogenesis

GO:00
48729

3.30E-10

1.59E-08

Adm,11535:up|PIxnd1,67784:up|Aldhla2,19378:up|Mgp,17313:up|Ankrd1,107765:down|Wnt5a,22418:do
wn|Bmprla,12166:down|Stc1,20855:up|Bmp4,12159:up|lgfl,16000:up|Tnc,21923:down|Ret,19713:up|Tgf

b2,21808:down|Aldh1a3,56847:down|Fgfr2,14183:up|Cthrcl,68588:down|Ptk7,71461:down|Inhba,16323:

down|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Adamts12,239337:down|

Tnf,21926:up|Col1lal,12814:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Sulfl,240725:dow
n|Tgfbr3,21814:up|Grem1,23892:up|Col3al,12825:down|Sfrp2,20319:up|Col5al,12831:down|Rspo2,2394
05:up|Npnt,114249:up

negative regulation of
developmental process

GO:00
51093

4.17E-10

1.99E-08

Fstl3,83554:down|Col5a2,12832:down|Clec2d,93694:up|Tmem176b,65963:up|Ccl2,20296:up|Ednrb,13618
:up|Postn,50706:down|Cx3cr1,13051:down|PIk2,20620:down|Cxcl14,57266:down|Cd24a,12484.down|Wnt
5a,22418:down|Bmprla,12166:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|
Thbs2,21826:down|Fam101b,76566:down|Prl2c2,18811:up|Lrrc17,74511:.down|Ccl9,20308:up|Efemp1,21
6616:up|inhba,16323:down|Dpysl|3,22240:down|Aspn,66695:down|Vegfa,22339:down|Adamts12,239337:
down|Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Tmem176a,66058:up|Fgfrl,14182:down|Sfrp1,20377:
up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,2
0319:up|Col5a1,12831:down|Rspo2,239405:up|Tnfrsf11b,18383:up|Enppl,18605:down

regulation of organ
morphogenesis

GO:20
00027

4.46E-10

2.12E-08

Cthrc1,68588:down|Ptk7,71461:down|Aspn,66695:down|Vdr,22337:down|Vegfa,22339:down|Tnf,21926:u
p|Fgfrl,14182:down|Sfrpl,20377:up|Sulf1,240725:down|Bmprla,12166:down|Wnt5a,22418:down|Grem1,
23892:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up|Rspo2,239405:up|Tgfb2,21808:down|Tnfrsf
11b,18383:up|Fgfr2,14183:up

response to
endogenous stimulus

GO:00
09719

4.91E-10

2.29E-08

Fstl3,83554:down|Col5a2,12832:down|FIrt2,399558:down|Hpgd,15446:up|Ccl2,20296:up|Pdgfc,54635:do

wn|Ankrd1,107765:down|Htra3,78558:down|Sord,20322:up|Cd109,235505:down|Cdo1,12583:up|Akrlcl8
,105349:up|Cd24a,12484:down|Ncam1,17967:down|Wnt5a,22418:down|Bmprla,12166:down]|ll1rn,16181
:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Gatm,67092:down|Tgfb2,21808:
down|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Inhba,16323:down|Aspn,66695:down|Vdr,22337:
down|Htr2a,15558:down|Mmp2,17390:down|Adamts12,239337:down|lgf2,16002:up|Pappa,18491:down|

Pparg,19016:up|Tnf,21926:up|Colla2,12843:down|Alpl,11647:up|Egfr,13649:down|Fgfr1,14182:down|Sfrp
1,20377:up|Hmox1,15368:up|Has2,15117:down|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Col
3a1,12825:down|Sfrp2,20319:up|Serpina3g,20715:up|Npnt,114249:up|Enppl,18605:down

cellular response to
interleukin-1

GO:00
71347

5.02E-10

2.32E-08

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up]l11rn,16181:up|Ccl4,20303:up|
Ccl3,20302:up|Saa3,20210:up|Ankrd1,107765:down|Ccl8,20307:up|Adamts12,239337:down

cell chemotaxis

GO:00
60326

5.05E-10

2.32E-08

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Figf,14205:up|Ednrb,13618:up|Ccl3,20302:up|
Saa3,20210:up|Cxcl12,20315:up|Vegfa,22339:down|Cx3crl,13051:down|Gas6,14456:up|Cxcl14,57266:do

wn|Fgfrl,14182:down|Wnt5a,22418:down|Ccl12,20293:up|Ccl4,20303:up|Grem1,23892:up|Ccl8,20307:up|
Cxcl9,17329:up

connective tissue
development

GO:00
61448

6.21E-10

2.82E-08

Fam101b,76566:down|Efemp1,216616:up|Mgp,17313:up|Mmp13,17386:up|Serpinh1,12406:down|Adamt
§12,239337:down|Lox|2,94352:down|Col11al,12814:down|Fgfrl,14182:down|Sulf1,240725:down|Bmprla,
12166:down|Wntb5a,22418:down|Stc1,20855:up|Grem1,23892:up|Bmp4,12159:up|lgfl,16000:up|Chst11,5
8250:down|Sfrp2,20319:up|Col5al,12831:down|Rspo2,239405:up|Tgfb2,21808:down




regulation of defense
response

GO:00
31347

6.23E-10

2.82E-08

Clec2d,93694:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Ednrb,13618:up|Sema7a,20361:down|Cx3crl
,13051:down|Cd24a,12484:down|Wntb5a,22418:down|Ccl12,20293:up|Ccl4,20303:up|Adipoq,11450:uplfit
1,15957:up|l11rl1,17082:down|Ccl9,20308:up|Ccl6,20305:up|Aoah,27052:up|Ccl3,20302:up|Ctla2a,13024:d
own|Fabp4,11770:up|Mmp2,17390:down|Igf2,16002:up|Adamts12,239337:down|Pparg,19016:up|Tnf,219
26:up|Lmcd1,30937:up|Egfr,13649:down|C1lqtnf3,81799:down|Ptgs2,19225:down|Ccl8,20307:up|Ceacam

1,26365:up|Serping1,12258:up

muscle cell
proliferation

GO:00
33002

8.70E-10

3.91E-08

Vegfa,22339:down|Mmp2,17390:down|lgfbp3,16009:up|Pparg,19016:up|Tnf,21926:up|Egfr,13649:down|F
gfr1,14182:down|Hmox1,15368:up|Ncam1,17967:down|Tgfbr3,21814:up|Bmprla,12166:down|Wispl,224
02:down|Ptgs2,19225:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,192
22:up|Fgfr2,14183:up

protein
phosphorylation

GO:00
06468

9.19E-10

4.10E-08

[gTbp4, T6UTU Up[FITtZ,399558:down|STrp4,20379:up|Ccl7,2030b:up[CclZ, Z0296:up[C3,12266:up[Pdgfc,546
35:down|Ednrb,13618:up|Sema7a,20361:down|lgfbp3,16009:up|Cd109,235505:down|Dok2,13449:up|Plk
2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|
Mark1,226778:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,1971
3:up|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|E
femp1,216616:up|Ccl6,20305:up|inhba,16323:down|Aspn,66695:down|Ccl3,20302:up|Saa3,20210:up|Crlf
1,12931:down|Fabp4,11770:up|Vegfa,22339:down|Htr2a,15558:down|Lrrc15,74488:down|lgf2,16002:up|
Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|C
d4,12504:up|Tgfbr3,21814:up|Grem1,23892:up|Ceacaml,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Fam20
a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Errfil,74155:down|Enpp1,18605:d

Qwn

mesenchymal cell
development

GO:00
14031

9.93E-10

4.40E-08

Fam101b,76566:down|Htr2b,15559:down|Aldh1a2,19378:up|Ednrb,13618:up|Sema7a,20361:down|LoxI2,
94352:down|LoxI3,16950:down|Sfrp1,20377:up|Has2,15117:down|Tgfbr3,21814:up|Bmprla,12166:down|
Whntba,22418:down|Grem1,23892:up|Sfrp2,20319:up|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up|Kitl
17311:up

bone mineralization

GO:00
30282

1.02E-09

4.47E-08

Fam101b,76566:down|Bmprla,12166:down|Ptgs2,19225:down|Mgp,17313:up|Aspn,66695:down|Grem1,
23892:up|Mmp13,17386:up|lgfl,16000:up|Bmp4,12159:up|Ank,11732:down|Gpm6b,14758:up|Rspo2,239
405:up|lbsp,15891:up|Fgfr2,14183:up

negative regulation of
biological process

GO:00
48519

1.10E-09

4.81E-08

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|Hpgd,15446:
up|Sfrp4,20379:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:down|LoxI2
,94352:down|Plk2,20620:down|LoxI3,16950:down|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:d
own|Stc1,20855:up|ll1rn,16181:up|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Oasl
1,231655:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|Thbs2,21826:down|Cthrc1,68588:down|Ht
r2b,15559:down|Kngl1,16644:up|Prli2c2,18811:up|Efempl,216616:up|Dpysl3,22240:down|SIpi,20568:up|As
pn,66695:down|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Nabpl1,109019:down|Htr2a,15558:do
wn|Mmp2,17390:down|Oas3,246727:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:
up|C1qtnf3,81799:down|Tgfbr3,21814:up|Ceacaml,26365:up|Sfrp2,20319:up|Serpina3g,20715:up|Rspo2,
239405:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Mt1,17748:up|S100a1,20193:up|Col5a2,12832:down|Al
dh1a2,19378:up|Ccl2,20296:up|Cst7,13011:up|Ednrb,13618:up|Epasl,13819:up|Htra3,78558:down|Gpm6
b,14758:up|Postn,50706:down|Ptx3,19288:up|Akr1c18,105349:up|Ncam1,17967:down|Ccl12,20293:up|B
mprla,12166:down|Wispl,22402:down|Ccl4,20303:up|Chst11,58250:down|Tnc,21923:down|Prg4,96875:d
own|Pdxk,216134:up|Plpp3,67916:up|Creb3l1,26427:down|ll1rl1,17082:down|Kitl,17311:up|Fam101b,765
66:down|Lrrc17,74511:down|Hp,15439:up|Ccl9,20308:up|Inhba,16323:down|Aoah,27052:up|Plat,18791:d
own|Tfpi2,21789:down|Ctla2a,13024:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Ada
mts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|Igf2,16002:up|Anpep,16790:up|Kdelr3,105785:
down|Pparg,19016:up|Tnf,21926:up|Tmem176a,66058:up|Glplr,14652:down|Lmcd1,30937:up|Tnfrsf23,7
9201:down|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725:down|Susd2,71733:up|Ptgs2,19225:down|G
rem1,23892:up|Col3al,12825:down|Col5a1,12831:down|Serpingl1,12258:up|Errfil,74155:down|Enppl,18
605:down

lymphocyte migration

GO:00
72676

1.12E-09

4.86E-08

Gas6,14456:up|Cxcl14,57266:down|Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,
20296:up|Ccl12,20293:up|Ccl4,20303:up|Ccl3,20302:up|Ccl8,20307:up|Cxcl12,20315:up

epithelium
development

GO:00
60429

1.22E-09

5.23E-08

Adm,11535:up|PIxnd1,67784:up|Sfrp4,20379:up|Aldh1a2,19378:up|Mgp,17313:up|Ednrb,13618:up|Cd109
,235505:down|Wnt5a,22418:down|Bmprla,12166:down|Stc1,20855:up|Adipoq,11450:up|Bmp4,12159:up|
Igf1,16000:up|Tnc,21923:down|Ret,19713:up|Tgfb2,21808:down|Hpse, 15442:up|Aldh1a3,56847:down|Fgf
r2,14183:up|Kitl,17311:up|Cthrc1,68588:down|Ptk7,71461:down|Inhba,16323:down|Vdr,22337:down|Crlfl
,12931:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:up|Adamts12,2393
37:down|Slc40al,53945:up|Pparg,19016:up|Tnf,21926:up|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,2037

7:up|Sulf1,240725:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,2
0319:up|Mcoln3,171166:up|Col5al,12831:down|Rspo2,239405:up|Npnt,114249:up|Errfil,74155:down

chemokine-mediated
signaling pathway

GO:00
70098

1.26E-09

5.36E-08

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,20303:up|Ccl3,20302:up|
Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up

monocyte chemotaxis

GO:00
02548

1.26E-09

5.36E-08

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Grem1,23892:up|Ccl4,20303:u
p|Ccl3,20302:up|Ccl8,20307:up|Cxcl12,20315:up

regulation of
phosphate metabolic
process

GO:00
19220

1.30E-09

5.49E-08

Igfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,1226
6:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,20361:down|lgfbp3,16009:up|Cd109,235505:down|Trf,2
2041:up|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up]ll1rn,16181:up|Ccl4
,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:
up|Ptgir,19222:up|Fgfr2,14183:uplKitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16
323:down|Aspn,66695:down|Ccl3,20302:up|Srpx2,68792:down|Crlf1,12931:down|Fabp4,11770:up|Vedfa,
22339:down|Htr2a,15558:down|Lrrc15,74488:down|lIgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,141
82:down|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Cd4,12504:up|Grem1,23892:up|Ceacaml
,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prka
r2b,19088:up|Errfil,74155:down|Enppl,18605:down

positive regulation of
protein modification
process

GO:00
31401

1.43E-09

6.00E-08

Igfbp4,16010:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,2
0361:down|lgfbp3,16009:up|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Bmprla,12166:down|C
¢l12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:u

p|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6
,20305:up|Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Htr2a,15558:down|Igf2
,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|C1qtnf3,81799:down|Cd4,12

504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Fam20a,208659:down|Tnfrsfl
1b,18383:up|Npnt,114249:up




regulation of
phosphorus metabolic
process

GO:00
51174

1.49E-09

6.19E-08

Igfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,1226
6:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,20361:down|lgfbp3,16009:up|Cd109,235505:down|Trf,2
2041:up|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up]ll1rn,16181:up|Ccl4
,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:
up|Ptgir,19222:up|Fgfr2,14183:uplKitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16
323:down|Aspn,66695:down|Ccl3,20302:up|Srpx2,68792:down|Crlf1,12931:down|Fabp4,11770:up|Vedfa,
22339:down|Htr2a,15558:down|Lrrc15,74488:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,141
82:down|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Cd4,12504:up|Grem1,23892:up|Ceacaml1
,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Fam?20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prka
r2b,19088:up|Errfil,74155:down|Enppl,18605:down

leukocyte chemotaxis

GO:00
30595

1.61E-09

6.64E-08

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Figf,14205:up|Ednrb,13618:up|Ccl3,20302:up|
Cxcl12,20315:up|Cx3cr1,13051:down|Gas6,14456:up|Cxcl14,57266:down|Ccl12,20293:up|Wnt5a,22418:d
own|Ccl4,20303:up|Grem1,23892:up|Ccl8,20307:up|Cxcl9,17329:up

regulation of epithelial
cell proliferation

GO:00
50678

1.72E-09

7.07E-08

Htr2b,15559:down|Ccl2,20296:up|Aldh1a2,19378:up|Ednrb,13618:up|Vdr,22337:down|Cxcl12,20315:up|V
egfa,22339:down|Cd109,235505:down|Egfr,13649:down|Sfrp1,20377:up|Has2,15117.down|Sulf1,240725:
down|Wnt5a,22418:down|Tgfbr3,21814:up|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Ceacam1,
26365:up|Sfrp2,20319:up|Tgfb2,21808:down|Errfil,74155:down|Fgfr2,14183:up|F3,14066:up

regulation of immune
system process

GO:00
02682

1.79E-09

7.29E-08

Fstl3,83554:down|Clec2d,93694:up|Tmem176b,65963:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Sema
7a,20361:down|Cxcl14,57266:down|Cd24a,12484.down|Wnt5a,22418:down|Ccl12,20293:up|Ccl4,20303:u
p|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|Tgfb2,21808:down|C1s2,317677:upl|fit
1,15957:upll1rl1,17082:down|Clecde,56619:up|Kitl,17311:up|Lrrc17,74511:down|Inhba,16323:down|Ccl3,
20302:up|Ctla2a,13024:down|C1s1,50908:up|Cxcl12,20315:up|Vegfa,22339:down|Phfl11a,219131:up|Mm

p2,17390:down|Igf2,16002:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Tmem176a,66058:up|Lmcdl,
30937:up|Hmox1,15368:up|Sfrp1,20377:up|Cd4,12504:up|Clrb,667277:up|Tfrc,22042:up|Grem1,23892:u

p|Col3al,12825:down|Ceacam1,26365:up|Serpingl1,12258:up|Tnfsf9,21950:up

anatomical structure
formation involved in
morphogenesis

GO:00
48646

1.99E-09

8.04E-08

Col5a2,12832:down|Adm,11535:up|PIxnd1,67784:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Epasl,138
19:up|Tnfrsfl2a,27279:down|Ddah1,69219:down|Cx3crl,13051:down|Cd109,235505:down|LoxI2,94352:d

own|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|Col8al,12837:down|Bmp4,12159:up|Cxcl9,
17329:up|Ret,19713:up|Tgfb2,21808:down|Vegfb,22340:up|Hpse,15442:up|Aldh1a3,56847:down|Fgfr2,14
183:up|F3,14066:up|Thbs2,21826:down|Cthrc1,68588:down|Prl2c2,18811:up|Ptk7,71461:down|Inhba,163

23:down|Srpx2,68792:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Anpep,16790:up|Slc
40a1,53945:up|Tnf,21926:up|Fgfrl,14182:down|Hmox1,15368:up|Sfrpl,20377:up|Sulfl,240725:down|Tgf

br3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Col5
al,12831:down|Fam?20a,208659:down

tissue remodeling

GO:00
48771

2.43E-09

9.75E-08

Cthrc1,68588:down|Epas1,13819:up|Vdr,22337.down|Vegfa,22339:down|Mmp2,17390:down|Trf,22041:u
p|Cd24a,12484:down|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Grem1,23892:upl|
gf1,16000:up|Ceacam1,26365:up|Tgfb2,21808:down|Tnfrsf11b,18383:up|Enppl,18605:down

regulation of
vasculature
development

GO:19
01342

2.98E-09

1.19E-07

Prl2c2,18811:up|Adm,11535:up|PIxnd1,67784:up|Ccl2,20296:up|C3,12266:up|Tnfrsf12a,27279:down|Srpx

2,68792:down|Ddah1,69219:down|Vegfa,22339:down|Cx3crl1,13051:down|Hmox1,15368:up|Sulf1,240725
:down|Wnt5a,22418:down|Ptgs2,19225:down|Grem1,23892:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,
20319:up|F3,14066:up|Thbs2,21826:down

regulation of
angiogenesis

GO:00
45765

3.29E-09

1.31E-07

Prl2c2,18811:up|Adm,11535:up|PIxnd1,67784:up|Ccl2,20296:up|C3,12266:up|Tnfrsf12a,27279:down|Srpx
2,68792:down|Ddah1,69219:down|Vegfa,22339:down|Cx3crl1,13051:down|Hmox1,15368:up|Sulf1,240725
:down|Wnt5a,22418:down|Ptgs2,19225:down|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|F3,140
66:up|Thbs2,21826:down

cytokine production

GO:00
01816

3.57E-09

1.40E-07

Ly9,17085:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Sema7a,20361:down|Clec4n,56620:up|Postn,507
06:down|Cd24a,12484:down|Wntb5a,22418:down|Ccl4,20303:up|Adipoq,11450:up|Prg4,96875:down|Tgfb
2,21808:down|Hpse,15442:up|ll1rl1,17082:down|Clec4e,56619:up|Htr2b,15559:down|Ccl3,20302:up|Fabp
4,11770:up|Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Fgfrl,14182:down|Lpl,16956:up|HMox1,15368:u
p|Cd4,12504:up|C1qtnf3,81799:down|Sulf1,240725:down|Ptgs2,19225:down|Ceacam1,26365:up|Errfil, 74
155:down|Tnfsf9,21950:up

positive regulation of
biological process

GO:00
48518

3.57E-09

1.40E-07

Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|Lyl1,17095:up|lgfbp
3,16009:up|Plk2,20620:down|Cd24a,12484:down|ll1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Hpse,1
5442:up|Medag,70717:down|Ptgir,19222:up|Fgfr2,14183:up|Thbs2,21826:down|Htr2b,15559:down|Ccl6,2
0305:up|Fam132b,227358:down|Mmp2,17390:down|Slc40a1,53945:up|Egfr,13649:down|C1lrb,667277:up|
Tfrc,22042:up|Ccl8,20307:up|Rsp0o2,239405:up|Fam20a,208659:down|Aldh1a2,19378:up|Ccl2,20296:up|E
dnrb,13618:up|Mmp13,17386:up|Tnfrsf12a,27279:down|Clec4n,56620:up|Ptx3,19288:up|Ncam1,17967:d
own|Ccl4,20303:up|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Lama2,16773:down|Ccl9,2030
8:up|Ptk7,71461:down|Inhba,16323:down|Crlf1,12931:down|C1s1,50908:up|Plod2,26432:down|Vegfa,223
39:down|Serpine2,20720:up|lgf2,16002:up|Tnf,21926:up|Fxyd1,56188:up|Fgfrl,14182:down|Lpl,16956:up|
Sulf1,240725:down|Cd4,12504:up|Col3al,12825:down|Serpingl,12258:up|C3,12266:up|Ankrd1,107765:d
own|Cx3crl,13051:down|Trf,22041:up|LoxI2,94352:down|Cxcl14,57266:down|Wnt5a,22418:down|Stc1,20
855:up|Col8al,12837:down|Adipoqg,11450:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,2
1808:down|F3,14066:up|Clecde,56619:up|Prl2c2,18811:up|Cthrcl,68588:down|Efempl,216616:up|Dpysl3,
22240:down|Ninj1,18081:up|Vdr,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Smoc
2,64074:down|Gas6,14456:up|Sfrpl1,20377:up|Tgfbr3,21814:up|Clqtnf3,81799:down|Serinc2,230779:dow
n|Ceacam1,26365:up|Sfrp2,20319:up|Tnfrsfl11b,18383:up|Npnt,114249:up|S100a1,20193:up|lcel,218333:
down|Ly9,17085:up|Ccl7,20306:up|Figf,14205:up|Pdgfc,54635:down|Epas1,13819:up|Sema7a,20361:dow
n|Gpm6b,14758:up|Ddah1,69219:down|Sdpr,20324:down|Postn,50706:down|Akrlc18,105349:up|Ccl12,2
0293:up|Bmprla,12166:down|Wispl,22402:down|Tnc,21923:down|Ret,19713:up|C1s2,317677:up|Creb3I1
,26427:down|Kitl,17311:up]ll1rl1,17082:down|Hp,15439:up|Rasl11a,68895:up|Ccl3,20302:up|Plat,18791:d
own|Srpx2,68792:down|Lrrc15,74488:down|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Hmox1,1
5368:up|Has2,15117:down|Ptgs2,19225:down|Grem1,23892:up|Tnfsf9,21950:up




positive regulation of
cellular process

GO:00
48522

4.26E-09

1.66E-07

Fstl3,83554:down|lgfbp4,16010:up]Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Ankrd

1,107765:down|Lyl1,17095:up|Cx3cr1,13051:down|lgfbp3,16009:up|LoxI2,94352:down|PIk2,20620:down|T
rf,22041:up|Cxcl14,57266:down|Cd24a,12484.down|Wnt5a,22418:down|Stc1,20855:up]ll1rn,16181:up|Col
8a1,12837:down|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|

Cxcl9,17329:up|Tgfb2,21808:down|Hpse,15442:up|Medag,70717:down|Ptgir,19222:up|F3,14066:up|Fgfr2,
14183:up|Thbs2,21826:down|Clec4e,56619:up|Cthrc1,68588:down|Htr2b,15559:down|Prl2c2,18811:up|Ef
empl,216616:up|Ccl6,20305:up|Dpysl3,22240:down|Ninj1,18081:up|Vdr,22337:down|Fabp4,11770:up|Cx
¢l12,20315:up|Htr2a,15558:down|Mmp2,17390:down|Smoc2,64074:down|Slc40al1,53945:up|Gas6,14456:

up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Tfrc,22042:up|Ceacam1,2636

5:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,1

8383:up|S100a1,20193:up|lcel,218333:down|Aldh1a2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,5463
5:down|Ednrb,13618:up|Figf,14205:up|Mmp13,17386:up|Sema7a,20361:down|Epasl,13819:up|Tnfrsf12a,
27279:down|Ddah1,69219:down|Clec4n,56620:up|Sdpr,20324:down|Postn,50706:down|Ptx3,19288:up|Ak
r1c18,105349:up|Ncam1,17967:down|Bmprla,12166:down|Ccl12,20293:up|Wisp1,22402:down|Ccl4,2030
3:up|Tnc,21923:down|Ret,19713:up|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,6 7916:up|Creb3l1,26427
:down|l11rl1,17082:downlKitl,17311:up|Lama2,16773:down|Hp,15439:up|Ccl9,20308:up|Ptk7,71461:down|
Inhba,16323:down|Rasl11a,68895:up|Ccl3,20302:up|Srpx2,68792:down|Crlf1,12931:down|Plod2,26432:do
wn|Vegfa,22339:down|Serpine2,20720:up|Lrrc15,74488:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:u

p|Glplr,14652:down|Lmcd1,30937:up|Fxyd1,56188:up|Fgfrl,14182:down|Has2,15117:down|Lpl,16956:up|
Hmox1,15368:up|Sulfl1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:do
wn|Tnfsf9,21950:up

innate immune
response

GO:00
45087

4.30E-09

1.66E-07

Clec2d,93694:up|Ccl9,20308:up|Ly9,17085:up|Ccl6,20305:up|Mrc1,17533:up|Ccl7,20306:up|Ccl2,20296:up
|C3,12266:up|Slpi,20568:up|Ccl3,20302:uplIfit3,15959:up|Clecdn,56620:up|C1s1,50908:up|Mmp2,17390:d
own|Oas3,246727:up|lgf2,16002:up|Tnf,21926:up|Pparg,19016:up|Ptx3,19288:up|Wnt5a,22418:down|Ccl
12,20293:up|C1rb,667277:up|Ccl4,20303:up|Ceacam1,26365:up|Ccl8,20307:up|Serping1,12258:up|Oasl1,
231655:up|C1s2,317677:uplIfit1,15957:up|Clecde,56619:up

chondrocyte
differentiation

GO:00
02062

4.43E-09

1.70E-07

Fam101b,76566:down|LoxI2,94352:down|Fgfrl,14182:down|Col11al,12814:down|Efemp1,216616:up|Sulf
1,240725:down|Bmprla,12166:down|Grem1,23892:up|Bmp4,12159:up|Chst11,58250:down|Serpinh1,124
06:down|Sfrp2,20319:up|Adamts12,239337:down

cellular response to
interferon-gamma

GO:00
71346

4.56E-09

1.74E-07

Pparg,19016:up|Ccl9,20308:up|Ccl6,20305:up|Mrcl,17533:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:u
p|Ccl4,20303:up|Ccl3,20302:up|Ccl8,20307:up

regulation of
ossification

GO:00
30278

4.89E-09

1.86E-07

Fam101b,76566:down|Cthrc1,68588:down|Mgp,17313:up|Gpm6b,14758:up|Vegfa,22339:down|Tnf,2192

6:up|Fgfrl,14182:down|Sfrp1,20377:up|Bmprla,12166:down|Wnt5a,22418:down|Grem1,23892:up|Bmp4,
12159:up|lgfl,16000:up|Sfrp2,20319:up|Ank,11732:down|Npnt,114249:up|Enpp1,18605:down|Creb3l1,26
427:down

regulation of cytokine
production

GO:00
01817

4.96E-09

1.87E-07

Htr2b,15559:down|Ly9,17085:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Ccl3,20302:up|Sema7a,20361:
down|Clec4n,56620:up|Postn,50706:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Fgfrl,14182:dow
n|Cd24a,12484:down|Hmox1,15368:up|Lpl,16956:up|Sulfl,240725:down|C1qtnf3,81799:down|Wnt5a,224
18:down|Ptgs2,19225:down|Ccl4,20303:up|Adipoq,11450:up|Ceacam1,26365:up|Prg4,96875:down|Tgfb2,
21808:down|Hpse,15442:uplErrfil,74155:down|ll1rl1,17082:down|Tnfsf9,21950:up|Clecde,56619:up

morphogenesis of a
branching epithelium

GO:00
61138

4.99E-09

1.87E-07

Adm,11535:up|PIxnd1,67784:up|Mgp,17313:up|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Tnf,
21926:up|Fgfrl,14182:down|Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,22418:down|Grem1,23892:up|Bm
p4,12159:up|lgfl,16000:up|Sfrp2,20319:up|Tnc,21923:down|Rspo2,239405:up|Npnt,114249:up|Fgfr2,141
83:up

response to
interleukin-1

GO:00
70555

5.59E-09

2.08E-07

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|
Ccl3,20302:up|Saa3,20210:up|Ankrd1,107765:down|Ccl8,20307:up|Adamts12,239337:down

regulation of biological
quality

GO:00
65008

5.72E-09

2.12E-07

Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Sfrp4,20379:up|C3,12266:up|Cx3crl,13051:down|Plk2
,20620:down|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Stc1,20855:up|ll1rn,16181:up|Maob,10
9731:up|lgf1,16000:up|Adipoqg,11450:up|Bmp4,12159:up|Crabp2,12904:down|Tgfb2,21808:down|Hpse, 1
5442:up|Ptgir,19222:up|F3,14066:up|Thbs2,21826:down|Htr2b,15559:down|Kng1,16644:up|Anxa8,11752:
down|Mt2,17750:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Fam132b,227358:down|Cxcl12,
20315:up|Htr2a,15558:down|Mmp2,17390:down|SIc40a1,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp
1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Tfrc,22042:up|Sncg,20618:up|Ceacam1,26365:up|Fam2
0a,208659:down|Tnfrsf11b,18383:up|Syt13,80976:up|Mt1,17748:up|Aldhla2,19378:up|Ccl2,20296:up|Pdg
fc,54635:down|Ednrb,13618:up|Ampd3,11717:up|Mmp13,17386:up|Sema7a,20361:down|Epasl,13819:up
[SIc29a1,63959:up|Tnfrsf12a,27279:down|Gpm6b,14758:up|Ddah1,69219:down|Steapl,70358:down|Post
n,50706:down|Cdo1,12583:up|Ptx3,19288:up|Akrlc18,105349:up|Ncam1,17967:down|Ccl12,20293:up|Ccl
4,20303:up|Ret,19713:up|Aldh1a3,56847:down|Plpp3,67916:uplKitl,17311:up|inhba,16323:down|Ccl3,203
02:up|Tfpi2,21789:down|Srpx2,68792:down|Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:down|lgf2,
16002:up|Anpep,16790:up|Kdelr3,105785:down|Pparg,19016:up|Tnf,21926:up|Fxyd1,56188:up|Colla2,12
843:down|Glplr,14652:down|Fgfrl,14182:down|Lpl,16956:up|Hmox1,15368:up|Cd4,12504:up|Ptgs2,1922
5:down|Serping1,12258:up|Enpp1,18605:down

regulation of cell
adhesion

GO:00
30155

6.63E-09

2.42E-07

Fstl3,83554:down|Ccl2,20296:up|Gpm6b,14758:up|Postn,50706:down|Cd24a,12484:down|Wnt5a,22418:d
ownl|ll1rn,16181:up|Col8al,12837:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tnc,21923:down
|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Lama2,16773:down|Ninj1,18081:up|Ctla2a,13024.down
|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:up|Mmp2,17390:down|lgf2,16002:up|Smoc2,64074:
down|Tnf,21926:up|Has2,15117:down|Cd4,12504:up|Tfrc,22042:up|Grem1,23892:up|Ceacam1,26365:up|
Npnt,114249:up|Tnfsf9,21950:up

regulation of smooth
muscle cell
proliferation

GO:00
48660

6.68E-09

2.43E-07

Tnf,21926:up|Pparg,19016:up|Egfr,13649:down|Hmox1,15368:up|Bmprla,12166:down|Wisp1,22402:dow
n|Ptgs2,19225:down|lgf1,16000:up|Bmp4,12159:up|Adipoq,11450:up|Vegfa,22339:down|Mmp2,17390:do
wn|lgfbp3,16009:up|Ptgir,19222:up|Fgfr2,14183:up

positive regulation of
transport

GO:00
51050

7.05E-09

2.55E-07

Icel1,218333:down|Sfrp4,20379:up|Ccl2,20296:up|C3,12266:up|Ednrb,13618:up|Mmp13,17386:up|Ankrdl,
107765:down|Clec4n,56620:up|Postn,50706:down|Trf,22041:up|Ptx3,19288:up|Wnt5a,22418:down|Bmprl
a,12166:down|Ccl12,20293:up|Stc1,20855:up|Ccl4,20303:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000
:up|Tgfb2,21808:downll1rl1,17082:down|Clecde,56619:up|Htr2b,15559:down|Ccl3,20302:up|Fam132b,22
7358:down|Cxcl12,20315:up|Vegfa,22339:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Fxyd1,5618
8:up|Glplr,14652:down|Egfr,13649:down|Fgfrl,14182:down|Lpl,16956:up|Clqtnf3,81799:down|Cd4,1250
4:up|Ptgs2,19225:down|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|S100a1,20193:up




wound healing

GO:00
42060

7.29E-09

2.62E-07

Kng1,16644:up|Ptk7,71461:down|C3,12266:up|Pdgfc,54635:down|Anxa8,11752:down|Ninj1,18081:up|Tfpi
2,21789:down|Tnfrsf12a,27279:down|Serpine2,20720:up|Cd109,235505:down|Gas6,14456:up|Egfr,13649:
down|Hmox1,15368:up|Wnt5a,22418:down|lgf1,16000:up|Col3al,12825:down|Ceacam1,26365:up|Serpin
g1,12258:up|Col5a1,12831:down|Tgfb2,21808:down|Hpse, 15442:up|Plpp3,67916:up|F3,14066:up

blood circulation

GO:00
08015

7.95E-09

2.81E-07

Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Ednrb,13618:up|Epasl,13819:up|Ddah1,69219:down|P
ostn,50706:down|Vegfa,22339:down|Htr2a,15558:down|Mmp2,17390:down|Gas6,14456:up|Pparg,19016:
up|Glplr,14652:down|Fxyd1,56188:up|Colla2,12843:down|Egfr,13649:down|Hmox1,15368:up|Tgfbr3,218
14:up|Ptgs2,19225:down|Stc1,20855:up|Ccl4,20303:up|Adipoq,11450:up|Ceacaml,26365:up|Tgfb2,21808
:down|Vegfb,22340:up|S100a1,20193:up

regulation of protein
modification process

GO:00
31399

7.97E-09

2.81E-07

Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,546

35:down|Ednrb,13618:up|Sema7a,20361:down|lgfbp3,16009:up|Cd109,235505:down|Trf,22041:up|Cd24a
,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adip
0q,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183
:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Aspn,66695:down|C
¢l3,20302:up|Crlf1,12931:down|Fabp4,11770:up|Vegfa,22339:down|Htr2a,15558:down|Lrrc15,74488:dow

n|Nxn,18230:down|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,
20377:up|C1qtnf3,81799:down|Cd4,12504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,2
0319:up|Fam?20a,208659:down|Npnt,114249:up|Prkar2b,19088:up|Tnfrsf11b,18383:uplErrfil,74155:down|
Enpp1,18605:down

negative regulation of
cellular process

GO:00
48523

8.55E-09

3.00E-07

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|Firt2,399558:down|Tmem176b,65963:up|Hpgd,15446:
up|Sfrp4,20379:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:down|LoxI2
,94352:down|Plk2,20620:down|LoxI3,16950:down|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:d
own|Stc1,20855:up|ll1rn,16181:up|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Oasl
1,231655:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|Cthrc1,68588:down|Htr2b,15559:down|Kn
g1,16644:up|Prl2c2,18811:up|Efempl,216616:up|Dpysl3,22240:down|SIpi,20568:up|Aspn,66695:down|Vd
r,22337:down|Fabp4,11770:up|Cxcl12,20315:up|Nabp1,109019:down|Htr2a,15558:down|Mmp2,17390:do
wn|Oas3,246727:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:do
wn|Tgfbr3,21814:up|Ceacam1,26365:up|Sfrp2,20319:up|Serpina3g,20715:up|Prkar2b,19088:up|Mt1,1774
8:up|S100a1,20193:up|Col5a2,12832:down|Aldh1a2,19378:up|Cst7,13011:up|Ednrb,13618:up|Epasl,1381
9:up|Htra3,78558:down|Gpm6b,14758:up|Postn,50706:down|Ptx3,19288:up|Akrlc18,105349:up|Ncam1,1
7967:down|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|Ccl4,20303:up|Chst11,58250:down|T
nc,21923:down|Prg4,96875:down|Pdxk,216134:up|Plpp3,67916:up|Creb3l1,26427:down|l11rl1,17082:dow
n|Kitl,17311:up|Fam101b,76566:down|Lrrc17,74511:down|Ccl9,20308:up|Hp,15439:up|inhba,16323:down
|Plat,18791:down|Tfpi2,21789:down|Ctla2a,13024:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,2
0720:up|Adamts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|Pparg,19016:up|Tnf,21926:up|Tm
em176a,66058:up|Glplr,14652:down|Lmcd1,30937:up|Tnfrsf23,79201:down|Fgfrl,14182:down|Hmox1,15
368:up|Sulf1,240725:down|Susd?2,71733:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Serp
ing1,12258:up|Col5a1,12831:down|Errfil,74155:down|Enpp1,18605:down

circulatory system
process

GO:00
03013

9.34E-09

3.26E-07

Htr2b,15559:down|Kngl,16644:up|Adm,11535:up|Ednrb,13618:up|Epasl,13819:up|Ddahl,69219:down|P
ostn,50706:down|Vegfa,22339:down|Htr2a,15558:down|Mmp2,17390:down|Gas6,14456:up|Pparg,19016:
up|Glplr,14652:down|Fxyd1,56188:up|Colla2,12843:down|Egfr,13649:down|Hmox1,15368:up|Tgfbr3,218
14:up|Ptgs2,19225:down|Stc1,20855:up|Ccl4,20303:up|Adipog,11450:up|Ceacam1,26365:up|Tgfb2,21808
:down|Vegfb,22340:up|S100a1,20193:up

smooth muscle cell
proliferation

GO:00
48659

1.16E-08

4.01E-07

Tnf,21926:up|Pparg,19016:up|Egfr,13649:down|Hmox1,15368:up|Bmprla,12166:down|Wispl,22402:dow
n|Ptgs2,19225:down|lgf1,16000:up|Bmp4,12159:up|Adipoq,11450:up|Vegfa,22339:down|Mmp2,17390:do
wn|lgfbp3,16009:up|Ptgir,19222:up|Fgfr2,14183:up

regulation of
embryonic
development

GO:00
45995

1.25E-08

4.31E-07

Col5a2,12832:down|Lama2,16773:down|Fgfrl,14182:down|Sfrp1,20377:up|Sulf1,240725:down|Ptk7,7146
1:down|Wnt5a,22418:down|Bmprla,12166:down|ll1rn,16181:up|lgfl,16000:up|Bmp4,12159:up|Adipog,1
1450:up|Sfrp2,20319:up|Col5al1,12831:down

response to oxygen-
containing compound

GO:19
01700

1.26E-08

4.31E-07

Col5a2,12832:down|Adm,11535:up|Mrc1,17533:up|Ccl7,20306:up|Ccl2,20296:up|Aldh1a2,19378:up|Pdgf
¢,54635:down|Ednrb,13618:up|Ankrd1,107765:down|Postn,50706:down|Cdo1,12583:up|Akrlc18,105349:
up|Ncam1,17967:down|Ccl12,20293:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Cxcl9,17329:up|

Gatm,67092:down|Ret,19713:up|Tgfb2,21808:down|Ptgir,19222:up|Htr2b,15559:down|Hp,15439:up|Ptk7,
71461:down|inhba,16323:down|SIpi,20568:up|Vdr,22337:down|Htr2a,15558:down|Mmp2,17390:down|Igf
2,16002:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Colla2,12843:down|Glplr,14652:down|Egfr,136
49:down|Hmox1,15368:up|Sfrp1,20377:up|Tgfbr3,21814:up|Ptgs2,19225:down|Col3al,12825:down|Serpi

na3g,20715:up|Tnfrsf11b,18383:up|Enppl,18605:down|Mt1,17748:up

regulation of cellular
protein metabolic
process

GO:00
32268

1.33E-08

4.53E-07

Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|lgfbp3,16009:up|Cd109,235505:downl|PI
k2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoq,11450:up|Bm
p4,12159:up|lgfl,16000:up|Tgfb2,21808:down|F3,14066:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,1664
4:up|Ccl6,20305:up|Slpi,20568:up|Aspn,66695:down|Fabp4,11770:up|Htr2a,15558:down|Gas6,14456:up|E
gfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|S
erpina3g,20715:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Ccl2,20
296:up|Ccl7,20306:up|Cst7,13011:up|Ednrb,13618:up|Pdgfc,54635:down|Sema7a,20361:down|Uchl5,562

07:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Plpp3,6 7916:up|Kitl,17311:up|Ccl
9,20308:up|Inhba,16323:down|Ccl3,20302:up|Plat,18791:down|Tfpi2,21789:down|Ctla2a,13024:down|Crlf
1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Lrrc15,74488:down|lgf2,16002:up|Nxn,18230:down|
Pparg,19016:up|Tnf,21926:up|Fgfrl,14182:down|Cd4,12504:up|Grem1,23892:up|Serping1,12258:up|Enpp
1,18605:down|Errfil,74155:down

morphogenesis of an
epithelium

GO:00
02009

1.41E-08

4.77E-07

Cthrc1,68588:down|Adm,11535:up|PIxnd1,67784:up|Ptk7,71461:down|Aldh1a2,19378:up|Mgp,17313:up|
\dr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Adamts12,239337:down|Tnf,21
926:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,20377:up|Sulf1,240725:down|Wntb5a,22418:down|Grem
1,23892:up|Bmp4,12159:up|lgf1,16000:up|Sfrp2,20319:up|Tnc,21923:down|Col5a1,12831:down|Ret, 1971
3:up|Tgfb2,21808:down|Rspo2,239405:up|Aldh1a3,56847:down|Npnt,114249:up|Fgfr2,14183:up

leukocyte migration

GO:00
50900

1.54E-08

5.20E-07

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Figf,14205:up|Ednrb,13618:up|Ccl3,20302:up|
Cxcl12,20315:up|Cx3crl,13051:down|Gas6,14456:up|Tnf,21926:up|Cxcl14,57266:down|Cd24a,12484.dow
n|Wnt5a,22418:down|Ccl12,20293:up|Ccl4,20303:up|Grem1,23892:up|Ccl8,20307:up|Cxcl9,17329:up|Kitl,
17311:up




regulation of apoptotic
process

GO:00
42981

1.63E-08

5.48E-07

Adm,11535:up|Sfrp4,20379:up|Aldhla2,19378:up|Ednrb,13618:up|Ankrd1,107765:down|Tnfrsf12a,27279:
down|Cx3crl,13051:down|lgfbp3,16009:up|Plk2,20620:down|Akr1c18,105349:up|Cd24a,12484.down|Wnt
5a,22418:down|Ccl12,20293:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58
250:down|Tgfb2,21808:down|Pdxk,216134:up|Sdf211,64136:up|Aldh1a3,56847:down|Creb3l1,26427.dow

n|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|Inhba,16323:down|Ccl3,20302:up|Vdr,223
37:down|Crlf1,12931:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|SIc40a1,53945:up|Pp

arg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Tnfrsf23,79201:down|Fgfrl,14182:down|Eg

r,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Ce

acam1,26365:up|Sfrp2,20319:up|Tnfrsf11b,18383:up|Mt1,17748:up

intracellular signal
transduction

GO:00
35556

1.66E-08

5.52E-07

Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down]|Igfbp3,16009:up|
P1k2,20620:down|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Mark1,226778:up|ll1rn,16181:up|
Adipoqg,11450:up|Bmp4,12159:upllgfl,16000:up|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|Fgfr2,
14183:up|F3,14066:up|Htr2b,15559:down|Ccl6,20305:up|Aspn,66695:down|Mt2,17750:up|Saa3,20210:up|
Cxcl12,20315:up|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:dow
n|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Npnt,114249:up|Tnfrsf11b,18383:u
p|Mt1,17748:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,20361:down|Cl
ecdn,56620:up|Dok2,13449:up|Akrlc18,105349:up|Ncam1,17967:down|Ccl12,20293:up|Ccl4,20303:up|Re
£,19713:up|Creb3l1,26427:down|Kitl,17311:up|ll1rl1,17082:down|Ccl9,20308:up|Rasl11a,68895:up|Iinhba,1
6323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Lrrc15,74488:down|lg
f2,16002:up|Tnf,21926:up|Lmcd1,30937:up|Colla2,12843:down|Glplr,14652:down|Fgfr1,14182:down|Hm
0x1,15368:up|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:down|Errfil,74155:down

morphogenesis of a
branching structure

GO:00
01763

1.74E-08

5.77E-07

Adm,11535:up|PIxnd1,67784:up|Mgp,17313:up|Vdr,22337.down|Cxcl12,20315:up|Vegfa,22339:down|Tnf,
21926:up|Fgfrl,14182:down|Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,22418:down|Grem1,23892:up|Bm
p4,12159:up|lgfl,16000:up|Sfrp2,20319:up|Tnc,21923:down|Rspo2,239405:up|Npnt,114249:up|Fgfr2,141
83:up

regulation of cell death

GO:00
10941

1.87E-08

6.18E-07

Adm,11535:up|Sfrp4,20379:up|Aldhla2,19378:up|Ednrb,13618:up|Ankrd1,107765:down|Tnfrsf12a,27279:
down|Cx3crl,13051:down|lgfbp3,16009:up|Plk2,20620:down|Akrlc18,105349:up|Cd24a,12484:down|Nca
m1,17967:down|Wnt5a,22418:down|Ccl12,20293:up|Wisp1,22402:down|ll1rn,16181:up|Adipoq,11450:up|
Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,21808:down|Pdxk,216134:up|Sdf2I1,64136:up|A
Idh1a3,56847:down|Creb3I1,26427:down|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|H

p,15439:up|Inhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Crlf1,12931:down|Cxcl12,20315:up|Vedfa,

22339:down|Mmp2,17390:down|Slc40al,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14
652:down|Tnfrsf23,79201:down|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Tgf
br3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Tnfrsf11b,18383:up
IMt1,17748:up

negative regulation of
cell differentiation

GO:00
45596

1.93E-08

6.34E-07

Fstl3,83554:down|Col5a2,12832:down|Clec2d,93694:up|Tmem176b,65963:up|Ednrb,13618:up|Postn,5070
6:down|Plk2,20620:down|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:dow
n|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fam101b,76566:down|Prl2c2,1881
1:up|Ccl9,20308:up|Lrrcl7,74511:down|Efempl,216616:up|Dpysl3,22240:down|Vegfa,22339:down|Adamt
512,239337:down|Tmem176a,66058:up|Tnf,21926:up|Pparg,19016:up|Fgfrl,14182:down|Sfrp1,20377:up|
Tgfbr3,21814:up|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,20319:up|Col5al,12831:
down|Enpp1,18605:down

peptidyl-tyrosine
phosphorylation

GO:00
18108

2.33E-08

7.62E-07

Efemp1,216616:up|Pdgfc,54635:down|Crlf1,12931:down|Vegfa,22339:down|Htr2a,15558:down|lgf2,1600

2:up|Gas6,14456:up|Cd24a,12484:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Cd4,12504:u

p|Grem1,23892:up|Adipoq,11450:upllgfl,16000:up|Sfrp2,20319:up|Plpp3,67916:up|Errfil,74155.down|Fgf
r2,14183:up|Kitl,17311:up

regulation of
programmed cell
death

GO:00
43067

2.36E-08

7.67E-07

Adm,11535:up|Sfrp4,20379:up|Aldhla2,19378:up|Ednrb,13618:up|Ankrd1,107765:down|Tnfrsf12a,27279:
down|Cx3crl,13051:down|lgfbp3,16009:up|Plk2,20620:down|Akr1c18,105349:up|Cd24a,12484.down|Wnt
5a,22418:down|Ccl12,20293:up|ll1rn,16181:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58
250:down|Tgfb2,21808:down|Pdxk,216134:up|Sdf211,64136:up|Aldhla3,56847:down|Creb3l1,26427:dow

n|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|Inhba,16323:down|Ccl3,20302:up|Vdr,223
37:down|Crlf1,12931:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|SIc40al,53945:up|Pp

arg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Tnfrsf23,79201:down|Fgfrl,14182:downl|Eg

r,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Ce

acam1,26365:up|Sfrp2,20319:up|Tnfrsf11b,18383:up|Mt1,17748:up

peptidyl-tyrosine
modification

GO:00
18212

2.50E-08

8.07E-07

Efempl,216616:up|Pdgfc,54635:down|Crlf1,12931:down|Vegfa,22339:down|Htr2a,15558:down|lgf2,1600

2:up|Gas6,14456:up|Cd24a,12484.down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Cd4,12504:u

p|Grem1,23892:up|Adipoq,11450:up|lgfl,16000:up|Sfrp2,20319:up|Plpp3,67916:up|Errfil,74155:down|Fgf
r2,14183:up|Kitl,17311:up

regulation of system
process

GO:00
44057

2.52E-08

8.10E-07

Adm,11535:up|Iinhba,16323:down|Ednrb,13618:up|Mmp13,17386:up|Epasl,13819:up|Htr2a,15558:down|
Mmp2,17390:down|Anpep,16790:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Trf,22041:up|Lmcdl
,30937:up|Fxyd1,56188:up|Fgfrl,14182:down|Egfr,13649:down|Ncam1,17967:down|C1qtnf3,81799:down|
Wisp1,22402:down|Ptgs2,19225:down|Stc1,20855:up|Adipoq,11450:up|lgf1,16000:up|Tgfb2,21808:down|
Npnt,114249:up|Errfil,74155:down|S100a1,20193:up

response to lipid

GO:00
33993

2.61E-08

8.35E-07

Adm,11535:up|Mrcl1,17533:up|Ccl2,20296:up|Aldhl1a2,19378:up|Ednrb,13618:up|Ankrd1,107765:down|C
dol,12583:up|Akrlc18,105349:up|Cd24a,12484:down|Ccl12,20293:up|ll1rn,16181:up|Bmp4,12159:up|igf
1,16000:up|Cxcl9,17329:up|Ret,19713:up|Tgfb2,21808:down|Ptgir,19222:up|Inhba,16323:down|Ptk7,7146
1:down|SIpi,20568:up|Vdr,22337:down|Mmp2,17390:down|Pappa,18491:down|Pparg,19016:up|Tnf,2192
6:up|Alpl,11647:up|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Tgfbr3,21814:up|Ptgs2,19225:dow
n|Tnfrsf11b,18383:up

tube development

GO:00
35295

3.19E-08

1.01E-06

Adm,11535:up|PIxnd1,67784:up|Aldh1a2,19378:up|Pdgfc,54635:down|Mgp,17313:up|Ednrb,13618:up|Ep
as1,13819:up|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Tnc,21923:down|R
et,19713:up|Fgfr2,14183:up|Cthrc1,68588:down|Ptk7,71461:down|Vdr,22337:down|Crlf1,12931:down|Cxc
112,20315:up|Vegfa,22339:down|Serpine2,20720:up]Adamts12,239337:down|Tnf,21926:up|Egfr,13649:do
wn|Fgfrl,14182:down|Sfrp1,20377:up|Grem1,23892:up|Col3al,12825:down|Sfrp2,20319:up|Rspo2,23940
5:up|Npnt,114249:uplErrfil,74155:down




phosphorylation

GO:00
16310

3.68E-08

1.16E-06

Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|lgfbp3,16009:up|Cd109,235505:down|PI
k2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226778:up|ll1rn,16181:up|Ad
ip0q,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up|Htr2b,15559:down|Efem
p1,216616:up|Ccl6,20305:up|Aspn,66695:down|Saa3,20210:up|Fabp4,11770:up|Htr2a,15558:down|Gas6,
14456:up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl
8,20307:up|Sfrp2,20319:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|
Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Pdgfc,54635:down|Sema7a,20361:down|Dok2,13449:up|Cc
112,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Pdxk,216134:up|Plpp3,67916:up|Kitl, 1731
1:up|Ccl9,20308:up|Iinhba,16323:down|Ccl3,20302:up|Srpx2,68792:down|Crlf1,12931:down|Vegfa,22339:
downl|lgf2,16002:up|Lrrc15,74488:down|Tnf,21926:up|Fgfrl,14182:down|Cd4,12504:up|Grem1,23892:up|
Enpp1,18605:downl|Errfil,74155:down|Uck2,80914:down

udrisrriertnordare
receptor protein
serine/threonine
kinase signaling

nathiazon

GO:00
07178

3.92E-08

1.23E-06

Fstl3,83554:down|Hpgd,15446:up|inhba,16323:down|Ccl2,20296:up|Aspn,66695:down|Htra3,78558:down
|Cd109,235505:down|Trf,22041:up|Colla2,12843:down|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:
up|Bmprla,12166:down|Wnt5a,22418:down|Grem1,23892:up|Bmp4,12159:up|Col3al,12825:down|Chstl
1,58250:down|Sfrp2,20319:up|Tgfb2,21808:down|Npnt,114249:up

positive regulation of
cellular protein
metabolic process

GO:00
32270

4.52E-08

1.41E-06

Igfbp4,16010:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,2
0361:down|lgfbp3,16009:up|Plk2,20620:down|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Bmpr
1a,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,1600
O:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15
559:down|Ccl9,20308:up|Ccl6,20305:up|Inhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:
down|Htr2a,15558:down|lgf2,16002:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|E
gfr,13649:down|C1qtnf3,81799:down|Cd4,12504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|
Sfrp2,20319:up|Fam20a,208659:down|Tnfrsf11b,18383:up|Npnt,114249:up

regulation of cellular
response to growth
factor stimulus

GO:00
90287

4.67E-08

1.46E-06

Fstl3,83554:down|Figf,14205:up|Aspn,66695:down|Htra3,78558:down|Vegfa,22339:down|Adamts12,2393
37:down|Cd109,235505:down|Fgfrl,14182:down|Sfrp1,20377:up|Sulf1,240725:down|Tgfbr3,21814:up|Wn
t5a,22418:down|Grem1,23892:up|Bmp4,12159:up|Chst11,58250:down|Sfrp2,20319:up|Npnt,114249:up|F
gfr2,14183:up

metal ion homeostasis

GO:00
55065

5.35E-08

1.66E-06

Htr2b,15559:down|Kngl,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177

50:up|Epasl,13819:up|Vdr,22337:down|Fam132b,227358:down|Steapl,70358:down|Htr2a,15558:down|SI
¢40a1,53945:up|Anpep,16790:up|Glplr,14652:down|Fxyd1,56188:up|Trf,22041:up|Egfr,13649:down|Cd24
a,12484:down|Hmox1,15368:up|Cd4,12504:up|Stc1,20855:up|Tfrc,22042:up|Bmp4,12159:up|Tgfb2,21808:
down|Fam20a,208659:down|Ptgir,19222:up|Mt1,17748:up

regulation of transport

GO:00
51049

5.66E-08

1.74E-06

Icel1,218333:down|Sfrp4,20379:up|Ccl2,20296:up|C3,12266:up|Ednrb,13618:up|Mmp13,17386:up|Ankrdl,
107765:down|Gpm6b,14758:up|Clecd4n,56620:up|Postn,50706:down|Hvcn1,74096:up|Trf,22041:up|Ptx3,1

9288:up|Ncam1,17967:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|Stc1,20855:up|ll1r
n,16181:up|Ccl4,20303:up|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|Igfl,16000:up|Tgfb2,21808
:downll11r11,17082:down|Clec4e,56619:up|Htr2b,15559:down|Inhba,16323:down|Ccl3,20302:up|Vdr,2233

7:down|Fam132b,227358:down|Cxcl12,20315:up|Vegfa,22339:down|Htr2a,15558:down|Serpine2,20720:u
p|Anpep,16790:up|Kdelr3,105785:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|
Fxyd1,56188:up|Fgfrl,14182:down|Egfr,13649:down|Lpl,16956:up|HmMox1,15368:up|Sfrp1,20377:up|Clqt

nf3,81799:down|Cd4,12504:up|Ptgs2,19225:down|Kenj15,16516:down|Fxyd2,11936:up|Sncg,20618:up|Gr

em1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Enppl,18605:down|S100a1,20193:up

ameboidal-type cell
migration

GO:00
01667

5.87E-08

1.79E-06

Htr2b,15559:down|Prl2c2,18811:up|PIxnd1,67784:up|Ednrb,13618:up|Sema7a,20361:down|Srpx2,68792:d
own|Cxcl12,20315:up|Vegfa,22339:down]|LoxI2,94352:down|Fgfr1,14182:down|Has2,15117:down|Wnt5a,
22418:down|Tgfbr3,21814:up|Stc1,20855:up|Ptgs2,19225:down|Grem1,23892:up|Bmp4,12159:up|Ceaca
m1,26365:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Kitl,17311:up

cellular response to
endogenous stimulus

GO:00
71495

6.04E-08

1.83E-06

Fstl3,83554:down|Col5a2,12832:down|FIrt2,399558:down|Hpgd,15446:up|Ccl2,20296:up|Pdgfc,54635:do
wn]Ankrd1,107765:down|Htra3,78558:down|Cd109,235505:down|Akr1c18,105349:up|Wnt5a,22418:down
|[Bmprla,12166:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,21808:d
own|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Inhba,16323:down|Aspn,66695:down|Vdr,22337:d
own|Mmp2,17390:down]Adamts12,239337:down|lgf2,16002:up|Tnf,21926:up|Pparg,19016:up|Colla2,12
843:down|Egfr,13649:down|Fgfr1,14182:down|Sfrp1,20377:up|Has2,15117:down|Sulf1,240725:down|Tgfb
r3,21814:up|Grem1,23892:up|Col3al,12825:down|Sfrp2,20319:up|Npnt,114249:up|Enppl,18605:down

skeletal system
morphogenesis

GO:00
48705

6.72E-08

2.03E-06

Fam101b,76566:down|Bnc2,242509:down|Mmp13,17386:up|Serpinh1,12406:down|Vegfa,22339:down|M

mp2,17390:down|Alpl,11647:up|Col11al,12814:down|Sfrp1,20377:up|Has2,15117:down|Stc1,20855:up|G

rem1,23892:up|Bmp4,12159:up|Chst11,58250:down|Sfrp2,20319:up|Tbx15,21384:down|Tgfb2,21808:dow
n|Fgfr2,14183:up

growth

GO:00
40007

6.75E-08

2.03E-06

Igfbp4,16010:up]Adm,11535:up|PIxnd1,67784:up|C3,12266:up|Mmp13,17386:up|Sema7a,20361:down|Ht
ra3,78558:down|Tnfrsf12a,27279:down|Postn,50706:down|lgfbp3,16009:up|Ncam1,17967:down|Wnt5a,2
2418:down|Bmprla,12166:down|Wispl,22402:down|Stc1,20855:up|Bmp4,12159:up|lgfl,16000:up|Chst11l
,58250:down|Crabp2,12904:down|Tnc,21923:down|Tgfb2,21808:down|Fgfr2,14183:up|Ptk7,71461:down]l
nhba,16323:down|Bnc2,242509:down|Ninj1,18081:up|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,2072
O:up|lgf2,16002:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Egfr,13649:down|Fgfr1,14182:down|Sfrp
1,20377:up|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Rspo2,239405:up|Enppl,18605:down

positive regulation of
vasculature
development

GO:19
04018

7.85E-08

2.35E-06

Pri2c2,18811:up|Adm,11535:up|Hmox1,15368:up|Wnt5a,22418:down|C3,12266:up|Ptgs2,19225:down|Gr
em1,23892:up|Ceacam1,26365:up|Srpx2,68792:down|Sfrp2,20319:up|Ddah1,69219:down|Vegfa,22339:d
own|Cx3crl,13051:down|F3,14066:up

regulation of protein
metabolic process

GO:00
51246

8.71E-08

2.59E-06

Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|lgfbp3,16009:up|Cd109,235505:down|PI
k2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoq,11450:up|Bm
p4,12159:up|lgfl,16000:up|Tgfb2,21808:down|F3,14066:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,1664
4:up|Ccl6,20305:up|SIpi,20568:up|Aspn,66695:down|Fabp4,11770:up|Htr2a,15558:down|Gas6,14456:up|E
gfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|S
erpina3g,20715:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Ccl2,20
296:up|Ccl7,20306:up|Cst7,13011:up|Ednrb,13618:up|Pdgfc,54635:down|Sema7a,20361:down|Uchl5,562

07:up|Ptx3,19288:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Prg4,96875:down|
Plpp3,67916:up|Kitl,17311:up|Ccl9,20308:up|Inhba,16323:down|Ccl3,20302:up|Plat,18791:down|Tfpi2,217
89:down|Ctla2a,13024:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Lrrc15,74488:down
[lgf2,16002:up|Nxn,18230:down|Pparg,19016:up|Tnf,21926:up|Fgfrl,14182:down|Cd4,12504:up|Grem1,2

3892:up|Serping1,12258:up|Errfil,74155:down|Enpp1,18605:down




regulation of peptidyl-

GO:00

Pdgfc,54635:down|Crlf1,12931:down|Vegfa,22339:down|Htr2a,15558:down|Igf2,16002:up|Gas6,14456:up

tyrosine 50730 9.33E-08|2.76E-06 ||Cd24a,12484:down|Egfr,13649:down|Sfrp1,20377:up|Cd4,12504:up|Grem1,23892:up|Adipoqg,11450:upl!
phosphorylation gf1,16000:up|Sfrp2,20319:up|Plpp3,67916:uplErrfil, 74155:down|Kitl,17311:up
giﬁgﬁi%’a”d GO00|g sec alo gap_og |STPL20377:UpISUIfL 240725 down|Wnt5a,22418:down|igfL 16000:up|Bmp4,12159:up|Tnc,21923:down|M
P . 60740 |~ ' mp2,17390:down|Fgfr2,14183:up
morphogenesis
Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Sfrp4,20379:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20
inorganic ion G000 302:up|Mt2,17750:up|Epasl,13819:up|Vdr,22337:down|Fam132b,227358:down|Steapl,70358:down|Htr2
homeostasis 98?71 1.00E-07|2.94E-06 |a,15558:down|Slc40al,53945:up|Anpep,16790:up|Glplr,14652:down|Fxyd1,56188:up|Trf,22041:up|Egfr,1
3649:down|Cd24a,12484:down|Hmox1,15368:up|Cd4,12504:up|Tfrc,22042:up|Stc1,20855:up|Bmp4,1215
9:up|Tgfb2,21808:down|Fam20a,208659:down|Ptgir,19222:up|Enppl,18605:down|Mt1,17748:up
Adm, II535Up[EANTD, 136 18:Up[VMMp13,17386:Up[EpasL, [3819:Up[Ddanl,b69ZI9:down[shroom4, ZUS431:
down|Postn,50706:down|Cx3cr1,13051:down|Plk2,20620:down|Trf,22041:up|Ncam1,17967:down|Mme,1
7380:up|Wisp1,22402:down|Stc1,20855:up|ll1rn,16181:up|Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:u
pllgfl,16000:up|Tgfb2,21808:down|Vegfb,22340:up|Aldh1a3,56847.down|Htr2b,15559:down|Kng1,16644
system process GO:00 1.05E-07/3.056-06 :uplinhba,16323:down|Vdr,22337:down|Vegfa,22339:down|Htr2a,15558:down|Mmp2,17390:down|Serpin
03008 |™ ' €2,20720:up|lgf2,16002:up|Anpep,16790:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:d
own|Lmcd1,30937:up|Fxyd1,56188:up|Colla2,12843:down|Fgfrl,14182:down|Egfr,13649:down|Col11al,1
2814:down|Hmox1,15368:up|Sulf1,240725:down|C1qtnf3,81799:down|Tgfbr3,21814:up|Ptgs2,19225:dow
n|Ceacam1,26365:up|Mcoln3,171166:up|Prkar2b,19088:up|Npnt,114249:up|Errfil,74155:down|S100a1,20
193-1n
response to GO:00 1076-07/3.126-06 Pparg,19016:up|Ccl9,20308:up|Ccl6,20305:up|Mrcl,17533:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:u
interferon-gamma 34341 | ) p|Ccl4,20303:up|Ccl3,20302:up|Ccl8,20307:up
ositive regulation of |GO:00 Pr12c2,18811:up|Adm,11535:up|Hmox1,15368:up|Wnt5a,22418:down|C3,12266:up|Ptgs2,19225:down|Gr
post 9! ~~|1.14E-07|3.29E-06 |em1,23892:up|Srpx2,68792:down|Sfrp2,20319:up|Ddah1,69219:down|Vegfa,22339:down|Cx3crl,13051:d
angiogenesis 45766 own|F3,14066:up
prostate gland GO:00 124E-07|3.57E-06 Sfrp1,20377:up|Sulf1,240725:down|Wntb5a,22418:down|Igf1,16000:up|Bmp4,12159:up|Tnc,21923:down|M
morphogenesis 60512 ™ ) mp2,17390:down|Fgfr2,14183:up
myoblast GO:00 1.28E-07/3.66E-06 Tnf,21926:up|Prl2c2,18811:up|Cxcl14,57266:down|Ccl9,20308:up|Grem1,23892:up|lgfl,16000:up|Epasl,1
differentiation 45445 ™ ) 3819:up|Bmp4,12159:up|Ccl8,20307:up|Cxcl9,17329:up|lgfbp3,16009:up
negative regulation of Fstl3,83554:down|Clec2d,93694:up]|Lrrc17,74511:down|Tmem176b,65963:up|Cxcl12,20315:up|lgf2,16002:
immune system GO:00 1 41E-074.02E-06 up|Pparg,19016:up|Tnf,21926:up|Tmem176a,66058:up|Cd24a,12484:down|Hmox1,15368:up|Sfrp1,20377:
02683 |™ ' up|Ccl12,20293:up|Grem1,23892:up|Col3al,12825:down|Adipog,11450:up|Bmp4,12159:up|Ceacam1,263
process 65:up|Serping1,12258:up|Tgfb2,21808:down|iI1rl1,17082:down|Kit| 17311:up
myeloid leukocyte GO00 Fstl3,83554:down|Clec2d,93694:up|Lrrc17,74511:down|Ccl3,20302:up|Vegfa,22339:down|Cd109,235505:
differentiation 025'73 1.47E-07|4.18E-06 [down|Pparg,19016:up|Tnf,21926:up|Trf,22041:up|Sfrp1,20377:up|Tfrc,22042:up|Adipoq,11450:up|Bmp4,1
2159:up|Ceacam1,26365:up|Tnfsf9,21950:up|Kitl,17311:up
Cthrc1,68588:down|Adm,11535:up|PIxnd1,67784:up|Ptk7,71461:down|Aldh1a2,19378:up|Mgp,17313:up|
epithelial tube GO:00 1 49E-07/4.20E-06 Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Adamts12,239337:down|Tnf,21926:up|Sfrp1,20377:
morphogenesis 60562 |~ ' up|Wntba,22418:down|Grem1,23892:up|Bmp4,12159:up|lgfl,16000:up|Sfrp2,20319:up|Tnc,21923:down|
Ret,19713:up|Rspo2,239405:up|Npnt,114249:up|Fgfr2,14183:up
Ednrb,13618:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,56620:up|Postn,50706:down|Ncam1,179
67:down|Wnt5a,22418:down|ll1rn,16181:up|Stc1,20855:up|Maob,109731:up|Adipoq,11450:up|lgfl,16000
regulation of secretion GO:00 170E-07/4.78E-06 :up|Tgfb2,21808:down|lI1rl1,17082:down|Clecde,56619:up|Htr2b,15559:down|Inhba,16323:down|Ccl3,20
51046 |~ ' 302:up|Cxcl12,20315:up|Htr2a,15558:down|Anpep,16790:up|Tnf,21926:up|Pparg,19016:up|Gas6,14456:u
p|Glp1r,14652:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Lpl,16956:up|HMox1,15368:up|
C19tnf3,81799:down|Sncg,20618:up|Ceacam1,26365:up
Fstl3,83554:down|Clec2d,93694:up|Tmem176b,65963:up|Ly9,17085:up|Epasl,13819:up|Lyl1,17095:up|Cd
hematopoietic or 109,235505:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Adipoq,114501lup|Bmp4,12159:up
lymphoid organ GO:00 1 84E-07!5.15E-06 |Ret,19713:up|Prg4,96875:down|Tgfb2,21808:down|Fgfr2,14183:up|Clec4e,56619:up|Kitl,17311:up|Lrrcl?,
development 48534 ™ ' 74511:down|inhba,16323:down|Ccl3,20302:up|Ctla2a,13024:down|Vegfa,22339:down|Slc40a1,53945:up|
Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Tmem176a,66058:up|Sfrpl,20377:up|Tgfbr3,21814:up|Cd4,
12504:up|Tfrc,22042:up|Ceacaml,26365:up|Sfrp2,20319:up|Tnfsf9,21950:up
GO00 Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|PIxnd1,67784:up|Sfrp1,20377:up|Sulf1,240725:down|W
gland morphogenesis 22612 1.85E-07|5.15E-06 |nt5a,22418:down|lgf1,16000:up|Bmp4,12159:up|Vdr,22337:down|Ceacaml,26365:up|Tnc,21923:down|M
mp2,17390:down|Fgfr2,14183:up
Htr2b,15559:down|Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Ptk7,71461:down|Aldh1a2,19378:
GO00 up|Mmp13,17386:up|Ankrd1,107765:down|Vegfa,22339:down|Mmp2,17390:down|Col11al,12814:down|
heart development 075'07 1.95E-07|5.42E-06 |[Fgfrl,14182:down|Ncam1,17967:down|Has2,15117:down|Wnt5a,22418:down|Tgfbr3,21814:up|Bmprla,l
2166:down|Wisp1,22402:down|Grem1,23892:up|Bmp4,12159:up|lgfl,16000:up|Col3al,12825:down|Sfrp2
,20319:up|Col5al,12831:down|Tgfb2,21808:down|Vegfb,22340:up|Fgfr2,14183:up
FIrt2,399558:down|Ccl7,20306:up|Ccl2,20296:up|Pdgfc,54635:down|Cst7,13011:up|Cd109,235505:down|T
rf,22041:up|Ptx3,19288:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl12,20293:up|l11rn,16181:up|Ccl4,20
303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up|F3,14066:up|K
regulation of catalytic |GO:00 itl,17311:up|Htr2b,15559:down|Kn91316644:up|Hp,15439:up|Ccl9,20308:up|CcI6,20305:up|SIpi,20568:up|
activity 507'90 1.96E-07|5.42E-06 |Aspn,66695:down|Ccl3,20302:up|Tfpi2,21789:down|Vdr,22337:down|Fabp4,11770:up|Vegfa,22339:down|
Htr2a,15558:down|Serpine2,20720:up|Lrrc15,74488:down|Oas3,246727:up|lgf2,16002:up|Pparg,19016:up
|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,20377:up|Cd4,12504:up|Grem1,2
3892:up|Serinc2,230779:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Serping1,12258:up|Serp
ina3g,20715:up|Npnt,114249:up|Prkar2b,19088:uplErrfil,74155:down
transmembrane Igfbp4,16010:up|FIrt2,399558:down|Efemp1,216616:up|Ccl2,20296:up|Pdgfc,54635:down|Figf,14205:up|P
receptor protein GO:00 lat,18791:down|Vegfa,22339:down|lgfbp3,16009:up|Adamts12,239337:down|Igf2,16002:up|Dok2,13449:
tyrosine kinase 071-69 2.18E-07|5.97E-06 |up|Fgfrl,14182:down|Egfr,13649:down|Sulf1,240725:down|Wnt5a,22418:down|Adipoq,11450:up|Bmp4,1

signaling pathway

2159:up|lgf1,16000:up|Ceacaml,26365:up|Ret,19713:up|Ptgir,19222:up|Errfil,74155:down|Enpp1,18605:
down|Fgfr2,14183:up|F3,14066:up




negative regulation of
response to stimulus

GO:00
48585

2.25E-07

6.14E-06

Fstl3,83554:down|Clec2d,93694:up|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|Htra3,78558:down|
Cx3cr1,13051:down|Cd109,235505:down|Wnt5a,22418:down|Ccl12,20293:up|l11rn,16181:up|Adipoq,114

50:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,21808:down|Ptgir,19222:up|Creb3I1,2642
7:downlll1rl1,17082:down|Cthrc1,68588:down|Kng1,16644:up|Htr2b,15559:down|Hp,15439:up|Aoah,270

52:up|Aspn,66695:down|Ctla2a,13024:down|Cxcl12,20315:up|Serpine2,20720:up|Adamts12,239337:down
|Lrrc15,74488:down|lgf2,16002:up|Nxn,18230:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Tnfrsf2
3,79201:down|Hmox1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|C1qtnf3,81799:down|Tgfbr3,21814:u
p|Grem1,23892:up|Col3al,12825:down|Ceacam1,26365:up|Sfrp2,20319:up|Serping1,12258:up|Errfil, 741

55:down|Enppl,18605:down

negative regulation of
signaling

GO:00
23057

2.29E-07

6.24E-06

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|Htra3,78558:down|Gpm6b,14758:up|
Cx3crl1,13051:down|Cd109,235505:down|Plk2,20620:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoqg,11
450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,21808:down|Ptgir,19222:up|Creb3l1,264
27:downl|ll1rl1,17082:down|Cthrc1,68588:down|Htr2b,15559:down|Aspn,66695:down|Cxcl12,20315:up|Ht
r2a,15558:down|Serpine2,20720:up|Adamts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|Pparg,
19016:up|Gas6,14456:up|Tnf,21926:up|Tnfrsf23,79201:down|Sfrp1,20377:up|Hmox1,15368:up|Sulf1,2407
25:down|C1qtnf3,81799:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Ceacam1,26365:up|S
frp2,20319:up|Errfil,74155:down|Enpp1,18605:down

tube morphogenesis

GO:00
35239

2.33E-07

6.31E-06

Cthrc1,68588:down|Adm,11535:up|PIxnd1,67784:up|Ptk7,71461:down|Aldh1a2,19378:up|Mgp,17313:up|
Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Adamts12,239337:down|Tnf,21926:up|Egfr,13649:d
own|Sfrpl,20377:up|Wnt5a,22418:down|Grem1,23892:up|Bmp4,12159:up|lgfl,16000:up|Sfrp2,20319:up|
Tnc,21923:down|Ret,19713:up|Rspo2,239405:up|Npnt,114249:up|Fgfr2,14183:up

regulation of tissue
remodeling

GO:00
34103

2.35E-07

6.35E-06

Trf,22041:up|Egfr,13649:down|Cd24a,12484:down|Sfrp1,20377:up|Tfrc,22042:up|Grem1,23892:up|Vdr,22
337:down|Ceacam1,26365:up|Vegfa,22339:down|Tnfrsf11b,18383:up

positive regulation of
protein transport

GO:00
51222

2.38E-07

6.40E-06

Htr2b,15559:downl|lcel,218333:down|Ccl2,20296:up|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:do
wn|Clec4n,56620:up|Postn,50706:down|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down
|Lpl,16956:up|Clqtnf3,81799:down|Wnt5a,22418:down|Bmprla,12166:down|Ptgs2,19225:down|Grem1,2
3892:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:downl|l11rl1,1708
2:down|Clec4e,56619:up

positive regulation of
smooth muscle cell
proliferation

GO:00
48661

2.47E-07

6.61E-06

Tnf,21926:up|Egfr,13649:down|Hmox1,15368:up|Bmprla,12166:down|Wispl,22402:down|Ptgs2,19225:d
own|lgf1,16000:up|Bmp4,12159:up|Vegfa,22339:down|Mmp2,17390:down|Fgfr2,14183:up

reguidtor Ol

transmembrane
receptor protein
serine/threonine
kinase signaling

nathiaavs

GO:00
90092

2.70E-07

7.18E-06

Fstl3,83554:down|Inhba,16323:down|Aspn,66695:down|Htra3,78558:down|Cd109,235505:down|Sfrp1,20
377:up|Tgfbr3,21814:up|Bmprla,12166:down|Wnt5a,22418:down|Sulfl1,240725:down|Grem1,23892:up|B
mp4,12159:up|Chst11,58250:down|Sfrp2,20319:up|Tgfb2,21808:down|Npnt,114249:up

secretion

GO:00
46903

2.85E-07

7.56E-06

Adm,11535:up|Ednrb,13618:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,56620:up|Postn,50706:do
wn|Cdo1,12583:up|Ncam1,17967:down|Wnt5a,22418:down|Stc1,20855:uplll1rn,16181:up|Maob,109731:
up|Adipoq,11450:up|lgfl,16000:up|Tgfb2,21808:down|Creb3l1,26427:down|ll1rl1,17082:down|Clecde,56
619:up|Htr2b,15559:down|Inhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Cxcl12,20315:up|Vegfa,223
39:down|Htr2a,15558:down|Serpine2,20720:up|Anpep,16790:up|Pparg,19016:up|Gas6,14456:up|Tnf,219
26:up|Glplr,14652:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Lpl,16956:up|HmMox1,15368:
up|C1qgtnf3,81799:down|Sncg,20618:up|Ceacam1,26365:up|Syt13,80976:up

single-organism
metabolic process

GO:00
44710

2.91E-07

7.67E-06

Igfbp4,16010:up]Adm,11535:up|Hpgd,15446:up|Sfrp4,20379:up|C3,12266:up|Enpp5,83965:up|Serpinh1,1
2406:down|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|Ggt5,23887:up|LoxI2,94352:down|LoxI3,169
50:down|Trf,22041:up|Cd24a,12484.down|Mme,17380:up|Wnt5a,22418:down|ll1rn,16181:up|Maob,1097
31:up|lgfl,16000:up|Adipoqg,11450:up|Bmp4,12159:up|Hal,15109:up|Crabp2,12904:down|Tgfb2,21808:do
wn|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Ccl6,20305:up|Gdpd1,66569:up|Vdr
,22337:down|Fabp4,11770:up|Fam132b,227358:down|Nabp1,109019:down|Htr2a,15558:down|Mmp2,17
390:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Clrb,6
67277:up|Tfrc,22042:up|Serinc2,230779:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Pxdn,69
675:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Aldhla2,19378:up|Ccl2,20296:up|Ccl7,2
0306:up|Pdgfc,54635:down|Ampd3,11717:up|Mmp13,17386:up|Sema7a,20361:down|Marcl,66112:up|So
rd,20322:up|Uchl5,56207:up|Ddah1,69219:down|Steapl,70358:down|Npl,74091:up|Enpp3,209558:down|
Man2a2,140481:up|Cdol,12583:up|Dok2,13449:up|Mamdc2,71738:down|Akr1c18,105349:up|Fabp5,165
92:up|Ccl12,20293:up|Ccl4,20303:up|Chst11,58250:down|Gatm,67092:down|Ret,19713:up|C1s2,317677:u
p|Pdxk,216134:up|Vegfb,22340:up|Sdf211,64136:up|Aldh1a3,56847.down|Plpp3,67916:up|Mrc2,17534:do
wn|Kitl,17311:up|P4hal,18451:down|Hp,15439:up|Ccl9,20308:up|Inhba,16323:down|Aoah,27052:up|Ccl3,
20302:up|C1s1,50908:up|Plod2,26432:down|Vegfa,22339:down|Gfpt2,14584:down|Cbr2,12409:up|Nxn,1
8230:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,14182:down|Has2,15117:
down|Lpl,16956:up|Hmox1,15368:up|Sulfl,240725:down|Ptgs2,19225:down|Grem1,23892:up|Col5al,128
31:down|Serping1,12258:up|Uck2,80914:down|Errfil,74155:down|Enppl,18605:down

branching
morphogenesis of an
epithelial tube

GO:00
48754

3.40E-07

8.89E-06

Tnf,21926:up|PIxnd1,67784:up|Wnt5a,22418:down|Mgp,17313:up|Grem1,23892:up|lgf1,16000:up|Bmp4,
12159:up|Vdr,22337:down|Sfrp2,20319:up|Tnc,21923:down|Cxcl12,20315:up|Vegfa,22339:down|Rspo2,2
39405:up|Npnt,114249:up|Fgfr2,14183:up

developmental growth

GO:00
48589

3.45E-07

8.99E-06

Adm,11535:up|PIxnd1,67784:up|Ptk7,71461:down|C3,12266:up|Bnc2,242509:down|Ninj1,18081:up|Mmp
13,17386:up|Sema7a,20361:down|Tnfrsf12a,27279:down|Cxcl12,20315:up|Postn,50706:down|Vegfa,2233
9:downl|lgf2,16002:up|Fgfrl,14182:down|Ncam1,17967:down|Sfrp1,20377:up|Wnt5a,22418:down|Tgfbr3,
21814:up|Bmprla,12166:down|Wispl,22402:down|Stc1,20855:up|Bmp4,12159:up|lgfl,16000:up|Chst11,5
8250:down|Crabp2,12904:down|Sfrp2,20319:up|Tnc,21923:down|Tgfb2,21808:down|Rspo2,239405:up|Fg
r2,14183:up

negative regulation of
cell communication

GO:00
10648

3.49E-07

9.05E-06

Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|Htra3,78558:down|Gpm6b,14758:up|
Cx3cr1,13051:down|Cd109,235505:down|PIk2,20620:down|Wnt5a,22418:down|ll1rn,16181:up|Adipog,11
450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,21808:down|Ptgir,19222:up|Creb3I1,264
27.downl|l11rl1,17082:down|Cthrc1,68588:down|Htr2b,15559:down|Aspn,66695:down|Cxcl12,20315:up|Ht
r2a,15558:down|Serpine2,20720:up|Adamts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|Pparg,
19016:up|Gas6,14456:up|Tnf,21926:up|Tnfrsf23,79201:down|Sfrp1,20377:up|Hmox1,15368:up|Sulf1,2407
25:down|C1qgtnf3,81799:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Ceacam1,26365:up|S
frp2,20319:uplErrfil,74155:down|Enpp1,18605:down




collagen metabolic GO:00 364E-07/9.416-06 Pparg,19016:up|Tgfbr3,21814:up|Ccl2,20296:up|Mmp13,17386:up|Bmp4,12159:up|Serpinh1,12406:down
process 32963 | ) |Col5al,12831:down|Mmp2,17390:downl|Errfil,74155:down|Mrc2,17534:down
Igfbp4,16010:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:up|Pdgfc,54635:down|Ednrb,13618:up|Sema7a,2
0361:down|lgfbp3,16009:up|PIk2,20620:down|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Bmpr
ositive requlation of 1a,12166:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,1600
positn 9 boli GO:00 3.996-07/1.026-05 0:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15
protein metabolic 51247 [>77EV YRR 569 down|Cel9,20308:up| Ccl6,20305:up|Inhba, 16323:down| Ccl3,20302:up|CrifL, 12931:down|Vegfa,22339:
process down|Htr2a,15558:down|Igf2,16002:up|Pparg,19016:up|Gas6, 14456:up|Tnf,21926:up|Fgfrl,14182:down|E
gfr,13649:down|C1qtnf3,81799:down|Cd4,12504:up|Grem1,23892:up|Ccl8,20307:up|Ceacam1,26365:up|
Sfrp2,20319:up|Fam20a,208659:down|Tnfrsf11b,18383:up|Npnt,114249:up
Fstl3,83554:down|Clec2d,93694:up|Tmem176b,65963:up|Ly9,17085:up|Epasl,13819:up|Lyl1,17095:up|Cd
109,235505:down|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|Adipog,11450:up|Bmp4,12159:up
hemopoiesis GO:00 419E-071.07E-05 |Prg4,96875:down|Tgfb2,21808:down|Fgfr2,14183:up|Clec4e,56619:up|Kitl,17311:up|Lrrc17,74511:down|l
30097 |~ ' nhba,16323:down|Ccl3,20302:up|Ctla2a,13024:down|Vegfa,22339:down|Tnf,21926:up|Pparg,19016:up|G
as6,14456:up|Tmem176a,66058:up|Sfrpl,20377:up|Tgfbr3,21814:up|Cd4,12504:up|Tfrc,22042:up|Ceaca
m1,26365:up|Sfrp2,20319:up|Tnfsf9,21950:up
rmaraceidiat
organismal GO:00 420E-071.07E-05 Pparg,19016:up|Tgfbr3,21814:up|Ccl2,20296:up|Mmp13,17386:up|Bmp4,12159:up|Serpinh1,12406:down
macromolecule 44259 | ' |Col5a1,12831:down|Mmp2,17390:downl|Errfil,74155:down|Mrc2,17534:down
motahalic Ar, oo
Cthrc1,68588:down|Htr2b,15559:down|Col5a2,12832:down|Adm,11535:up|Ptk7,71461:down|Inhba,1632
3:down|Gjb5,14622:down|Aldh1a2,19378:up|Fgfrl,14182:down|Col11al,12814:down|Sfrp1,20377:up|Sulf
embryonic GO:00 492E-071.07E-05 1,240725:down|Wnt5a,22418:down|Bmprla,12166:down|ll1rn,16181:up|Grem1,23892:up|Adipoq,11450:
morphogenesis 48598 | ' up|Bmp4,12159:up|Chst11,58250:down|Crabp2,12904:down|Sfrp2,20319:up|Thx15,21384:down|Col5al,1
2831:down|Ret,19713:up|Tgfb2,21808:down|Rspo2,239405:up|Aldh1a3,56847.down|Plpp3,67916:up|Fgfr
2,14183:up
regulation of MAP GO:00 Htr2b,15559:down|Pdgfc,54635:down|Vegfa,22339:down|Htr2a,15558:down|Tnf,21926:up|Trf,22041:up|C
Kinase activity 434'05 4.27E-07(1.07E-05 |d24a,12484:down|Egfr,13649:down|Fgfr1,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|ll1rn,16181:up
|Adipoq,11450:up|Bmp4,12159:upllgfl,16000:up|Ceacaml,26365:up|Sfrp2,20319:up|Kitl,17311:up
FIrt2,399558:down|Lama?2,16773:down|Ccl9,20308:up|PIxnd1,67784:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2
GO:00 ,20296:up|Figf,14205:up|Ednrb,13618:up|Ccl3,20302:up|Saa3,20210:up|Cxcr6,80901:down|Cxcl12,20315:
chemotaxis 069-35 4.37E-07|1.09E-05 |up|Vegfa,22339:down|Cx3crl,13051:down|Gas6,14456:up|Cxcl14,57266:down|Fgfrl,14182:down|Wnt5a,
22418:down|Ccl12,20293:up|Ccl4,20303:up|Grem1,23892:up|Ccl8,20307:up|Cxcl9,17329:up|Tgfb2,21808:
down
Igfbp4,16010:up|PIxnd1,67784:up|Inhba,16323:down|C3,12266:up|Sema7a,20361:.down|Htra3,78558:dow
n|Tnfrsf12a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:up|lgfbp3,16009:up|lgf2,16
. GO:00 002:up|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Ncam1,17967:d
regulation of growth | 5,3 |4-438-07| L10E-05 | 00 a1 20377-up|Wint5a, 22418-down|Bmpr1a.12166:down|Wisp1,22402:down| Grem1,23892:up|Bmpd
,12159:up|lgfl,16000:up|Crabp2,12904:down|Sfrp2,20319:up|Tgfb2,21808:down|Enppl,18605:down|Fgfr
2,14183:up
Fstl3,83554:down|Clec2d,93694:up|Lrrc17,74511:down|Tmem176b,65963:up|Ly9,17085:up|Ccl3,20302:up
leukocyte GO:00 |Ctla2a,13024:down|Lyl1,17095:up|Vegfa,22339:down|Cd109,235505:down|Tmem176a,66058:up|Gas6,14
differentiation 025'21 4.55E-07(1.12E-05 |456:up|Pparg,19016:up|Tnf,21926:up|Trf,22041:up|Cd24a,12484:down|Sfrp1,20377:up|Cd4,12504:up|Tfrc
,22042:up|Adipoq,11450:up|Bmp4,12159:up|Ceacam1,26365:up|Kitl,17311:up|Tnfsf9,21950:up|Clecde,56
619:up
FIrt2,399558:down|Lama?2,16773:down|Ccl9,20308:up|Plxnd1,67784:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2
GO:00 ,20296:up|Figf,14205:up|Ednrb,13618:up|Ccl3,20302:up|Saa3,20210:up|Cxcr6,80901:down|Cxcl12,20315:
taxis 423'30 4.75E-07|1.17E-05 |up|Vegfa,22339:down|Cx3crl,13051:down|Gas6,14456:up|Cxcl14,57266:down|Fgfrl,14182:down|Wnt5a,
22418:down|Ccl12,20293:up|Ccl4,20303:up|Grem1,23892:up|Ccl8,20307:up|Cxcl9,17329:up|Tgfb2,21808:
down
Htr2b,15559:down|Ly9,17085:up|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Ccl3,20302:up|Sema7a,20361:
positive regulation of |GO:00 4.83E-07|1.18E-05 down|Clec4n,56620:up|Postn,50706:down|Tnf,21926:up|Lpl,16956:up|Sulfl,240725:down|C1qtnf3,81799:
cytokine production 01819 |~ ' down|Wnt5a,22418:down|Ptgs2,19225:down|Ccl4,20303:up|Adipoq,11450:up|Hpse, 15442:up|Tnfsf9,2195
0:up|Clecde,56619:uplli1rl1,17082:down
ositive requlation of | GO:00 Htr2b,15559:down|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,56620:up|Postn,50706:
posith gue 7'14 4.94E-07(1.20E-05 |down|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Lpl,16956:up|Wnt5a,22418:down|C1qtnf3,81799:
protein secretion 50 down|lgf1,16000:up|Ceacam1,26365:up|Tgfb2,21808:down|Clecde,56619:up|ll1rl1,17082:down
GO:00 Fam101b,76566:down|Lrrc17,74511:down|Alpl,11647:up|Has2,15117:down|Sulf1,240725:down|Pdgfc,546
bone development 603-48 4.99E-07|1.21E-05 |35:down|Stc1,20855:up|Bnc2,242509:down|Grem1,23892:up|Mmp13,17386:up|lgfl,16000:up|Bmp4,1215
9:up|Serpinh1,12406:down|Sfrp2,20319:up|Fgfr2,14183:up
Fstl3,83554:down|Ccl2,20296:up|Ninj1,18081:up|Cxcl12,20315:up|Vegfa,22339:down|Smoc2,64074:down|
positive regulation of |GO:00 5.08E-07|1.236-05 Igf2,16002:up|Tnf,21926:up|Cd24a,12484:down|Has2,15117.down|Wnt5a,22418:down|Cd4,12504:up| Tfrc
cell adhesion 45785 | ' ,22042:up|Col8al,12837:down|lgf1,16000:up|Ceacam1,26365:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,
67916:up|Npnt,114249:up|Tnfsf9,21950:up
Htr2b,15559:down|FIrt2,399558:down|Pdgfc,54635:down|Aspn,66695:down|Fabp4,11770:up|Vegfa,2233
regulation of protein  |GO:00 9:down|Htr2a,15558:down|Lrrc15,74488:down|Gas6,14456:up|Tnf,21926:up|Trf,22041:up|Fgfrl,14182:do
Kinase activity 45859 5.13E-07|1.24E-05 |wnl|Egfr,13649:down|Cd24a,12484:down|Sfrp1,20377:up|Wnt5a,22418:down|Cd4,12504:up]ll1rn,16181:u
p|Grem1,23892:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|T
gfb2,21808:down|Prkar2b,19088:up|Errfil,74155:down|Kitl,17311:up
Fstl3,83554:down|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|Htra3,78558:down|Cx3cr1,13051:do
wn|Cd109,235505:down|Wnt5a,22418:down|ll1rn,16181:up|Adipog,11450:up|Bmp4,12159:upllgfl,16000:
. . ) up|Chst11,58250:down|Tgfb2,21808:down|Ptgir,19222:up|Creb3I1,26427:down|ll1rl1,17082:down|Htr2b,
negative regulation of |GO:001 oe 0711 30805 |15559:down|Cthrcl 68588:down|Aspn,66695-down|Cxcl12,20315:up|Serpine2,20720-up|Adamts12,23933
signal transduction 09968 |~ ' ) ' ' . down|Cxcll2, -uplSerpine2, up|Adamts12,

7:down|Nxn,18230:down|Lrrc15,74488:down|Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Tnfrsf23,7920
1:down|Sfrp1,20377:up|Hmox1,15368:up|Sulfl1,240725:down|C1qtnf3,81799:down|Tgfbr3,21814:up|Grem
1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Enppl,18605:down|Errfil,74155:down




regulation of
molecular function

GO:00
65009

6.06E-07

1.44E-05

FIrt2,399558:down|PIxnd1,67784:up|Sfrp4,20379:up|Cd109,235505:down|PIk2,20620:down|Trf,22041:up|

Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|T
gfb2,21808:down|F3,14066:up|Fgfr2,14183:up|Cthrcl,68588:down|Htr2b,15559:down|Kng1,16644:up|Ccl
6,20305:up|Slpi,20568:up|Aspn,66695:down|Vdr,22337:down|Fabp4,11770:up|Htr2a,15558:down|Oas3,2

46727:up|Gasb,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Fxyd2,11936:up|Serinc2,2307
79:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Serpina3g,20715:up|Npnt,114249:up|Prkar2b
,19088:up|S100a1,20193:up|Ccl2,20296:up|Ccl7,20306:up|Cst7,13011:up|Pdgfc,54635:down|Ptx3,19288:u
p|Ccl12,20293:up|Ccl4,20303:up|Plpp3,67916:up|Kitl,17311:up|Ccl9,20308:up|Hp,15439:up|Ccl3,20302:up
[Tfpi2,21789:down|Vegfa,22339:down|Serpine2,20720:up|lgf2,16002:up|Lrrcl5,74488:down|Pparg,19016:
up|Tnf,21926:up|Fxyd1,56188:up|Fgfrl,14182:down|Hmox1,15368:up|Cd4,12504:up|Grem1,23892:up|Ser
ping1,12258:uplErrfil,74155:down

response to transition
metal nanoparticle

GO:19
90267

6.31E-07

1.49E-05

LoxI2,94352:down|Hvcn1,74096:up|Trf,22041:up|Hmox1,15368:up|Tfrc,22042:up|Mt2,17750:up|Sord,2032
2:up|Gatm,67092:down|Mt1,17748:up|Slc40al,53945:up

myeloid leukocyte
migration

GO:00
97529

6.56E-07

1.54E-05

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Figf,14205:up|Ednrb,13618:up
|Grem1,23892:up|Ccl4,20303:up|Ccl3,20302:up|Ccl8,20307:up|Cxcl12,20315:up|Cx3cr1,13051:down

muscle structure
development

GO:00
61061

6.65E-07

1.55E-05

Prl2c2,18811:up|Adm,11535:up|Ccl9,20308:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Cxc
112,20315:up|Vegfa,22339:down|lgfbp3,16009:up|lgf2,16002:up|Tnf,21926:up|Cxcl14,57266:down|Fgfrl,1
4182:down|Col11a1,12814:down|Ncam1,17967:down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3,21
814:up|Wisp1l,22402:down|Grem1,23892:up|Col3al,12825:down|Bmp4,12159:up|lgfl,16000:up|Ccl8,2030
7:up|Cxcl9,17329:up|Tgfb2,21808:down|Npnt,114249:up|Fgfr2,14183:up

negative regulation of
cell proliferation

GO:00
08285

6.65E-07

1.55E-05

Adm,11535:up|Inhba,16323:down|Sfrp4,20379:up|Aldh1a2,19378:up|Vdr,22337:down|Serpine2,20720:up
[lgfbp3,16009:up|Cd109,235505:down|Tnf,21926:up|Pparg,19016:up|Cd24a,12484:down|Hmox1,15368:u
p|Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,22418:down|Ccl12,20293:up|Tgfbr3,21814:up|Ptgs2,19225:d
own|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:u
p|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up]ll1rl1,17082:down

regulation of cell
development

GO:00
60284

6.87E-07

1.60E-05

FIrt2,399558:down|PIxnd1,67784:up|Ednrb,13618:up|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsf12
a,27279:down|Postn,50706:down|Cx3crl,13051:down|Plk2,20620:down|Trf,22041:up|Cd24a,12484:down|
Wnt5a,22418:down|Bmprla,12166:down|Wispl,22402:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,1600
0:up|Crabp2,12904:down|Ret,19713:up|Tgfb2,21808:down|Fam101b,76566:down|Prl2c2,18811:up|Efemp
1,216616:up|Ptk7,71461:down|Dpysl3,22240:down|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|
Serpine2,20720:up|Tnf,21926:up|Pparg,19016:up|Fgfrl,14182:down|Sfrp1,20377:up|Has2,15117:down|Tg
fbr3,21814:up|Grem1,23892:up|Col3al,12825:down|Sfrp2,20319:up

cation homeostasis

GO:00
55080

6.89E-07

1.60E-05

Htr2b,15559:down|Kngl1,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177

50:up|Epasl,13819:up|Vdr,22337:down|Fam132b,227358:down|Steapl,70358:down|Htr2a,15558:down|SI
¢40a1,53945:up|Anpep,16790:up|Glplr,14652:down|Fxyd1,56188:up|Trf,22041:up|Egfr,13649:down|Cd24
a,12484:down|Hmox1,15368:up|Cd4,12504:up|Stc1,20855:up|Tfrc,22042:up|Bmp4,12159:up|Tgfb2,21808:
down|Fam20a,208659:down|Ptgir,19222:up|Mt1,17748:up

immune system
development

GO:00
02520

6.99E-07

1.61E-05

Fstl3,83554:down|Clec2d,93694:up|Tmem176b,65963:up|Ly9,17085:up|Epasl,13819:up|Lyl1,17095:up|Cd
109,235505:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Adipoqg,11450:up|Bmp4,12159:up
|Ret,19713:up|Prg4,96875:down|Tgfb2,21808:down|Fgfr2,14183:up|Clec4e,56619:up|Kitl,17311:up|Lrrcl?,
74511:down|inhba,16323:down|Ccl3,20302:up|Ctla2a,13024:down|Vegfa,22339:down|Slc40a1,53945:up|
Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Tmem176a,66058:up|Sfrpl,20377:up|Tgfbr3,21814:up|Cd4,
12504:up|Tfrc,22042:up|Ceacaml,26365:up|Sfrp2,20319:up|Tnfsf9,21950:up

positive regulation of
cardiac muscle tissue
development

GO:00
55025

7.12E-07

1.64E-05

Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wispl,22402:down|Grem1,23892:up|lgfl,16
000:up|Bmp4,12159:up|Fgfr2,14183:up

ion homeostasis

GO:00
50801

7.19E-07

1.65E-05

Htr2b,15559:down|Kngl1,16644:up|Adm,11535:up|Sfrp4,20379:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20
302:up|Mt2,17750:up|Epasl,13819:up|Vdr,22337:down|Fam132b,227358:down|Steapl,70358:down|Htr2
a,15558:down|Slc40a1,53945:up|Anpep,16790:up|Glplr,14652:down|Fxyd1,56188:up|Trf,22041:up|Egfr,1
3649:down|Cd24a,12484:down|Hmox1,15368:up|Cd4,12504:up|Tfrc,22042:up|Stc1,20855:up|Bmp4,1215
9:up|Tgfb2,21808:down|Fam20a,208659:down|Ptgir,19222:up|Enppl,18605:down|Mt1,17748:up

cellular response to
stimulus

GO:00
51716

7.50E-07

1.71E-05

Fstl3,83554:downl|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|PIxnd1,6 7784:up|Tfec,21426:up|Sfr
p4,20379:up|Gstt1,14871:up|lgfbp3,16009:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:down|Mme, 1
7380:up|lilrn,16181:up|Bmp4,12159:up|Hpse,15442:up|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down
|Ccl6,20305:up|Aspn,66695:down|Mt2,17750:up|Cxcr6,80901:down|Nabp1,109019:down|Mmp2,17390:d
own|Slc40a1,53945:up|Egfr,13649:down|Alpl,11647:up|Tfrc,22042:up|Ccl8,20307:up|Gstm1,14862:up|Rsp
02,239405:up|Mt1,17748:up|Col5a2,12832:down|Mrc1,17533:up|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,
13618:up|Htra3,78558:down|Tnfrsf12a,27279:down|Uchl5,56207:up|Clec4n,56620:up|Dok2,13449:up|Hvc
n1,74096:up|Ncam1,17967:down|Ccl4,20303:up|Chst11,58250:down|Aldh1a3,56847:down|Plpp3,67916:u
p|Ccl9,20308:up|Ptk7,71461:down|Iinhba,16323:down|Crlf1,12931:down|Plod2,26432:down|Vegfa,22339:
down|Serpine2,20720:up|Nxn,18230:down|lgf2,16002:up|Tnf,21926:up|Colla2,12843:down|Fgfrl,14182:
down|Sulf1,240725:down|Cd4,12504:up|Col3al,12825:down|Enpp1l,18605:down|Hpgd,15446:up|C3,1226
6:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|Trf,22041:up|Cxcl14,57266:down|Wn
t5a,22418:down|Mark1,226778:up|Adipoqg,11450:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|T
gfb2,21808:down|F3,14066:up|Clecde,56619:up|Cthrcl,68588:down|Efemp1,216616:up|Saa3,20210:up|V
dr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Smoc2,64074:do
wn|Gas6,14456:up|Sfrpl,20377:up|Tgfbr3,21814:up|C1lqtnf3,81799:down|Ceacam1,26365:up|Sfrp2,20319
:up|Tnfrsf11b,18383:up|Npnt,114249:up|Ccl7,20306:up|Figf,14205:up|Pdgfc,54635:down|lfit3,15959:up|E
pas1,13819:up|Slc29a1,63959:up|Sema7a,20361:down|Postn,50706:down|Akr1c18,105349:up|Ccl12,2029
3:up|Bmprla,12166:down|Wispl,22402:down|Tnc,21923:down|Ret,19713:up|Sdf211,64136:upllfit1,15957:
up|Creb311,26427:down|Kitl,17311:up|ll1rl1,17082:down|Hp,15439:up|Rasl11a,68895:up|Ccl3,20302:up|PI
at,18791:down|Adamts12,239337:down|Lrrc15,74488:down|Pparg,19016:up|Lmcd1,30937:up|Glplr,1465
2:down|Tnfrsf23,79201:down|Hmox1,15368:up|Has2,15117:down|Ptgs2,19225:down|Grem1,23892:up|Err
fil,74155:down

anatomical structure
maturation

GO:00
71695

7.60E-07

1.73E-05

Fam101b,76566:down|Aldh1a2,19378:up|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Lyl1,17095:u
p|Ret,19713:up|Tgfb2,21808:down|Mmp2,17390:down

negative regulation of
cellular response to
growth factor stimulus

GO:00
90288

7.68E-07

1.74E-05

Fstl3,83554:down|Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Tgfbr3,21814:up|Aspn,66695:d
own|Grem1,23892:up|Chst11,58250:down|Htra3,78558:down|Sfrp2,20319:up|Adamts12,239337:down|Cd
109,235505:down




positive regulation of

GO:00

Ccl7,20306:up|Ccl2,20296:up|Pdgfc,54635:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl
12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:
down|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Ccl3,20

catalytic activity 43085 | 18E-07|1.85E-05 1505 | 1Vdr 22337-down|Vegfa,22339:down|Htr2a,15558 down|lgf2,16002:up|Pparg,19016-up| Gas6, 1445
6:up|Tnf,21926:up|Egfr,13649:down|Fgfrl,14182:down|Cd4,12504:up|Grem1,23892:up|Serinc2,230779:do
wn|Ccl8,20307:up|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up

positive regulation of |GO:00 Htr2b,15559:down|Tnf,21926:up|Trf,22041:up|Fgfrl,14182:down|Egfr,13649:down|Cd24a,12484:down|W

MAP Kinase activity 43406 8.46E-07|1.90E-05 |nt5a,22418:down|Pdgfc,54635:downl|ll1rn,16181:up|lgfl,16000:up|Ceacam1,26365:up|Vegfa,22339:down
[Htr2a,15558:down|Kitl,17311:up

trabecula GO:00 8.62E-071.936-05 Sfrp1,20377:up|Bmprla,12166:down|Tgfbr3,21814:up|Grem1,23892:up|Tgfb2,21808:down|Vegfa,22339:d

morphogenesis 61383 | ' own|Mmp2,17390:down|Slc40a1,53945:up
Adm,11535:up|Sfrp4,20379:up|Ccl2,20296:up|Ednrb,13618:up|Epasl,13819:up|Steapl,70358:down|Trf,22
041:up|Cd24a,12484:down|Stc1,20855:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:d

GO:00 own|Ptgir,19222:up|Kng1,16644:up|Htr2b,15559:down|Mt2,17750:up|Ccl3,20302:up|Vdr,22337:down|Fab
chemical homeostasis 48378 9.04E-07|2.02E-05 |p4,11770:up|Fam132b,227358:down|Vegfa,22339:down|Htr2a,15558:down|Anpep,16790:up|Slc40al,539
45:up|Pparg,19016:up|Gas6,14456:up|Fxyd1,56188:up|Glplr,14652:down|Egfr,13649:down|Lpl,16956:up|
Hmox1,15368:up|C1qtnf3,81799:down|Cd4,12504:up|Tfrc,22042:up|Fam20a,208659:down|Enpp1,18605:
down|Mt1,17748:up
Adm,11535:up|Sfrp4,20379:up|Aldhla2,19378:up|Ednrb,13618:up|Ankrd1,107765:down|Tnfrsf12a,27279:
down|Cx3cr1,13051:down|lgfbp3,16009:up|Plk2,20620:down|Akr1c18,105349:up|Cd24a,12484.down|Nca
m1,17967:down|Wnt5a,22418:down|Ccl12,20293:up|Wispl,22402:down|ll1rn,16181:up|Adipoq,11450:up|
Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,21808:down|Pdxk,216134:up|Sdf2I1,64136:up|A
death GO:00 103E-06l2.266-05 Idh1a3,56847:down|Creb3l1,26427:down|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|H
16265 |~ ' p,15439:up|Dram1,71712:up|inhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Crlf1,12931:down|Cxcl12
,20315:up|Vegfa,22339:down|Htr2a,15558:down|Mmp2,17390:down|Slc40a1,53945:up|Pparg,19016:up|G
as6,14456:up|Tnf,21926:up|Glplr,14652:down|Tnfrsf23,79201:down|Fgfrl,14182:down|Egfr,13649:down|
Hmox1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:u
p|Ceacam1,26365:up|Sfrp2,20319:up|Serpina3g,20715:up|Tnfrsf11b,18383:up|Mt1,17748:up
Adm,11535:up|Sfrp4,20379:up|Aldhla2,19378:up|Ednrb,13618:up|Ankrd1,107765:down|Tnfrsf12a,27279:
down|Cx3crl1,13051:down|lgfbp3,16009:up|Plk2,20620:down|Akr1c18,105349:up|Cd24a,12484:down|Nca
m1,17967:down|Wnt5a,22418:down|Ccl12,20293:up|Wisp1,22402:down|ll1rn,16181:up|Adipog,11450:up|
Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,21808:down|Pdxk,216134:up|Sdf211,64136:up|A
cell death GO:00 1.03E-06/2.26E-05 Idh1a3,56847:down|Creb3l1,26427:down|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|H
08219 ™ ' p,15439:up|Dram1,71712:up|Inhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Crlf1,12931:down|Cxcl12
,20315:up|Vegfa,22339:down|Htr2a,15558:down|Mmp2,17390:down|Slc40al,53945:up|Pparg,19016:up|G
as6,14456:up|Tnf,21926:up|Glplr,14652:down|Tnfrsf23,79201:down|Fgfrl,14182:down|Egfr,13649:down|
Hmox1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:u
p|Ceacam1,26365:up|Sfrp2,20319:up|Serpina3g,20715:up|Tnfrsf11b,18383:up|Mt1,17748:up
ﬁgfgité‘;’;r?ésis of gc%gg 1.036-06|2.268-05 |T1F21926:p[Fgfr1, 14182 down|SfrpL, 2037 7.uplSulf1, 240725 down|Wht5a, 22418 down|Grem1,23392:up
: Bmp4,12159:up|Vegfa,22339:down|Fgfr2,14183:up
branching structure
GO:00 Pparg,19016:up|LoxI2,94352:down|Akrlc18,105349:up|Hvcnl,74096:up|Trf,22041:up|Egfr,13649:down|N
response to metal ion 10638 1.11E-06|2.43E-05 |cam1,17967:down|Hmox1,15368:up|Tfrc,22042:up|Mt2,17750:up|Sord,20322:up|Fabp4,11770:up|Gatm,6
7092:down|Slc40a1,53945:up|Mt1,17748:up
Htr2b,15559:down|Inhba,16323:down|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,566
20:up|Cxcl12,20315:up|Postn,50706:down|Htr2a,15558:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:u

regulation of secretion |GO:19 111E-06l2.436-05 p|Glplr,14652:down|Fgfrl,14182:down|Egfr,13649:down|Ncam1,17967:down|Hmox1,15368:up|Lpl, 16956

by cell 03530 ' :up|Sfrp1,20377:up|Clqtnf3,81799:down|Wnt5a,22418:downl|ll1rn,16181:up|Sncg,20618:up|Maob,109731
:up|Adipoq,11450:up|lgf1,16000:up|Ceacam1,26365:up|Tgfb2,21808:down|ll1rl1,17082:down|Clecde,566
19:up

GO:00 Prl2c2,18811:up|PIxnd1,67784:up|Srpx2,68792:down|Vegfa,22339:down|LoxI2,94352:down|Fgfr1,14182:d
epithelial cell migration 10531 1.14E-06|2.48E-05 |own|Has2,15117:down|Tgfbr3,21814:up|Wnt5a,22418:down|Stc1,20855:up|Ptgs2,19225:down|Grem1,23
892:up|Bmp4,12159:up|Ceacam1,26365:up|Tgfb2,21808:down|Plpp3,67916:up

developmental growth GO:00 PIxnd1,67784:up|Ptk7,71461:down|Bnc2,242509:down|Mmp13,17386:up|Sema7a,20361:down|Tnfrsfl12a,

involved in 60560 1.18E-06|2.55E-05 |27279:down|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|Sfrp1,20377:up|Wnt5a,22418:down|

morphogenesis Stc1,20855:up|Bmp4,12159:up|Sfrp2,20319:up|Crabp2,12904:down|Tnc,21923:down|Fgfr2,14183:up
GO:00 Prl2c2,18811:up|PIxnd1,67784:up|Srpx2,68792:down|Vegfa,22339:down|LoxI2,94352:down|Fgfr1,14182:d
epithelium migration 901'32 1.30E-06|2.80E-05 |own|Has2,15117:down|Tgfbr3,21814:up|Wnt5a,22418:down|Stc1,20855:up|Ptgs2,19225:down|Grem1,23
892:up|Bmp4,12159:up|Ceacam1,26365:up|Tgfb2,21808:down|Plpp3,67916:up
ositive requlation of | GO:00 C3,12266:up|Sema7a,20361:down|Tnfrsf12a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|lgf2,16002:

P h 9 4 '27 1.40E-06|3.01E-05 |up|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Ncam1,17967:down|Bmprla,12166:down|Wispl,2

growt 59 2402:down|lgf1,16000:up|Sfrp2,20319:up|Crabp2,12904.down|Tgfb2,21808:down|Fgfr2,14183:up

endothelial cell GO:00 Prl2c2,18811:up|LoxI2,94352:down|Fgfrl,14182:down|PIxnd1,67784:up|Wnt5a,22418:down|Ptgs2,19225:
. . - |1.41E-06|3.02E-05 |down|Stc1,20855:up|Grem1,23892:up|Bmp4,12159:up|Ceacaml,26365:up|Srpx2,68792:down|Vegfa,2233

migration 43542 . .
9:down|Plpp3,67916:up

negative regulation of |GO:00 1.436-06l3.04-05 Ceacam1,26365:up|Cd24a,12484.down|Sfrp1,20377:up|Vegfa,22339:down|Tnfrsf11b,18383:up|Grem1,23

tissue remodeling 34104 | ) 892:up

GO:00 Pri2c2,18811:up|PIxnd1,67784:up|Srpx2,68792:down|Vegfa,22339:down|LoxI2,94352:down|Fgfr1,14182:d

tissue migration 901'30 1.47E-06|3.12E-05 |own|Has2,15117:down|Tgfbr3,21814:up|Wnt5a,22418:down|Stc1,20855:up|Ptgs2,19225:down|Grem1,23
892:up|Bmp4,12159:up|Ceacam1,26365:up|Tgfb2,21808:down|Plpp3,67916:up

Adm,11535:up|Sfrp4,20379:up|Aldhla2,19378:up|Ednrb,13618:up|Ankrd1,107765:down|Tnfrsf12a,27279:

down|Cx3crl,13051:down|lgfbp3,16009:up|PIk2,20620:down|Akr1c18,105349:up|Cd24a,12484:down|Wnt

5a,22418:down|Ccl12,20293:up]ll1rn,16181:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58

250:down|Tgfb2,21808:down|Pdxk,216134:up|Sdf211,64136:up|Aldh1a3,56847:down|Creb3l1,26427:dow

ADODLOLIC Process GO:00 1.54E-06/3.26-05 n|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|Dram1,71712:up|Inhba,16323:down|Ccl3,

pop P 06915 |™ ' 20302:up|Vdr,22337:down|Crlf1,12931:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Slc

40a1,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Tnfrsf23,79201:down|Fgf
r1,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Pt
gs2,19225:down|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Serpina3g,20715:up|Tnfrsf11b,183
83:up|Mt1,17748:up




GO:00

Tnf,21926:up|Fgfrl,14182:down|Ptk7,71461:down|Wnt5a,22418:down|Bmprla,12166:down|Aldhla2,193

lung development 30324 1.56E-06|3.29E-05 |78:up|Mgp,17313:up|lgfl,16000:up|Epasl,13819:up|Bmp4,12159:up|Tnc,21923:down|Vegfa,22339:down|
Rspo2,239405:up|Errfil,74155:down|Fgfr2,14183:up
respiratory system GO00 Ptk7,71461:down|Aldh1a2,19378:up|Mgp,17313:up|Epasl,13819:up|Vegfa,22339:down|Tnf,21926:up|Fgfr
development 60541 1.66E-06|3.49E-05 |1,14182:down|Bmprla,12166:down|Wnt5a,22418:down|Bmp4,12159:up|lgfl,16000:up|Tnc,21923:down|R
5p02,239405:up|Aldhla3,56847:down|Fgfr2,14183:up|Errfil,74155:down
axis elongation GO:00 1 67E-06l3.496-05 Sfrp2,20319:up|Tnc,21923:down|Sfrp1,20377:up|Ptk7,7l461:down|Wnt5a,22418:down|Fgfr2,14183:up|B
03401 mp4,12159:up
Igfbp4,16010:up|PIxnd1,67784:up|Inhba,16323:down|Sema7a,20361:down|Htra3,78558:down|Tnfrsf12a,2
regulation of cell GO:00 1 68E-06l3.506-05 7279:down|Cxcl12,20315:up|Vegfa,22339:down|lgfbp3,16009:up|Serpine2,20720:up|Pparg,19016:up|Egfr
growth 01558 |™ ' ,13649:down|Sfrp1,20377:up|Wntb5a,22418:down|Wisp1,22402:down|Grem1,23892:up|lgf1,16000:up|Sfrp
2,20319:up|Crabp2,12904:down|Tgfb2,21808:down|Enppl1,18605:down
regulation of bone GO:00 1 76€-06l3.656-05 Trf,22041:up|Egfr,13649:down|Sfrp1,20377:up|Tfrc,22042:up|Grem1,23892:up|Ceacam1,26365:up|Vegfa,
remodeling 46850 | ) 22339:down|Tnfrsf11b,18383:up
Hp,15439:up|PIxnd1,67784:up|Vdr,22337.down|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:u
GO:00 pllgf2,16002:up|Cdol,12583:up|Tnf,21926:up|Egfr,13649:down|Fgfrl,14182:down|Hmox1,15368:up|Sfrpl
gland development |/ a74, |1.77E-06|3.67E-05 {55377 | 1|Sulf1,240725:down|Wint5a,22418:down|Tgfbr3,21814:up|Bmpria. 12166:down|Bmpd, 12159:up|
Igf1,16000:up|Ceacam1,26365:up|Tnc,21923:down|Fgfr2,14183:up
Fam101b,76566:down|Htr2b,15559:down|Aldh1a2,19378:up|Ednrb,13618:up|Sema7a,20361:down]|LoxI2,
stem cell development GO:00 1 81E-06l3.736-05 94352:down|LoxI3,16950:down|Fgfrl,14182:down|Sfrp1,20377:up|Has2,15117:down|Wnt5a,22418:down|
48864 | ' Tgfbr3,21814:up|Bmprla,12166:down|Grem1,23892:up|Sfrp2,20319:up|Ret,19713:up|Tgfb2,21808:down|
Fgfr2,14183:up|Kitl,17311:up
Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx
3crl,13051:down|lgfbp3,16009:up|LoxI2,94352:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484:dow
n|Ceacam10,26366:up|Wnt5a,22418:down|Mark1,226778:up|Stc1,20855:up|ll1rn,16181:up|Maob,109731:
up|lgf1,16000:up|Adipoq,11450:up|Bmp4,12159:up|Crabp2,12904:down|Mcoln2,68279:up|Cxcl9,17329:u
p|Tgfb2,21808:down|F3,14066:up|Fgfr2,14183:up|Clecde,56619:up|Cthrcl,68588:down|Htr2b,15559:dow
n|Mfsd12,73822:up|Prl2c2,18811:up|Efemp1,216616:up|Ccl6,20305:up|Dpys!3,22240:down|Saa3,20210:u
p|Vdr,22337:down|Fabp4,11770:up|Fam132b,227358:down|Cxcl12,20315:up|Htr2a,15558:down|Mmp2,1
7390:down|Slc16a4,229699:down|Slc40a1,53945:up|Gas6,14456:up|Egfr,13649:down|Sec23a,20334:down
|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Tfrc,22042:up|Sncg,20618:up|Fxyd2,11936:up|Seri
nc2,230779:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Npnt,114249:up|Syt13,80976:up|S10
localization GO:00 1 82E-06l3.756-05 0a1,20193:upllcel,218333:down|Mrcl1,17533:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,1
51179|™ ’ 3618:up|Figf,14205:up|Mmp13,17386:up|Sema7a,20361:down|SIc29a1,63959:up|Tnfrsf12a,27279:down|S
ord,20322:up|Gpm6b,14758:up|Clec4n,56620:up|Steapl,70358:down|Postn,50706:down|Cdo1,12583:up|
Akr1c18,105349:up|Hvenl,74096:up|Ptx3,19288:up|Fabp5,16592:up|Ncam1,17967:down|Bmprla,12166:d
own|Ccl12,20293:up|Ccl4,20303:up|Chst11,58250:down|Ank,11732:down|Ret,19713:up|Plpp3,67916:up|C
reb311,26427:down|Mrc2,17534:down|ll1rl1,17082:down|Kitl,17311:up|Lama2,16773:down|Ccl9,20308:up|
Ptk7,71461:down|Inhba,16323:down|Plat,18791:down|Ccl3,20302:up|Srpx2,68792:down|Vegfa,22339:do
wn|Serpine2,20720:up|Adamts12,239337:down|Lrrc15,74488:down|Anpep,16790:up|Kdelr3,105785:down
|Pparg,19016:up|Tnf,21926:up|Glplr,14652:down|Fxyd1,56188:up|Fgfrl,14182:down|Has2,15117:down|L
pl,16956:up|Hmox1,15368:up|Sulfl,240725:down|Cd4,12504:up|Ptgs2,19225:down|Kcnj15,16516:down|G
rem1,23892:up|Col3al,12825:down|Col5al,12831:down|Mcoln3,171166:up|Emb,13723:up|Enppl,18605:
down
respiratory tube GO:00 Tnf,21926:up|Fgfrl,14182:down|Ptk7,71461:down|Wnt5a,22418:down|Bmprla,12166:down|Aldhla2,193
development 303'23 1.90E-06|3.90E-05 |78:up|Mgp,17313:up|lgfl,16000:up|Epasl,13819:up|Bmp4,12159:up|Tnc,21923:down|Vegfa,22339:down|
Rspo2,239405:up|Errfil,74155:down|Fgfr2,14183:up
. GO:00 Cthrc1,68588:down|Trf,22041:up|Egfr,13649:down|Sfrp1,20377:up|Tfrc,22042:up|Grem1,23892:up|Ceaca
bone remodeling 46849 |192E-06|3.91E-05 | 1 56365-up|Vegfa,22339:down|Tnfrsf11b,18383:up|Enpp1,18605:down
GO:00 Htr2b,15559:down|FIrt2,399558:down|PIxnd1,67784:up|Aldh1la2,19378:up|Ankrd1,107765:down|Vegfa,2
heart morphogenesis 030'07 2.00E-06|4.07E-05 |2339:down|Col11al,12814:down|Has2,15117:down|Tgfbr3,21814:up|Bmprla,12166:down|Wnt5a,22418:
down|Bmp4,12159:up|Sfrp2,20319:up|Col5a1,12831:.down|Tgfb2,21808:down|Fgfr2,14183:up
Fstl3,83554:down|Ly9,17085:up|Ccl2,20296:up|Ctla2a,13024:down|Srpx2,68792:down|Cxcl12,20315:up|P
ostn,50706:down|Vegfa,22339:down|Serpine2,20720:up|lgf2,16002:up|Tnf,21926:up|Egfr,13649:down|Cd
single organism cell GO:00 2 02E-06l4.00E-05 24a,12484:down|Ncam1,17967:down|Has2,15117:down|Sfrp1,20377:up|Wnt5a,22418:down|Cd4,12504:u
adhesion 98602 |~ ' p|ll1rn,16181:up|Tfrc,22042:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Ret,1
9713:up|Tgfb2,21808:down|Cdsn,386463:up|Npnt,114249:up|Plpp3,67916:up|Clecde,56619:up|Tnfsf9,21
950:up
GO:00 Htr2b,15559:down|Gas6,14456:up|Ncam1,17967:down|Sfrp1,20377:up|inhba,16323:down|Tfrc,22042:up|
response to drug 424'93 2.03E-06|4.11E-05 |Ccl4,20303:up|Adipoq,11450:up|Ankrd1,107765:down|Gstm1,14862:up|Sfrp2,20319:up|Tgfb2,21808:dow
n|Htr2a,15558:down|Mmp2,17390:down|Igf2,16002:up
regulation of GO:00 2 07E-06l4.156-05 Col5a2,12832:down|Sfrp2,20319:up|Fgfrl,14182:down|Col5al,12831:down|Bmprla,12166:down|ll1rn,16
gastrulation 10470 (™ ) 181:up|Adipoq,11450:up
dopaminergic neuron |GO:00 2 07E-06l4.156-05 Sfrp2,20319:up|Sfrp1,20377:up|Cxcl12,20315:up|Wnt5a,22418:down|Vegfa,22339:down|Rspo2,239405:u
differentiation 71542 | ) p|Figf,14205:up
fnpe'g;i“cﬂ trcr’]al GO:00|, 17 o6la 15505 |FAM1016,76566:down]LoxI2.94352:down|LoxI3,16950:down|Has2,15117:down|Sfrp1,20877:up|Wni5a,22
Y 01837 | ' 418:down|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Tgfb2,21808:down|Fgfr2,14183:up

transition




signal transduction

GO:00
07165

2.14E-06

4.26E-05

Fstl3,83554:down|lgfbp4,16010:up]Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|PIxnd1,67784:up|Sf
rp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:do
wn|Plk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226778:up|ll1rn,16181:
up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:do
wn|Hpse,15442:up|Ptgir,19222:up|F3,14066:up|Fgfr2,14183:up|Clecde,56619:up|Cthrc1,68588:down|Htr2
b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Mt2,17750:up|Saa3,20210:up|Vdr,223
37:down|Cxcr6,80901:down|Cxcl12,20315:up|Htr2a,15558:down|Smoc2,64074:down|Gas6,14456:up|Egfr,
13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl8,20307:up|Sfr
p2,20319:up|Rsp02,239405:up|Npnt,114249:up|Tnfrsf11b,18383:up|Mtl1,17748:up|Aldhla2,19378:up|Ccl
2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,13618:up|Figf,14205:up|Sema7a,20361:down|SIc29a
1,63959:up|Htra3,78558:down|Tnfrsf12a,27279:down|Clec4n,56620:up|Postn,50706:down|Dok2,13449:up
|Akr1c18,105349:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|Ccl4,2
0303:up|Chst11,58250:down|Ret,19713:up|Sdf211,64136:up|Aldh1a3,56847:down|Plpp3,67916:up|Creb3l
1,26427:down|ll1rl11,17082:down|Kitl,17311:up|Hp,15439:up|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323
:down|Rasl11a,68895:up|Plat,18791:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Serpine2,2
0720:up|Adamts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|Igf2,16002:up|Pparg,19016:up|Tnf
,21926:up|Glplr,14652:down|Colla2,12843:down|Lmcd1,30937:up|Tnfrsf23,79201.down|Fgfr1,14182:do
wn|HmMox1,15368:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al1,1282
5:downl|Errfil,74155:down|Enpp1,18605:down

positive regulation of
defense response

GO:00
31349

2.22E-06

4.41E-05

Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up| Ccl2,20296:up|C3,12266:up|Ccl3,20302:up|Fabp4,11770:up|
Mmp2,17390:down|Tnf,21926:up|Cd24a,12484:down|Egfr,13649:down|Wnt5a,22418:down|Ccl12,20293;
up|Ptgs2,19225:down|Ccl4,20303:up|Ccl8,20307:up]l11rl1,17082:down

cell communication

GO:00
07154

2.23E-06

4.43E-05

Fstl3,83554:down|lgfbp4,16010:up]Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|PIxnd1,67784:up|Sf
rp4,20379:up|C3,12266:up|Enpp5,83965:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up|C
d109,235505:down|Plk2,20620:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:
down|Mark1,226778:up|ll1rn,16181:up|lgf1,16000:up|Adipoq,11450:up|Bmp4,12159:up|Crabp2,12904:do
wn|Cxcl9,17329:up|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|F3,14066:up|Fgfr2,14183:up|Clecde,
56619:up|Cthrc1,68588:down|Htr2b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Gjb5,14622:down|Asp
Nn,66695:down|Mt2,17750:up|Saa3,20210:up|Vdr,22337:down|Cxcr6,80901:down|Cxcl12,20315:up|Htr2a,1
5558:down|Smoc2,64074:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqgtnf3,81799:down|Tg
fbr3,21814:up|Tfrc,22042:up|Sncg,20618:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239
405:up|Npnt,114249:up|Tnfrsf11b,18383:up|Syt13,80976:up|Mt1,17748:up|Aldhla2,19378:up|Ccl2,20296:
up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,13618:up|Figf,14205:up|Sema7a,20361:down|SIc29a1,63959:
up|Htra3,78558:down|Tnfrsf12a,27279:down|Gpm6b,14758:up|Clec4n,56620:up|Postn,50706:down|Dok?2,
13449:up|Akrlc18,105349:up|Ncam1,17967:down|Bmprla,12166:down|Ccl12,20293:up|Wispl,22402:do
wn|Ccl4,20303:up|Chst11,58250:down|Tnc,21923:down|Ret,19713:up|Sdf211,64136:up|Aldh1a3,56847:do
wn|Plpp3,67916:up|Creb3l1,26427:downl|l1rl1,17082:downl|Kitl,17311:up|Lama2,16773:down|Hp,15439:u
p|Ccl9,20308:up|Ptk7,71461:down|inhba,16323:down|Rasl11a,68895:up|Plat,18791:down|Ccl3,20302:up|
Crlf1,12931:down|Plod2,26432:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:down|Lrrc
15,74488:down|Nxn,18230:down|Igf2,16002:up|Pparg,19016:up|Tnf,21926:up|Glplr,14652:down|Colla2,
12843:down|Lmcd1,30937:up|Tnfrsf23,79201:down|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725:do
wn|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,12825:downl|Errfil,74155:down|Enppl,186
05:down|Tnfsf9,21950:up

cellular metal ion
homeostasis

GO:00
06875

2.41E-06

4.76E-05

Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177
50:up|Vdr,22337:down|Fam132b,227358:down|Htr2a,15558:down|Slc40a1,53945:up|Glplr,14652:down|T
rf,22041:up|Fxyd1,56188:up|Cd24a,12484:down|Hmox1,15368:up|Cd4,12504:up|Stc1,20855:up|Tfrc,2204
2:up|Bmp4,12159:up|Tgfb2,21808:down|Ptgir,19222:up|Mt1,17748:up

single organism
signaling

GO:00
44700

2.41E-06

4.76E-05

Fstl3,83554:downl|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|PIxnd1,67784:up|Sf
rp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:do

wn|Plk2,20620:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226
778:up|ll1rn,16181:up|lgfl,16000:up|Adipoq,11450:up|Bmp4,12159:up|Crabp2,12904:down|Cxcl9,17329:

up|Tgfb2,21808:down|Hpse,15442:up|Ptgir,19222:up|F3,14066:up|Fgfr2,14183:up|Clecde,56619:up|Cthrc

1,68588:down|Htr2b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Mt2,17750:up|Saa
3,20210:up|Vdr,22337:down|Cxcr6,80901:down|Cxcl12,20315:up|Htr2a,15558:down|Smoc2,64074:down|

Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Tgfbr3,21814:up|Sncg,20618:up|C

eacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Tnfrsf11b,18383:up|S
yt13,80976:up|Mt1,17748:up|Aldh1a2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,1
3618:up|Figf,14205:up|Sema7a,20361:down|Slc29a1,63959:up|Htra3,78558:down|Tnfrsf12a,27279:down|

Gpm6b,14758:up|Clecdn,56620:up|Postn,50706:down|Dok2,13449:up|Akrlc18,105349:up|Ncam1,17967:

down|Bmprla,12166:down|Ccl12,20293:up|Wisp1,22402:down|Ccl4,20303:up|Chst11,58250:down|Tnc,21
923:down|Ret,19713:up|Sdf211,64136:up|Aldh1a3,56847:down|Plpp3,67916:up|Creb3l1,26427:down|ll1rl1
,17082:down|Kitl,17311:up|Lama2,16773:down|Hp,15439:up|Ccl9,20308:up|Ptk7,71461:.down|Inhba,1632
3:down|Rasl11a,68895:up|Plat,18791:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Serpine2,
20720:up|Adamts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|lgf2,16002:up|Pparg,19016:up|T

nf,21926:up|Glp1r,14652:down|Colla2,12843:down|Lmcd1,30937:up|Tnfrsf23,79201:down|Fgfrl,14182:d
own|Hmox1,15368:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,128

25:downl|Errfil,74155:down|Enpp1,18605:down|Tnfsf9,21950:up

prostate gland
development

GO:00
30850

2.44E-06

4.79E-05

Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,22418:down|lgf1,16000:up|Bmp4,12159:up|Tnc,21923:down|M
mp2,17390:down|Fgfr2,14183:up

cardiac muscle tissue
development

GO:00
48738

2.47E-06

4.83E-05

Fgfrl,14182:down|Col11a1,12814:down|Ncam1,17967:down|Wnt5a,22418:down|Bmprla,12166:down|Tg
fbr3,21814:up|Aldh1a2,19378:up|Wisp1,22402:down|Grem1,23892:up]|lgf1,16000:up|Bmp4,12159:up|Ank
rd1,107765:down|Vegfa,22339:down|Tgfb2,21808:down|Fgfr2,14183:up

regulation of
transferase activity

GO:00
51338

2.49E-06

4.86E-05

Htr2b,15559:down|FIrt2,399558:down|Pdgfc,54635:down|Aspn,66695:down|Fabp4,11770:up|Vegfa,2233
9:down|Htr2a,15558:down|Lrrc15,74488:down|lgf2,16002:up|Gas6,14456:up|Pparg,19016:up|Tnf,21926:u
p|Trf,22041:up|Fgfrl,14182:down|Egfr,13649:down|Cd24a,12484:down|Sfrp1,20377:up|Wnt5a,22418:dow
n|Cd4,12504:up|ll1rn,16181:up|Grem1,23892:up|Serinc2,230779:down|Adipoq,11450:up|Bmp4,12159:up|
Igf1,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:down|Prkar2b,19088:up|Errfil,74155:dow
n|Kitl,17311:up




neurogenesis

GO:00

22008 2.55E-06

4.97E-05

Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Ccl2,20296:up|Aldh1a2,19378:up|Figf,14205:up|Ednr
b,13618:up|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Postn,50706:down|Cx3cr1,
13051:down|PIk2,20620:down|Trf,22041:up|Cd24a,12484:down|Ncam1,17967:down|Wnt5a,22418:down|
Bmprla,12166:down|Ccl12,20293:up|Mark1,226778:up|Bmp4,12159:upllgfl,16000:up|Crabp2,12904:dow
n|Tnc,21923:down|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|Cthrc1,68588:down|P
rl2c2,18811:up|Lama2,16773:down|Efemp1,216616:up|Ptk7,71461:down|Inhba,16323:down|Dpys|3,2224
0:down|Ccl3,20302:up|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:up|Pparg,
19016:up|Gas6,14456:up|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Col3al,12825:down|Sfrp2,2
0319:up|Mcoln3,171166:up|Rspo2,239405:up

negative regulation of
cartilage development

GO:00

61037 2.57E-06

4.98E-05

Fam101b,76566:down|Efempl,216616:up|Tgfb2,21808:down|Adamts12,239337:down|Grem1,23892:up|B
mp4,12159:up

regulation of biological
process

GO:00

50789 2.57E-06

4.98E-05

Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|Firt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Tfec,21426:up|Sfrp4,20379:up|Lyl1,17095:up|lgfbp3,16009:up|Plk2,20620:down|Cd24a,12484:down|ll
1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Oasl1,231655:up|Hpse,15442:up|Medag,70717:down|Ptgi
r,19222:up|Fgfr2,14183:up|Thbs2,21826:down|Htr2b,15559:down|Dram1,71712:up|Ccl6,20305:up|SIpi,20
568:up|Aspn,66695:down|Mt2,17750:up|Cxcr6,80901:down|Fam132b,227358:down|Nabp1,109019:down|
Phf11a,219131:up|Mmp2,17390:down|Oas3,246727:up|Slc40al,53945:up|Egfr,13649:down|C1rb,667277:
up|Tfrc,22042:up|Sncg,20618:up|Ccl8,20307:up|Serpina3g,20715:up|Rspo2,239405:up|Fam20a,208659:do
wn|Mt1,17748:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:u
p|Htra3,78558:down|Tnfrsf12a,27279:down|Uchl5,56207:up|Clec4n,56620:up|Dok2,13449:up|Hven1,7409
6:up|Ptx3,19288:up|Ncam1,17967:down|Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:up|Aldh1a3,568
47:down|Plpp3,67916:up|Lrrcl7,74511:down|Lama2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,
16323:down|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:down|C1s1,50908:up|Plod2,26432:down|V
egfa,22339:down|Serpine2,20720:up|Nxn,18230:down|lgf2,16002:up|Kdelr3,105785:down|Tmem176a,66
058:up|Tnf,21926:up|Colla2,12843:down|Fxyd1,56188:up|Fgfrl,14182:down|Lpl,16956:up|Sulfl,240725:d
own|Susd2,71733:up|Cd4,12504:up|Col3al,12825:down|Tbx15,21384:down|Serping1,12258:up|Enppl,18
605:down|Clec2d,93694:up|Hpgd,15446:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd10
9,235505:down|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Cxcl14,57266:down|Wnt5a,22418:dow
n|Stcl,20855:up|Mark1,226778:up|Col8al,12837:down|Adipoq,11450:up|lgfl,16000:up|Crabp2,12904:do
wn|Cxcl9,17329:up|Tgfb2,21808:down|F3,14066:up|Clecde,56619:up|Cthrcl,68588:down|Kngl,16644:up|
Prl2c2,18811:up|Efemp1,216616:up|Dpys|3,22240:down|Ninj1,18081:up|Saa3,20210:up|Vdr,22337:down|
Pdia5,72599:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Smoc2,64074:down|Gas6,14456:
up|Sfrp1,20377:up|C1lgtnf3,81799:down|Tgfbr3,21814:up|Fxyd2,11936:up|Serinc2,230779:down|Ceacam1
,26365:up|Sfrp2,20319:up|Tnfrsfl1b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,20193:up|lcel,2
18333:down|Ly9,17085:up|Ccl7,20306:up|Pdgfc,54635:down|Mgp,17313:up|Figf,14205:up|Cst7,13011:up|
Sema7a,20361:down|Epasl,13819:up|Slc29a1,63959:up|Gpm6b,14758:up|Ddah1,69219:down|Sdpr,2032
4:down|Postn,50706:down|Akr1c18,105349:up|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|
Ank,11732:down|Tnc,21923:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|Pdxk,216134:up|C1s2,
317677:up|lfit1,15957:up|Creb3l1,26427:down|ll1rl1,17082:down|Kitl,17311:up|Fam101b,76566:down|Hp,
15439:up|Aoah,27052:up|Rasl11a,68895:up|Plat,18791:down|Ccl3,20302:up|Ctla2a,13024:down|Srpx2,68
792:down|Adamts12,239337:down|Lrrc15,74488:down|Anpep,16790:up|Pparg,19016:up|Lmcd1,30937:up
|Glp1r,14652:down|Tnfrsf23,79201:down|Hmox1,15368:up|Has2,15117:down|Ptgs2,19225:down|Grem1,2
3892:up|Kcnj15,16516:down|Phfl11d,219132:up|Col5al,12831:down|Errfil, 74155:down|Tnfsf9,21950:up

programmed cell
death

GO:00

12501 2.66E-06

5.12E-05

Adm,11535:up|Sfrp4,20379:up|Aldhl1a2,19378:up|Ednrb,13618:up|Ankrd1,107765:down|Tnfrsf12a,27279:
down|Cx3crl1,13051:down|lgfbp3,16009:up|Plk2,20620:down|Akr1c18,105349:up|Cd24a,12484:down|Wnt
5a,22418:down|Ccl12,20293:up|ll1rn,16181:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58
250:down|Tgfb2,21808:down|Pdxk,216134:up|Sdf211,64136:up|Aldh1a3,56847:down|Creb3l1,26427:dow
n|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Htr2b,15559:down|Dram1,71712:up|Inhba,16323:down|Ccl3,
20302:up|Vdr,22337:down|Crlf1,12931:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Slc
40a1,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Tnfrsf23,79201:down|Fgf
r1,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Pt
gs2,19225:down|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Serpina3g,20715:up|Tnfrsf11b,183
83:up|Mt1,17748:up

rrraraecnunar
organismal metabolic

GO:00

14236 2.68E-06

5.13E-05

Pparg,19016:up|Tgfbr3,21814:up|Ccl2,20296:up|Mmp13,17386:up|Bmp4,12159:up|Serpinh1,12406:down
|Col5a1,12831:down|Mmp2,17390:downl|Errfil,74155:down|Mrc2,17534:down

regulation of leukocyte
chemotaxis

GO:00

02688 2.68E-06

5.13E-05

Gas6,14456:up|Cxcl14,57266:down|Wnt5a,22418:down|Ccl2,20296:up|Ccl12,20293:up|Figf,14205:up|Gre
m1,23892:up|Ccl4,20303:up|Cxcl9,17329:up|Cxcl12,20315:up

signaling

GO:00

23052 2.69E-06

5.13E-05

Fstl3,83554:down|lgfbp4,16010:up]Adm,11535:up|FIrt2,399558:down|Hpgd,15446:up|PIxnd1,67784:up|Sf
rp4,20379:up|C3,12266:up|Ankrd1,107765:down|Cx3crl,13051:down|lgfbp3,16009:up|Cd109,235505:do
wn|Plk2,20620:down|Trf,22041:up|Cxcl14,57266:down|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226
778:up|ll1lrn,16181:upllgfl,16000:up|Adipoq,11450:up|Bmp4,12159:up|Crabp2,12904:down|Cxcl9,17329:
up|Tgfb2,21808:down|Hpse, 15442:up|Ptgir,19222:up|F3,14066:up|Fgfr2,14183:up|Clecde,56619:up|Cthrc
1,68588:down|Htr2b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Mt2,17750:up|Saa
3,20210:up|Vdr,22337:down|Cxcr6,80901:down|Cxcl12,20315:up|Htr2a,15558:down|Smoc2,64074:down|
Gasb,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Tgfbr3,21814:up|Sncg,20618:up|C
eacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Rspo2,239405:up|Npnt,114249:up|Tnfrsf11b,18383:up|S
yt13,80976:up|Mt1,17748:up|Aldh1a2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,1
3618:up|Figf,14205:up|Sema7a,20361:down|SIc29a1,63959:up|Htra3,78558:down|Tnfrsf12a,27279:down|
Gpm6b,14758:up|Clecdn,56620:up|Postn,50706:down|Dok2,13449:up|Akr1c18,105349:up|Ncam1,17967:
down|Bmprla,12166:down|Ccl12,20293:up|Wisp1,22402:down|Ccl4,20303:up|Chst11,58250:down|Tnc,21
923:down|Ret,19713:up|Sdf2I1,64136:up|Aldh1la3,56847:down|Plpp3,67916:up|Creb3l1,26427.down|lI1rl1
,17082:down|Kitl,17311:up|Lama2,16773:down|Hp,15439:up|Ccl9,20308:up|Ptk7,71461:down|Inhba,1632
3:down|Rasl11a,68895:up|Plat,18791:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Serpine2,
20720:up]Adamts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|lgf2,16002:up|Pparg,19016:up|T
nf,21926:up|Glplr,14652:down|Colla2,12843:down|Lmcd1,30937:up|Tnfrsf23,79201:down|Fgfrl,14182:d
own|Hmox1,15368:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Col3al,128
25:downlErrfil,74155:down|Enppl,18605:down|Tnfsf9,21950:up

regulation of epidermis

development

GO:00

45682 2.71E-06

5.16E-05

Tnf,21926:up|Inhba,16323:down|Sfrp4,20379:up|Bmp4,12159:up|Vdr,22337:down|Hpse, 15442:up|Tgfb2,2
1808:down|Cd109,235505:downl|Errfil,74155:down




Fstl3,83554:down|Ccl2,20296:up|Ctla2a,13024:down|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:

regulation of cell-cell [GO:00 2 82E-0615.336-05 up|lgf2,16002:up|Tnf,21926:up|Cd24a,12484:down|Has2,15117:down|Wnt5a,22418:down|Cd4,12504:up||
adhesion 22407 |~ ' 11rn,16181:up|Tfrc,22042:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Plpp3,6
7916:up|Tnfsf9,21950:up
Htr2b,15559:down|Pdgfc,54635:down|Vegfa,22339:down|Htr2a,15558:down|Gas6,14456:up|Tnf,21926:u
positive regulation of [GO:00 2 82E-06/5.33E-05 p|Trf,22041:up|Cd24a,12484:down|Egfr,13649:down|Fgfrl,14182:down|Wnt5a,22418:down|Cd4,12504:up
protein kinase activity [45860 |~ ' [I11rn,16181:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Tgf
b2,21808:down|Kitl,17311:up
PIxnd1,67784:up|Ccl7,20306:up|Ccl2,20296:up|Pdgfc,54635:down|PIk2,20620:down|Trf,22041:up|Cd24a,1
2484:down|Wntba,22418:down|Ccl12,20293:up|ll1rn,16181:up|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12
positive regulation of |GO:00 159:up|lgfl,16000:up|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|F3,14066:up|Kitl,17311:up|Cthrc
molecular function 440'93 2.93E-06|5.53E-05 |1,68588:down|Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Ccl3,20302:up|Vdr,22337:down|Vegfa,22
339:down|Htr2a,15558:down|Igf2,16002:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Egfr,13649:dow
n|Fgfrl,14182:down|Cd4,12504:up|Tgfbr3,21814:up|Grem1,23892:up|Serinc2,230779:down|Ccl8,20307:u
p|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up|S100a1,20193:up
Htr2b,15559:downl|FIrt2,399558:down|Pdgfc,54635:down|Aspn,66695:down|Fabp4,11770:up|Vegfa,2233
regulation of kinase G000 9:down|Htr2a,15558:down|Lrrc15,74488:down|Gas6,14456:up|Tnf,21926:up|Trf,22041:up|Fgfrl,14182:do
activity 435'49 3.03E-06|5.70E-05 |wnl|Egfr,13649:down|Cd24a,12484:down|Sfrp1,20377:up|Wnt5a,22418:down|Cd4,12504:up|ll1rn,16181:u
p|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|T
gfb2,21808:down|Prkar2b,19088:up|Errfil,74155:down|Kitl,17311:up
Inhba,16323:down|Ccl2,20296:up|C3,12266:up|Figf,14205:up|Ccl3,20302:up|Sema7a,20361:down|C1s1,5
positive regulation of G000 0908:up|Cxcl12,20315:up|Mmp2,17390:down|Igf2,16002:up|Gas6,14456:up|Tnf,21926:up|Cxcl14,57266:d
immune system 02684 3.07E-06|5.75E-05 |own|Cd24a,12484:down|Hmox1,15368:up|Wnt5a,22418:down|Cd4,12504:up|Ccl12,20293:up|C1rb,66727
process 7:up|Tfrc,22042:up|Ccl4,20303:up|lgfl,16000:up|Ceacam1,26365:up|Serpingl,12258:up|Cxcl9,17329:up|T
gfb2,21808:down|C1s2,317677:up|l11rl1,17082:down|Tnfsf9,21950:up|Kitl,17311:up
negative regulation of |GO:00 Sfrp1,20377:up|Sulf1,240725:down|Bmprla,12166:down|Tgfbr3,21814:up|Ccl12,20293:up|Dpys|3,22240:d
cell migration 303-36 3.18E-06|5.92E-05 |own|Stc1,20855:uplll1rn,16181:up|Grem1,23892:up|Col3al,12825:down|Adipoq,11450:up|Sfrp2,20319:up
|Cxcl12,20315:up|Cx3crl,13051:down|lgfbp3,16009:up
osteoclast GO:00 334E-06/6.17E-05 Fstl3,83554:down|Tnf,21926:up|Clec2d,93694:up|Trf,22041:up|Lrrc17,74511:down|Sfrp1,20377:up|Tfrc,22
differentiation 30316 | ) 042:up|Ccl3,20302:up|Ceacam1,26365:up|Cd109,235505:down
Fstl3,83554:down|Ly9,17085:up|Ccl2,20296:up|Ctla2a,13024:down|Srpx2,68792:down|Cxcl12,20315:up|V
single organismal cell- |GO:00 egfa,22339:down|Serpine2,20720:up|lgf2,16002:up|Tnf,21926:up|Egfr,13649:down|Cd24a,12484:down|N
cell adhesion 163-37 3.43E-06|6.31E-05 |cam1,17967:down|Has2,15117:down|Wnt5a,22418:down|Cd4,12504:up|ll1rn,16181:up|Tfrc,22042:up|Adi
poq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Ret,19713:up|Tgfb2,21808:down|Cdsn,3
86463:up|Npnt,114249:up|Plpp3,67916:up|Tnfsf9,21950:up|Clecde,56619:up
Igfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Enpp5,83965:up|lgfbp3,
16009:up|Cd109,235505:down|Plk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Ma
rk1,226778:up|ll1rn,16181:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,1
9222:up|Fgfr2,14183:up|Htr2b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Saa3,20
210:up|Fabp4,11770:up|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|Alpl,11647:up|Sfrp1,20377:u
phosphate-containing GO:00 p|C1qgtnf3,81799:down|Tgfbr3,21814:up|Serinc2,230779:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,2
compound metabolic O67§6 3.52E-06|6.42E-05 |0319:up|Fam?20a,208659:down|Npnt,114249:up|Tnfrsfl11b,18383:up|Prkar2b,19088:up|Ccl2,20296:up|Ccl
process 7,20306:up|Ednrb,13618:up|Pdgfc,54635:down|Ampd3,11717:up|Sema7a,20361:down|Enpp3,209558:do
wn|Dok2,13449:up|Fabp5,16592:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Pd
xk,216134:up|Plpp3,67916:up|Kitl,17311:up|Ccl9,20308:up|Inhba,16323:down|Ccl3,20302:up|Srpx2,68792:
down|Crlf1,12931:down|Gfpt2,14584:down|Vegfa,22339:down|Cbr2,12409:up|Lrrc15,74488:down|lgf2,16
002:up|Tnf,21926:up|Fgfrl,14182:down|Cd4,12504:up|Grem1,23892:up|Uck2,80914:down|Errfil,74155:do
wn|Enpp1,18605:down
digestive system GO:00 3.52E-06l6.426-05 Egfr,13649:down|Sfrp1,20377:up|Wnt5a,22418:down|Aldh1a2,19378:up|Pdgfc,54635:down|Ednrb,13618:
development 55123 |™ ) up|Col3al,12825:down|lgfl,16000:up|Bmp4,12159:up|Sfrp2,20319:up|Fgfr2,14183:up|lgf2,16002:up
reygdtuve regulidauort Ol
transmembrane
receptor protein GO:00 3.71E-06l6.74E-05 Fstl3,83554:down|Sfrp1,20377:up|Wnt5a,22418:down|Tgfbr3,21814:up|Aspn,66695:down|Grem1,23892:u
serine/threonine 90101 |~ ' p|Chst11,58250:down|Htra3,78558:down|Sfrp2,20319:up|Cd109,235505:down
kinase signaling
nathwav
regulation of muscle  |GO:00 Tnf,21926:up|Prl2c2,18811:up|Cxcl14,57266:down|Ccl9,20308:up|Wisp1,22402:down|Grem1,23892:up|Igf
cell differentiation 51147 3.86E-06|6.99E-05 i,pl6000.up|Bmp4,12159.up|CcI8,20307.up|Cxcl9,17329.up|Cxcl12,20315.up|Igfbp3,16009.up|Fgfr2,14183.
regulation of myoblast {GO:00 3.89E-06/7.02E-05 Tnf,21926:up|Prl2c2,18811:up|Cxcl14,57266:down|Ccl9,20308:up|Bmp4,12159:up|Ccl8,20307:up|Cxcl9,17
differentiation 45661 |~ ' 329:up|lgfbp3,16009:up
negative regulation of |GO:00 Dpysl3,22240:down|Cxcl12,20315:up|Cx3crl,13051:down|lgfbp3,16009:up|Ptx3,19288:up|Sfrp1,20377:up|
locomotion 400'13 4.03E-06|7.25E-05 |Sulf1,240725:down|Ccl12,20293:up|Tgfbr3,21814:up|Bmprla,12166:down|Wnt5a,22418:down|ll1rn,1618
1:up|Stc1,20855:up|Grem1,23892:up|Adipoq,11450:up|Col3al,12825:down|Sfrp2,20319:up
Adm,11535:up|Sfrp4,20379:up|Ccl2,20296:up|Slc29a1,63959:up|Gpm6b,14758:up|Cx3crl,13051:down|Plk
2,20620:down|Cxcl14,57266:down|Cd24a,12484:down|Ncam1,17967.down|Wnt5a,22418:down|Wisp1,22
402:down|Mark1,226778:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|Tnc,21923:down|Plpp3,679
cell-cell signaling GO:00 411E-06/7 36E-05 16:up|Fgfr2,14183:up|Cthrcl,68588:down|Htr2b,15559:down|Lama?2,16773:down|Ptk7,71461:down|Inhba
07267 |~ ' ,16323:down|Plat,18791:down|Htr2a,15558:down|Serpine2,20720:up|Nxn,18230:down|Tnf,21926:up|Ppar
9,19016:up|Glplr,14652:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Sulfl,240725:down|C1
qtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:up|Sncg,20618:up|Sfrp2,20319:up|Rspo2,239405:up|
Syt13,80976:up|Tnfsf9,21950:up
Fstl3,83554:down|Clec2d,93694:up|Lrrc17,74511:downl|Inhba,16323:down|Ccl3,20302:up|Epasl,13819:up
myeloid cell GO:00 411E-06/7 36E-05 |Vegfa,22339:down|Cd109,235505:down|Pparg,19016:up|Tnf,21926:up|Trf,22041:up|Sfrp1,20377:up|Tgfb
differentiation 30099 | ' r3,21814:up|Tfrc,22042:up|Adipoq,11450:up|Bmp4,12159:up|Ceacam1,26365:up|Kitl,17311:up|Tnfsf9,219
50:up
positive regulation of G000 Htr2b,15559:down|Egfr,13649:down|Has2,15117:down|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla, 1216
epithelial cell 50679 4.15E-06|7.41E-05 |6:down|Ccl2,20296:up|lgfl,16000:up|Bmp4,12159:up|Cxcl12,20315:up|Vegfa,22339:down|F3,14066:up|Fg

proliferation

r2,14183:up




regulation of epithelial

GO:00

Prl2c2,18811:up|Fgfrl,14182:down|Has2,15117:down|Wnt5a,22418:down|Tgfbr3,21814:up|Ptgs2,19225:d

cell migration 10632 4.46E-06|7.92E-05 O\A{n|Stcl,20855:up|BrT]p4,12159:uplCeacam1,26365:up|Srpx2,68792:down|Vegfa,22339:down|Tgfb2,218
08:down|Plpp3,67916:up
Prl2c2,18811:up|Adm,11535:up|Ccl9,20308:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Cxc
muscle cell GO:00 4.60E-06/8.15E-05 112,20315:up|Vegfa,22339:down|lgfbp3,16009:up|lgf2,16002:up|Tnf,21926:up|Cxcl14,57266:down|Wisp1,
differentiation 42692 | ' 22402:down|Grem1,23892:up|Bmp4,12159:up|lgfl,16000:up|Ccl8,20307:up|Cxcl9,17329:up|Npnt,114249:
up|Fgfr2,14183:up
response to G000 Colla2,12843:down|Akr1c18,105349:up|Hpgd,15446:up|Tgfbr3,21814:up|Ccl2,20296:up|Aspn,66695:dow
transforming growth 715'59 4.79E-06|8.43E-05 |n|Col3al,12825:down|Ankrd1,107765:down|Htra3,78558:down|Chst11,58250:down|Tgfb2,21808:down|N
factor beta pnt,114249:up|Cd109,235505:down
cellular response to G000 Coll1a2,12843:down|Akr1c18,105349:up|Hpgd,15446:up|Tgfbr3,21814:up|Ccl2,20296:up|Aspn,66695:dow
transforming growth 71560 4.79E-06|8.43E-05 |n|Col3al,12825:down|Ankrd1,107765:down|Htra3,78558:down|Chst11,58250:down|Tgfb2,21808:down|N
factor beta stimulus pnt,114249:up|Cd109,235505:down
ColdUNSTIrIeric Ol
planar polarity G000/ 82E-06[8.43E-05 |Cthre1,68588:down|Sfrp2,20319:up|Sfipl, 20377:up|Ptk?, 71461 down|Wnt5a,22418:down
involved in neural tube {90177
claciir,
positive regulation of 1.4, Tnf,21926:up|Gas6, 14456:up|Akr1cl8,105349:up|Egfr,13649:down|C1qtnf3,81799:down|Igf1,16000:up|H
g’irgorf;'; 'g"”ase B 51897 | > 09E-06|8.80E-05 | 15449 p|F3,14066:up|Igf2,16002-up
AQM, ITI535UP[STTP4, ZU3 79 UP[CCIZ, 20296 Up[EANTD, 136 18 UP[AMpPA3, I 17 L7 UP[EPas L, [38IIUp[Steap L, 7
0358:down|Trf,22041:up|Cd24a,12484:down|Stc1,20855:up|li1rn,16181:up|Adipoq,11450:up|Bmp4,12159
:upllgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|Kitl,17311:up|Htr2b,15559:down|Kng1,16644:up|inh
GO:00 ba,16323:down|Mt2,17750:up|Ccl3,20302:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Fam13
homeostatic process 425'92 5.17E-06|8.98E-05 |2b,227358:down|Vegfa,22339:down|Htr2a,15558:down|Nxn,18230:down|Anpep,16790:up|Slc40al,53945
:up|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Glplr,14652:down|Fxyd1,56188:up|Egfr,13649:down|Lpl
,16956:up|HmMox1,15368:up|C1qtnf3,81799:down|Cd4,12504:up|Tgfbr3,21814:up|Ptgs2,19225:down|Tfrc,
22042:up|Ceacam1,26365:up|Fam20a,208659:down|Tnfrsf11b,18383:up|Enppl,18605:down|Mt1,17748:u
n
. ' ) Sfrp1,20377:up|Sulf1,240725:down|Bmprla,12166:down|Tgfbr3,21814:up|Ccl12,20293:up|Dpysl|3,22240:d
negative regulation of [GO:20 ) ; ; i : A )
cell motility 00146 5.18E-06|8.98E-05 [own|Stc1,20855:up|ll1rn,16181:up|Grem1,23892:up|Col3al,12825:down|Adipog,11450:up|Sfrp2,20319:up
|Cxcl12,20315:up|Cx3crl,13051:down|lgfbp3,16009:up
positive regulation of |GO:00 5.26E-06/9.10E-05 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Trf,22041:up|Ptx3,19288:up|Wnt5a,22418:down|Sfrp4,2037
endocytosis 45807 |~ ' 9:up|Ccl2,20296:up|C3,12266:up|Grem1,23892:up|Vegfa,22339:down
Adm,11535:up|inhba,16323:down|Sfrp4,20379:up|Aldh1a2,19378:up|Ccl3,20302:up|Ankrd1,107765:down
positive regulation of |GO:00 [Tnfrsf12a,27279:down|Vdr,22337:down|Mmp2,17390:down|lgfbp3,16009:up|Pparg,19016:up|Tnf,21926:
ADODIOtIC DIocess 43665 5.43E-06|9.32E-05 [up|Akrlc18,105349:up|Cd24a,12484:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down|Ptgs2,19
pop P 225:down|Adipog,11450:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:down|Aldh
1a3,56847:down|F3,14066:up
Igfbp4,16010:up|PIxnd1,67784:up|Iinhba,16323:down|Sema7a,20361:down|Htra3,78558:down|Tnfrsf12a,2
GO:00 7279:down|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|lgfbp3,16009:up|Serpine2,20720:up|P
cell growth 16649 5.43E-06|9.32E-05 |parg,19016:up|Egfr,13649:down|Sfrp1,20377:up|Wnt5a,22418:down|Tgfbr3,21814:up|Wisp1,22402:down|
Grem1,23892:up|lgfl,16000:up|Sfrp2,20319:up|Crabp2,12904:down|Tgfb2,21808:down|Enpp1,18605:do
wn
response to acid GO:00 Col5a2,12832:down|Tnf,21926:up|Pparg,19016:up|Colla2,12843:down|Akrlc18,105349:up|Egfr,13649:do
chemical 011'01 5.49E-06/9.39E-05 |wn|Ptk7,71461:down|Tgfbr3,21814:up|Aldhla2,19378:up|Pdgfc,54635:down|Col3al,12825:down|Ret, 197
13:up|Mmp2,17390:down|Ptgir,19222:up|Cdo1,12583:up
trabecula formation SO%E?C)) 5.61F-06/9.52E-05 3fgp1,20377.up|Vegfa,22339.down|Tgfbr3,21814.up|Mmp2,17390.down|Grem1,23892.up|SIc40a1,53945.
chondrocyte GO:00 5.61E-06l9.526-05 Fam101b,76566:down|Chst11,58250:down|Serpinh1,12406:down|Sfrp2,20319:up|Col11al,12814.down|S
development 02063 |™ ' ulf1,240725:down
. ) Fstl3,83554:down|Clec2d,93694:up|Lrrc17,74511:down|Tmem176b,65963:up|Ccl3,20302:up|Ctla2a,13024
regulation of leukocyte |GO:19 15 car 669 59E 05 |-down|Gas6, 14456:up|Tnf 21926:up|Tmem176a,66058:up|Cd24a,12484-down|Sfrp1,20377:up|Adipog, 114
differentiation 02105 [ : ' 14456:up|Tnf,21926:up|Tmem176a,66058:up|Cd24a,12484:down|Sfrp1,20377:up|Adipoa,
50:up|Bmp4,12159:up|Ceacam1,26365:up|Tnfsf9,21950:up|Kitl,17311:up
negative regulation of GO:00 Dpysl3,22240:down|Cxcl12,20315:up|Cx3crl,13051:down|lgfbp3,16009:up|Sfrpl,20377:up|Ccl12,20293:u
cellular component 512'71 5.63E-06|9.52E-05 |p|Tgfbr3,21814:up|Bmprla,12166:down|Wnt5a,22418:down|Sulfl,240725:down|ll1rn,16181:up|Stc1,2085
movement 5:up|Grem1,23892:up|Adipoq,11450:up|Col3al,12825:down|Sfrp2,20319:up
Adm,11535:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,56620:up|Postn,50706:down|Ncam1,1796
7:down|Wnt5a,22418:down|lI1rn,16181:up|Maob,109731:up|Adipog,11450:up|lgfl,16000:up|Tgfb2,2180
secretion by cell GO:00 5.95E-06|1.00E-04 8:down|Creb3l1,26427:down|l11rl1,17082:down|Clecde,56619:up|Htr2b,15559:down|Inhba,16323:down|C
32940 |~ ' ¢l3,20302:up|Cxcl12,20315:up|Htr2a,15558:down|Serpine2,20720:up|Tnf,21926:up|Pparg,19016:up|Gas6,
14456:up|Glp1r,14652:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Lpl,16956:up|HMox1,15
368:up|C1gtnf3,81799:down|Sncg,20618:up|Ceacam1,26365:up|Syt13,80976:up
zggﬁgﬁ;fﬁ”at'on °f |co00 6266061 L05E_0a |STP120377:Up|SuIfL 240725 down|Wnt5a,22418 down|Tgfbr3,21814:up|Bmp4, 12159:up|Ceacam1, 26365
proliferation 50680 | ' :up|Vdr,22337:down|Sfrp2,20319:up|Tgfb2,21808:down|Cd109,235505:down|Fgfr2,14183:up
regulation of GO:00 Fam101b,76566:down|Gas6,14456:up|Bmprla,12166:down|Mgp,17313:up|Aspn,66695:down|Grem1,238
biomineral tissue ‘- |6.38E-06|1.07E-04 ) ' a. i o ! o ' ' ' ' '
develooment 70167 92:up|Bmp4,12159:up|Gpm6b,14758:up|Ank,11732:down
P
Adm,11535:up|Iinhba,16323:down|Sfrp4,20379:up|Aldhla2,19378:up|Ccl3,20302:up|Ankrd1,107765:down
positive regulation of GO:00 [Tnfrsf12a,27279:down|Vdr,22337:down|Mmp2,17390:down|lgfbp3,16009:up|Pparg,19016:up|Tnf,21926:
programmed cell 43668 6.44E-06|1.07E-04 |up|Akrlc18,105349:up|Cd24a,12484:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down|Ptgs2,19

death

225:down|Adipoq,11450:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:down|Aldh
1a3,56847:down|F3,14066:up




phosphorus metabolic

GO:00

Igfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Enpp5,83965:up|igfbp3,
16009:up|Cd109,235505:down|Plk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Ma
rk1,226778:up|ll1rn,16181:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,1
9222:up|Fgfr2,14183:up|Htr2b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Saa3,20
210:up|Fabp4,11770:up|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|Alpl,11647:up|Sfrp1,20377:u
p|C1lqgtnf3,81799:down|Tgfbr3,21814:up|Serinc2,230779:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,2

rOCESS 06793 6.57E-06|1.09E-04 |0319:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Ccl2,20296:up|Ccl
P 7,20306:up|Ednrb,13618:up|Pdgfc,54635:down|Ampd3,11717:up|Sema7a,20361:down|Enpp3,209558:do
wn|Dok2,13449:up|Fabp5,16592:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Pd
xk,216134:up|Plpp3,67916:up|Kitl,17311:up|Ccl9,20308:up|Inhba,16323:down|Ccl3,20302:up|Srpx2,68792:
down|Crlf1,12931:down|Gfpt2,14584:down|Vegfa,22339:down|Cbr2,12409:up|Lrrc15,74488:down|lgf2,16
002:up|Tnf,21926:up|Fgfrl,14182:down|Cd4,12504:up|Grem1,23892:up|Uck?2,80914.downl|Errfil,74155:do
wn|Enppl,18605:down
Adm,11535:up|Hp,15439:up|inhba,16323:down|Sfrp4,20379:up|Aldhla2,19378:up|Ccl3,20302:up|Ankrd1,
positive regulation of |GO:00 107765:down|Tnfrsf12a,27279:down|Vdr,22337:down|Mmp2,17390:down|lgfbp3,16009:up|Pparg,19016:
cell death 109'42 6.77E-06|1.12E-04 |up|Tnf,21926:up|Akrlc18,105349:up|Cd24a,12484:down|Hmox1,15368:up|Sfrpl,20377:up|Wnt5a,22418:
down|Ptgs2,19225:down|Adipog,11450:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,218
08:down|Aldhla3,56847:down|F3,14066:up
morphogenesis of GO:00 Cthrc1,68588:down|Adm,11535:up|Sfrp1,20377:up|Sulf1,240725:down|Ptk7,71461:down|Wnt5a,22418:do
. o '~ |6.80E-06|1.12E-04 |wn|Aldhla2,19378:up|Grem1,23892:up|Bmp4,12159:up|Sfrp2,20319:up|Ret,19713:up|Aldh1a3,56847:do
embryonic epithelium 16331 i
wn|Fgfr2,14183:up
positive regulation of  [GO:00 6.81E-06/1.12E-04 Prl2c2,18811:up|Fgfrl,14182:down|Has2,15117:down|Wnt5a,22418:down|Ptgs2,19225:down|Bmp4,1215
epithelial cell migration|10634 | ™ ) 9:up|Srpx2,68792:down|Tgfb2,21808:down|Vegfa,22339:down|Plpp3,67916:up
Ccl7,20306:up|Ccl2,20296:up|Cst7,13011:up|Cd109,235505:down|Ptx3,19288:up|Wnt5a,22418:down|Ccll
2,20293:up|Ccl4,20303:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up|F3,14066:up|Kngl,16644:up|
regulation of hydrolase|GO:00 6.84E-06/1 12E-04 Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|SIpi,20568:up|Ccl3,20302:up|Tfpi2,21789:down|Htr2a,15
activity 51336 | ' 558:down|Vegfa,22339:down|Serpine2,20720:up|Oas3,246727:up|Pparg,19016:up|Gas6,14456:up|Tnf,21
926:up|Fgfrl,14182:down|Ccl8,20307:up|Sfrp2,20319:up|Serpingl1,12258:up|Serpina3g,20715:up|Npnt,11
4249:up
ss;g‘t"heelr;?ﬁ'jl“on °f 16000 6.89E-06|1.136-04 | 11262 1881LupIFgfr1 14182 down|Wnt5a 22418:down|Ptgs2 19225 down|Bmpé 12159.up|Srpx2,68792d
. . 10595 own|Vegfa,22339:down|Plpp3,67916:up
migration
regulation of cartilage |GO:00 6.89E-06/1 13E-04 Fam101b,76566:down|LoxI2,94352:down|Efemp1,216616:up|Wnt5a,22418:down|Grem1,23892:up|Bmp4,
development 61035~ ) 12159:up|Tgfb2,21808:down|Adamts12,239337:down
Bzﬂzt%;rggzl'i‘go” of f(%g? 6.90E-06|1.13E-04 |Ceacam1,26365:up|Sfrpl,20377:up|Vegfa,22339:down|Tnfrsf11b,18383:up|Grem1,23892:up
2;9;3\(’;59“'3“0” °f |co00 7.10E-06| 116804 |C0/52212832:down|Sfrp2.20319:up|Col5a1 12831:down[Sulf, 240725 down|Wit5a, 22418 down|Bmpd,
development 45992 2159:up
p
positive regulation of |GO:20 7 14E-06|1.16E-04 Prl2c2,18811:up|Fgfrl,14182:down|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up|Vegfa,2233
stem cell proliferation {00648 | " ) 9:down|Cx3cr1,13051:down|Fgfr2,14183:up|Kitl,17311:up
regulation of fat cell GO:00 7 426-06|1.20E-04 Pparg,19016:up|Sfrp1,20377:up|Wnt5a,22418:down|Ptgs2,19225:down|lgfl,16000:up|Adipoq,11450:up|S
differentiation 45598 | ) frp2,20319:up|Vegfa,22339:down|Htr2a,15558:down|Medag,70717:down|Enpp1,18605:down
positive regulation of  [GO:00 7 42E-06/1.20E-04 Htr2b,15559:down|Tnf,21926:up|Wnt5a,22418:down|Pdgfc,54635:down|Figf,14205:up|lgf1,16000:up|Veg
cell division 51781 " ) fa,22339:down|Vegfb,22340:up|Tgfb2,21808:down|Fgfr2,14183:up|lgf2,16002:up
endothelial cell GO:00 7 50E-06/1.21F-04 Htr2b,15559:down|LoxI2,94352:down|Sulf1,240725:down|Wnt5a,22418:down|Ccl2,20296:up|Aldh1a2,193
proliferation 01935 ) 78:up|Bmp4,12159:up|Cxcl12,20315:up|Vegfa,22339:down|F3,14066:up
FIrt2,399558:down|Sfrp4,20379:up|Ednrb,13618:up|Cst7,13011:up|lgfbp3,16009:up|Cd109,235505:down]|
negative regulation of Ptx3,19288:gp|Adipoq,1l450:up|Bmp4,12159:up|Igf1,16000:up|Prg4,96875:down|Plpp3,67916:up|Kngl,l
protein metabolic GO:00 8.02E-06/1.286-04 6644:up|Slpi,20568:up|Plat,18791:down|Aspn,66695:down|Tfpi2,21789:down|Ctla2a,13024:down|Fabp4,1
51248 |~ ' 1770:up|Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:down|Lrrc15,74488:down|Gas6,14456:up|Tnf,2

process

1926:up|Egfr,13649:down|Sfrp1,20377:up|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Serpingl,
12258:up|Serpina3g,20715:up|Prkar2b,19088:up|Enppl,18605:down|Errfil,74155:down




biological regulation

GO:00
65007

8.13E-06

1.30E-04

Fstl3,83554:down|lgfbp4,16010:up]Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Tfec,21426:up|Sfrp4,20379:up|Lyl1,17095:up|lgfbp3,16009:up|Plk2,20620:down|Cd24a,12484:down|ll
1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Oasl1,231655:up|Hpse,15442:up|Medag,70717:down|Ptgi
r,19222:up|Fgfr2,14183:up|Thbs2,21826:down|Htr2b,15559:down|Dram1,71712:up|Ccl6,20305:up|Anxa8,
11752:down|SIpi,20568:up|Aspn,66695:down|Mt2,17750:up|Cxcr6,80901:down|Fam132b,227358:down|N
abp1,109019:down|Phf11a,219131:up|Mmp2,17390:down|0as3,246727:up|Slc40a1,53945:up|Egfr,13649:
down|C1rb,667277:up|Tfrc,22042:up|Sncg,20618:up|Ccl8,20307:up|Serpina3g,20715:up|Rspo2,239405:up
|[Fam20a,208659:down|Syt13,80976:up|Mt1,17748:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:
up|Ednrb,13618:up|Ampd3,11717:up|Mmp13,17386:up|Htra3,78558:down|Tnfrsf12a,27279:down|Uchl5,5
6207:up|Clec4n,56620:up|Steapl,70358:down|Cdol,12583:up|Dok2,13449:up|Hvcn1,74096:up|Ptx3,1928
8:up|Ncam1,17967:down|Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3
,67916:up|Lrrcl7,74511:down|Lama?2,16773:down|Ccl9,20308:up|Ptk7,71461:down|inhba,16323:down|Bn
€2,242509:down|Tfpi2,21789:down|Crlf1,12931:down|C1s1,50908:up|Plod2,26432:down|Vegfa,22339:do
wn|Serpine2,20720:up|Nxn,18230:down|Igf2,16002:up|Kdelr3,105785:down|Tmem176a,66058:up|Tnf,219
26:up|Colla2,12843:down|Fxyd1,56188:up|Fgfrl,14182:down|Lpl,16956:up|Sulfl,240725:down|Susd2,717
33:up|Cd4,12504:up|Col3al,12825:down|Tbx15,21384:down|Serping1,12258:up|Enpp1,18605:down|Clec
2d,93694:up|Hpgd,15446:up|C3,12266:up|Ankrd1,107765:down|Cx3cr1,13051:down|Cd109,235505:dow
n|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Cxcl14,57266:down|Wnt5a,22418:down|Stc1,20855:
up|Mark1,226778:up|Col8al,12837:down|Adipoq,11450:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,173
29:up|Tgfb2,21808:down|F3,14066:up|Clecde,56619:up|Cthrc1,68588:down|Kng1,16644:up|Prl2c2,18811:
up|Efemp1,216616:up|Dpysl3,22240:down|Ninj1,18081:up|Saa3,20210:up|Vdr,22337:down|Pdia5,72599:d
own|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Smoc2,64074:down|Gas6,14456:up|Sfrp1,2037
7:up|C1gtnf3,81799:down|Tgfbr3,21814:up|Fxyd2,11936:up|Serinc2,230779:down|Ceacam1,26365:up|Sfr
p2,20319:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,20193:up]|lcel,218333:down|
Ly9,17085:up|Ccl7,20306:up|Pdgfc,54635:down|Mgp,17313:up|Figf,14205:up|Cst7,13011:up|Sema7a,203
61:down|Epasl,13819:up|Slc29al1,63959:up|Gpm6b,14758:up|Ddahl1,69219:down|Sdpr,20324:down|Post
n,50706:down|Akr1c18,105349:up|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|Ank,11732:d
own|Tnc,21923:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|Pdxk,216134:up|C1s2,317677:up|If
it1,15957:up|Creb3l11,26427:down|lI1rl1,17082:down|Kitl,17311:up|Fam101b,76566:down|Hp,15439:up|Ao
ah,27052:up|Rasl11a,68895:up|Plat,18791:down|Ccl3,20302:up|Ctla2a,13024:down|Srpx2,68792:down|Ad
amts12,239337:downl|Lrrcl5,74488:down|Anpep,16790:up|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:
down|Tnfrsf23,79201:down|Hmox1,15368:up|Has2,15117:down|Ptgs2,19225:down|Kcnj15,16516:down|G
rem1,23892:up|Phf11d,219132:up|Col5a1,12831:downl|Errfil,74155:down|Tnfsf9,21950:up

cellular response to
acid chemical

GO:00
71229

8.29E-06

1.32E-04

Col5a2,12832:down|Tnf,21926:up|Colla2,12843:down|Akr1c18,105349:up|Egfr,13649:down|Ptk7,71461.d
ownl|Aldhla2,19378:up|Pdgfc,54635:down|Col3al,12825:down|Ret,19713:up|Mmp2,17390:down|Ptgir,19
222:up

cellular response to
oxygen-containing
compound

GO:19
01701

8.55E-06

1.36E-04

Htr2b,15559:down|Col5a2,12832:down|Mrcl1,17533:up|Ptk7,71461:down|Inhba,16323:down|Ccl7,20306:u
p|Ccl2,20296:up|Aldhla2,19378:up|Pdgfc,54635:down|Ankrd1,107765:down|Vdr,22337:down|Postn,5070
6:down|Mmp2,17390:down|lgf2,16002:up|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Colla2,12843:do
wn|Akr1c18,105349:up|Egfr,13649:down|Sfrp1,20377:up|Ccl12,20293:up|Col3al,12825:down|Adipog,114
50:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Ptgir,19222:up|Enpp1,18605:down|Mt1,17748:up

cellular ion
homeostasis

GO:00
06873

8.80E-06

1.39E-04

Htr2b,15559:down|Kngl,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177
50:up|Vdr,22337:down|Fam132b,227358:down|Htr2a,15558:down|Slc40a1,53945:up|Glplr,14652:down|T
rf,22041:up|Fxyd1,56188:up|Cd24a,12484:down|Hmox1,15368:up|Cd4,12504:up|Stc1,20855:up|Tfrc,2204
2:up|Bmp4,12159:up|Tgfb2,21808:down|Ptgir,19222:up|Enppl,18605:down|Mt1,17748:up

positive regulation of
transferase activity

GO:00
51347

8.81E-06

1.39E-04

Htr2b,15559:down|Pdgfc,54635:down|Vegfa,22339:down|Htr2a,15558:down|lgf2,16002:up|Gas6,14456:u
p|Tnf,21926:up|Trf,22041:up|Cd24a,12484:down|Egfr,13649:down|Fgfrl,14182:down|Wnt5a,22418:down|
Cd4,12504:up|ll1rn,16181:up|Grem1,23892:up|Serinc2,230779:down|Adipoqg,11450:up|Bmp4,12159:up|lg
1,16000:up|Ceacam1,26365:up|Tgfb2,21808:down|Kitl,17311:up

regulation of
chemotaxis

GO:00
50920

8.90E-06

1.40E-04

Gas6,14456:up|Cxcl14,57266:down|Fgfrl,14182:down|PIxnd1,67784:up|Wnt5a,22418:down|Ccl2,20296:u
p|Ccl12,20293:up|Figf,14205:up|Grem1,23892:up|Ccl4,20303:up|Cxcl9,17329:up|Cxcl12,20315:up|Vegfa,2
2339:down

protein metabolic
process

GO:00
19538

9.28E-06

1.46E-04

Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Serpinh1,12406:down|lgfbp3,16009:up|
Cd109,235505:down|Ggt5,23887:up|LoxI2,94352:down|PIk2,20620:down|Trf,22041:up|Cd24a,12484.dow
njAdam12,11489:down|Mme,17380:up|Fkbp14,231997:down|Wnt5a,22418:down|Mark1,226778:up|ll1rn,
16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Hpse,15442:up|F3,14066:u
p|Fgfr2,14183:up|Adamts4,240913:down|Htr2b,15559:down|Kng1,16644:up|Efemp1,216616:up|Ccl6,2030
5:up|Slpi,20568:up|Aspn,66695:down|Saa3,20210:up|Pdia5,72599:down|Fabp4,11770:up|Htr2a,15558:do
wn|Mmp2,17390:down|Pappa,18491:down|Gas6,14456:up|Egfr,13649:down|Col11al,12814:down|Sfrpl,2
0377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|C1rb,667277:up|Tll1,21892:down|Ceacam1,26365:up|Ccl8
,20307:up|Sfrp2,20319:up|Pamr1,210622:up|Serpina3g,20715:up|Fam20a,208659:down|Npnt,114249:up|
Tnfrsf11b,18383:up|Prkar2b,19088:up|Neurl3,214854:down|Ccl2,20296:up|Ccl7,20306:up|Pdzrn3,55983:d
own|Pdgfc,54635:down|Cst7,13011:up|Ednrb,13618:up|Mmp13,17386:up|Sema7a,20361:down|Htra3,785
58:down|Uchl5,56207:up|Ddah1,69219:down|Fkbp10,14230:down|Dok?2,13449:up|Man2a2,140481:up|M
amdc2,71738:down|Ptx3,19288:up|Bmprla,12166:down|Ccl12,20293:up|Ccl4,20303:up|Klk1b11,16613:up
|Chst11,58250:down|Ret,19713:up|Prg4,96875:down|Vegfb,22340:up|Sdf211,64136:up|C1s2,317677:up|PI
pp3,67916:up|Kitl,17311:up|P4hal,18451:down|Hp,15439:up|Ccl9,20308:up|Inhba,16323:down|Plat,1879
1:down|Ccl3,20302:up|Tfpi2,21789:down|Ctla2a,13024:down|Crlf1,12931:down|C1s1,50908:up|Vegfa,223
39:down|Serpine2,20720:up|]Adamts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|lgf2,16002:up|
Anpep,16790:up|Pparg,19016:up|Tnf,21926:up|Fgfrl,14182:down|Sulf1,240725:down|Cd4,12504:up|Gre
m1,23892:up|Col3al,12825:down|Serpingl1,12258:uplErrfil,74155:down|Enppl,18605:down

positive regulation of
kinase activity

GO:00
33674

9.43E-06

1.48E-04

Htr2b,15559:down|Pdgfc,54635:down|Vegfa,22339:down|Htr2a,15558:down|Gas6,14456:up|Tnf,21926:u
p|Trf,22041:up|Cd24a,12484:down|Egfr,13649:down|Fgfrl,14182:down|Wnt5a,22418:down|Cd4,12504:up
[1I11rn,16181:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Tgf
b2,21808:down|Kitl,17311:up

establishment of
planar polarity of
embryonic epithelium

GO:00
42249

9.64E-06

1.51E-04

Cthrc1,68588:down|Sfrp2,20319:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down




positive regulation of

GO:00

Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|C3,12266:up|Wispl,22402:down|Sema7a,20

1.01E-05|1.58E-04 [361:down|lgfl,16000:up|Tnfrsf12a,27279:down|Crabp2,12904:down|Cxcl12,20315:up|Vegfa,22339:down|
developmental growth |48639 Fgfr2,14183-up|lgf2,16002:up
positive regulation of  [GO:00 109E-0511706-04 Htr2b,15559:down|Tnf,21926:up|Lpl,16956:up|C1lqtnf3,81799:down|Wnt5a,22418:down|Ccl3,20302:up|Cl
cytokine secretion 50715|™ ) ec4n,56620:up|Postn,50706:down|Clec4e,56619:up|ll1rl1,17082:down
regulation of BMP GO:00 111E-05|172E-04 Fstl3,83554:down|Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Tgfbr3,21814:up|Grem1,23892:
signaling pathway 30510 ' up|Bmp4,12159:up|Htra3,78558:down|Sfrp2,20319:up
FIrt2,399558:down|Sfrp4,20379:up|Ednrb,13618:up|Cst7,13011:up|lgfbp3,16009:up|Cd109,235505:down|
negative regulation of Adipoq,ll450:up|Bmp4,12159:up|Igfl,lGOOO:uplPIpp3,67916:up|Kng1,16644:up|SIpi,20568:up|Plat,18791
cellular protein GO:00 113€-0501 756204 :down|Aspn,66695:down|Tfpi2,21789:down|Ctla2a,13024:down|Fabp4,11770:up|Vegfa,22339:down|Serpi
metabolic process 32269 | ' ne2,20720:up|Nxn,18230:down|Lrrc15,74488:down|Gas6,14456:up|Tnf,21926:up|Egfr,13649:down|Sfrpl,2
0377:up|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Serping1,12258:up|Serpina3g,20715:up|Prk
ar2b,19088:up|Enppl,18605:downl|Errfil,74155:down
Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177
cellular chemical G000 50:up|Vdr,22337:down|Fam132b,227358:down|Htr2a,15558:down|Slc40a1,53945:up|Gas6,14456:up|Glpl
homeostasis 55682 1.18E-05|1.81E-04 |r,14652:down|Fxyd1,56188:up|Trf,22041:up|Cd24a,12484:down|Hmox1,15368:up|C1qtnf3,81799:down|C
d4,12504:up|Stcl,20855:up|Tfrc,22042:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:u
p|Enpp1,18605:down|Mt1,17748:up
Kng1,16644:up|FIrt2,399558:down|Hp,15439:up|Slpi,20568:up|Cst7,13011:up|Aspn,66695:down|Tfpi2,217
negative regulation of |GO:00 89:down|Fabp4,1l770:up|Vegfa,22339:dovvn|Serpine2,20720:up|Cd109,235505:_dovvn|erc15,74488:down
catalytic activity 43686 1.18E-05|1.81E-04 |[|Tnf,21926:up|Gas6,14456:up|Pparg,19016:up|Ptx3,19288:up|Sfrpl,20377:up|Adipoqg,11450:up|Bmp4,121
59:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Serping1,12258:up|Serpina3g,20715:up|Tgfb2,21
808:down|Prkar2b,19088:up|Errfil,74155:down
posf'?’e regulation of 60:00 Htr2b,15559:down|Tnf,21926:up|Trf,22041:up|Fgfr1,14182:down|Egfr,13649:down|Cd24a,12484:down|W
Eé(r)ineel;]threonine 719'02 1.21E-05|1.85E-04 [nt5a,22418:down|Pdgfc,54635:down|ll1rn,16181:up|lgfl,16000:up|Adipoq,11450:up|Ceacaml,26365:up|
) o Vegfa,22339:down|Htr2a,15558:down|Kitl,17311:up
kinase activity
GO:00 Col5a2,12832:down|Tnf,21926:up|Colla2,12843:down|Egfr,13649:down|Inhba,16323:down|Ptgs2,19225:
skin development 43588 1.28E-05|1.95E-04 |down|Col3al,12825:down|Vdr,22337:down|Col5al,12831:down|Tgfb2,21808:down|Hpse,15442:up|Cdsn,
386463:up|Cd109,235505:down|Errfil,74155:down|Fgfr2,14183:up
positive regulation of | .4, Gas6,14456:up|Cd24a,12484:down|Cd4,12504:up|Grem1,23892:up|lgf1,16000:up|Adipog,11450:up|Crifl,
peptidyl-tyrosine 50731 | 12805\ 195804 115931 Jown|Vegfa,22339:down|Htr2a,15558:down|Plpp3,67916:up|igf2, 16002:up|Kitl, 17311:up
phosphorylation
Fam101b,76566:down|Htr2b,15559:down|Aldh1a2,19378:up|Ednrb,13618:up|Sema7a,20361:down|LoxI2,
stem cell GO:00 1.30E-05/1.98-04 94352:down|LoxI3,16950:down|Fgfrl,14182:down|Sfrp1,20377:up|Has2,15117:down|Wnt5a,22418:down|
differentiation 48863 | ' Tgfbr3,21814:up|Bmprla,12166:down|Grem1,23892:up|Bmp4,12159:up|Sfrp2,20319:up|Ret,19713:up|Tgf
b2,21808:down|Fgfr2,14183:up|Kitl,17311:up
acute inflammatory GO:00 131E-05/1.986-04 Tnf,21926:up|Pparg,19016:up|Hp,15439:up|C3,12266:up|Ptgs2,19225:down|ll1rn,16181:up|Ednrb,13618:u
response 02526 |~ ' p|Saa3,20210:up|Serpingl1,12258:up|F3,14066:up
negative regulation of GO:00
chondrocyte 323'31 1.31E-05|1.99E-04 |Fam101b,76566:down|Efempl,216616:up|Adamts12,239337:down|Grem1,23892:up|Bmp4,12159:up
differentiation
. . . |GO:00 Prl2c2,18811:up|LoxI2,94352:down|Ptgs2,19225:down|Grem1,23892:up|Bmp4,12159:up|Ceacam1,26365:
sprouting angiogenesis| )| 1.82E-05[1.998-04 | s "5 68792-down|Vegfa,22339:down
Sfrp4,20379:up|Ccl3,20302:up|Crlf1,12931:down|Cxcl12,20315:up|lgfbp3,16009:up|Gas6,14456:up|Tnf,21
cell-type specific GO:00 1.33E-05/2.00E-04 926:up|Glp1r,14652:down|Akr1c18,105349:up|Cd24a,12484:down|Hmox1,15368:up|Sfrpl,20377:up|Wnt5
apoptotic process 97285 |™ ' a,22418:down|Ccl12,20293:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,
20319:up|Tgfb2,21808:down|Fgfr2,14183:up|Kitl,17311:up|Mt1,17748:up
PUSILIVE TTYUIaturt Ut .
epidermis SE%SA? 1.36E-05|2.04E-04 |Vdr,22337:down|Tnf,21926:up|Tgfb2,21808:down|Sfrp4,20379:up|Hpse,15442:up|Bmp4,12159:up
Aol +
l”eeuiitg’?eregu'a“on °f [go19 1 36E.05|2.04€.04|FS13.83554:down|Tmem176a,66058:up|Clec2d 93694:up|Lrrc17,74511:down|Tmem176b,65963:pISfrpL.,
di e 02106 |™ ' 20377:up|Bmp4,12159:up|Adipoq,11450:up|Ceacam1,26365:up
ifferentiation
Fstl3,83554:down|Clec2d,93694:up|Lrrc17,74511:down|Tmem176b,65963:up|Inhba,16323:down|Ccl3,203
regulation of GO:19 1.42E-05l2.11F-04 02:up|Ctla2a,13024:down|Vegfa,22339:down|Gas6,14456:up|Tnf,21926:up|Tmem176a,66058:up|Cd24a,1
hemopoiesis 03706 |~ ' 2484:down|Sfrp1,20377:up|Adipoq,11450:up|Bmp4,12159:up|Ceacam1,26365:up|Tnfsf9,21950:up|Kitl,17
311.up
PIxnd1,67784:up|C3,12266:up|Sema7a,20361:down|Tnfrsfl2a,27279:down|Cxcl12,20315:up|Vegfa,22339:
regulation of GO:00 1.42E-05l2.11F-04 down|lgf2,16002:up|Fgfrl,14182:down|Sfrp1,20377:up|Ncam1,17967.down|Wnt5a,22418:down|Bmprila,
developmental growth |48638 |~ ' 12166:down|Wisp1,22402:down|Bmp4,12159:up|lgfl,16000:up|Sfrp2,20319:up|Crabp2,12904:down|Fgfr2
,14183:up
;‘i\%ﬂ?ﬁgi’;loge” GO00| ) 4ae 05210604 |P126218811:uplFgfr1 14182 down|Wit5a,22418 down|Ptgs2 19225 down|Ste1,20855:up|Bmpd, 12159up
migration 10594 |Ceacam1,26365:up|Srpx2,68792:down|Vegfa,22339:down|Plpp3,67916:up
regulation of extrinsic G020 Tnf,21926:up|Tnfrsf23,79201:down|Fgfrl,14182:down|Sfrp1,20377:up|Hmox1,15368:up|inhba,16323:dow
apoptotic signaling 01236 1.47E-05|2.17E-04 |n|lgf1,16000:up|Bmp4,12159:up|Tnfrsf12a,27279:down|Sfrp2,20319:up|Tgfb2,21808:down|Cx3cr1,13051:
pathway down
coronary vasculature |GO:00 1.49E-0502.21F-04 Fgfrl,14182:down|PIxnd1,67784:up|Ptk7,71461:down|Tgfbr3,21814:up|Bmp4,12159:up|Vegfb,22340:up|V
development 60976 | ' egfa,22339:down|Fgfr2,14183:up
;‘i}%‘gfﬁgi’;";” GO0, o1t 05|2.036-04 | 2015559 downlSulf,240725 down|WhtSa, 22418 down|Cel2,20296:up|Aldh1a2, 19378:up|Bmp4, 12159
) . 01936 :up|Cxcl12,20315:up|Vegfa,22339:down|F3,14066:up
proliferation
Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177
divalent inorganic GO:00 1.64E-05l2.41F-04 50:up|Vdr,22337:down|Htr2a,15558:down|Fxyd1,56188:up|Glp1r,14652:down|Cd24a,12484:down|Egfr,13
cation homeostasis 72507 | ' 649:down|Cd4,12504:up|Stc1,20855:up|Bmp4,12159:up|Tgfb2,21808:down|Fam20a,208659:down|Ptgir,1
9222:up|Mt1,17748:up
positive regulation of ) ) ) ) . ) )
cardiac muscle tissue (53%;)?()) 1 66E-052 43E-04 gg'fLrjt,14182.down|Ncam1,17967Adown|Bmprla,12166.down|W|sp1,22402down|Fgfr2,14183.up|lgf1,160

growth




positive regulation of

calcium-mediated (53(%(5)8 1.66E-05|2.43E-04 [Lmcd1,30937:up|Cd24a,12484:down|Ncam1,17967:down|Cd4,12504:up|Ccl4,20303:up|lgfl,16000:up
signaling
. . ) Hp,15439:up|Mt2,17750:up|Sord,20322:up|Fabp4,11770:up|Mmp2,17390:down|Slc40al1,53945:up|Pparg,
response toinorganic |GO:001y agr 55 4604 |19016:up|Tnf,21926:up|Lox|2,94352:down[Tr,22041:up|Hven1, 74096:up|Akr1c18,105349:up|Egfr, 13649:d
substance 10035 |- . up|Tnf, :up|LoxI2,94352:down|Trf,22041:up|Hvenl,74096:up|Akrlc18,105349:up|Egfr,13649:
own|Hmox1,15368:up|Ncam1,17967:down|Tfrc,22042:up|Gatm,67092:down|Mt1,17748:up
positive regulation of ) ) ) ) ) ) )
nucleocytoplasmic GO:00 1.70E-05l2.476-04 Tnf,21926:up|Ga56,14456.gp|ngr,13649.down!Bmprla,lZlGG.Qown|PtgsZ,19225.down|Grem1,23892.up|I
transport 46824 gf1,16000:up|Bmp4,12159:up|Ceacaml,26365:up|Sfrp2,20319:up
cell-substrate G000 Ninj1,18081:up|Tnfrsf12a,27279:down|Gpm6b,14758:up|Sned1,208777:up|Postn,50706:down|Vegfa,2233
adhesion 31589 1.74E-05|2.53E-04 |9:down|Adamts12,239337.down|Smoc2,64074:down|Gas6,14456:up|Sfrpl,20377:up|Has2,15117:down|Gr
em1,23892:up|Col8al,12837:down|Col3al,12825:down|Hpse,15442:up|Npnt,114249:up
Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Ccl2,20296:up|Aldh1a2,19378:up|Figf,14205:up|Ednr
b,13618:up|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Uchl5,56207:up|Shroom4,2
08431:down|Postn,50706:down|Cx3cr1,13051:down|PIk2,20620:down|Trf,22041:up|Cd24a,12484:down|N
cam1,17967:down|Wnt5a,22418:down|Bmprla,12166:down|Ccl12,20293:up|Mark1,226778:up|Bmp4,121
nervous system GO:00 1 76E-0502536-04 59:up|lgfl,16000:up|Crabp2,12904:down|Tnc,21923:down|Ret,19713:up|Tgfb2,21808:down|Aldh1a3,568
development 07399 |™ ' 47:down|Plpp3,67916:up|Fgfr2,14183:up|Thbs2,21826:down|Cthrc1,68588:down|Prl2c2,18811:up|Lama2,
16773:down|Efemp1,216616:up|Ptk7,71461:down|Iinhba,16323:down|Dpysl3,22240:down|Ccl3,20302:up|
Srpx2,68792:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:up|Pparg,190
16:up|Gas6,14456:up|Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,20377:up|Sulf1,240725:dow
n|Col3al,12825:down|Sfrp2,20319:up|Pcdh19,279653:down|Mcoln3,171166:up|Rspo2,239405:up
Sfrp4,20379:up|Vdr,22337:down|Gpm6b,14758:up|Fam132b,227358:down|Cxcl12,20315:up|Htr2a,15558:
regulation of ion GO:00 downl|Serpine2,20720:up|Tnf,21926:up|Glplr,14652:down|Hvcnl,74096:up|Fxyd1,56188:up|Cd4,12504:up
transport 43269 1.76E-05|2.53E-04 ||Ccl12,20293:up|Ptgs2,19225:downl|ll1rn,16181:up|Stc1,20855:up|Kcnjl15,16516:down|Fxyd2,11936:up|Ccl
4,20303:up|Sncg,20618:up|Maob,109731:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|S100a1,20
193:up
regulation of anion GO:00 1.78E-05/2 55E-04 Tnf,21926:up|Fxyd1,56188:up|Sfrp4,20379:up|Stc1,20855:up|li1lrn,16181:up|Sncg,20618:up|Maob,109731:
transport 44070 | ) up|Gpm6b,14758:up|Fam132b,227358:down|Cxcl12,20315:up|Htr2a,15558:down
Htr2b,15559:down|Kng1,16644:up]Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177
cellular cation GO:00 1 81E-052 58E-04 50:up|Vdr,22337:.down|Fam132b,227358:down|Htr2a,15558:down|SIc40a1,53945:up|Glplr,14652:down|T
homeostasis 30003 |™ ' rf,22041:up|Fxyd1,56188:up|Cd24a,12484.down|Hmox1,15368:up|Cd4,12504:up|Stc1,20855:up|Tfrc,2204
2:up|Bmp4,12159:up|Tgfb2,21808:down|Ptgir,19222:up|Mt1,17748:up
positive regulation of |GO:00 1 84E-05/2 63E-04 Cthrc1,68588:down|Wnt5a,22418:down|Bmprla,12166:down|lgfl,16000:up|Bmp4,12159:up|Gpm6b,1475
ossification 45778 | ) 8:up|Sfrp2,20319:up|Vegfa,22339:down|Npnt,114249:up
positive regulation of |GO:00 1 85E-05/2 63E-04 Gas6,14456:up|Cxcl14,57266:down|Wnt5a,22418:down|Ccl2,20296:up|Ccl12,20293:up|Figf,14205:up|Ccl4
leukocyte migration 02687 ™ ) ,20303:up|Cxcl9,17329:up|Cxcl12,20315:up|Kitl,17311:up
neutrophil chemotaxis ;3(%82 1 89E-05/2.69E-04 82:2,282833B|Cc|6,20305.up|CcI7,20306.up|CcI2,20296.up|CcI12,20293.up|Ccl4,20303.up|CcI3,20302.up|
regulation of epithelial |GO:00 1.92E-0512 72E-04 Tnf,21926:up|Sfrp4,20379:up|Bmp4,12159:up|Adipog,11450:up|Ceacam1,26365:up|Vdr,22337:down|Vegf
cell differentiation 30856 |~ ) a,22339:down|Tgfb2,21808:down|Cd109,235505:down|Errfil, 74155:down|Kitl,17311:up
GO00 Col5a2,12832:down|Fgfrl,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|Inhba,16323:down|Bmprla,12
gastrulation 073;69 1.92E-05|2.72E-04 [166:down|ll1rn,16181:up|Bmp4,12159:up|Adipoq,11450:up|Sfrp2,20319:up|Col5al,12831:down|Plpp3,67
916:up
Col5a2,12832:down|Adm,11535:up|Aldh1a2,19378:up|Pdgfc,54635:down|Epasl,13819:up|Wnt5a,22418:
down|Bmprla,12166:downl|ll1lrn,16181:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:
G000 down|Crabp2,12904:down|Ret,19713:up|Tgfb2,21808:down|Aldh1a3,56847:down|Plpp3,67916:up|Fgfr2,1
embryo development 097'90 1.92E-05|2.72E-04 |4183:up|Kitl,17311:up|Cthrc1,68588:down|Htr2b,15559:down|Lama2,16773:down|Ptk7,71461:down|Gjb5,
14622:down|Inhba,16323:down|Vegfa,22339:down|Col11al,12814:down|Egfr,13649:down|Fgfr1,14182:d
own|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Col5al,12831:
down|Thx15,21384:down|Rspo2,239405:up
Clec2d,93694:up|Ly9,17085:up|Ccl2,20296:up|C3,12266:up|lfit3,15959:up|Sema7a,20361:down|C1s1,5090
immune effector GO:00 8:up|Cx3crl,13051:down|0as3,246727:up|lgf2,16002:up|Tnf,21926:up|Ptx3,19288:up|Lmcd1,30937:up|Cd
process 022'52 2.01E-05|2.82E-04 |24a,12484:down|Hmox1,15368:up|Wnt5a,22418:down|C1rb,667277:up|Tfrc,22042:up|Ceacam1,26365:up
|Cxcl9,17329:up|Serpingl,12258:up|Oasl1,231655:up|Tgfb2,21808:down|C1s2,317677:up|lfit1,15957:up|C
lec4e,56619:up
positive regulation of  [GO:00 2 01E-05/2.82E-04 Gas6,14456:up|Cxcl14,57266:down|Fgfrl,14182:down|Wnt5a,22418:down|Ccl2,20296:up|Figf,14205:up|C
chemotaxis 50921 |™ ) cl4,20303:up|Cxcl9,17329:up|Cxcl12,20315:up|Vegfa,22339:down
cellular response to |GO:00|, 1¢ o515 goE_04- [Trf 22041 :up|Hmox1,15368:up|Tfrc,22042:up|Sic40al, 53945:up
iron ion 71281
regulation of protein  [GO:00 2 02E-0502.826-04 Vegfa,22339:down|Pdgfc,54635:down|Errfil,74155:down|Enppl,18605:down|Grem1,23892:up|Adipoq,11
autophosphorylation |31952 |~ ’ 450:up
cellular response to GO:00 2 03E-0502.84E-04 Pparg,19016:up|Akrlc18,105349:up|Hvcnl,74096:up|Trf,22041:up|Hmox1,15368:up|Tfrc,22042:up|Fabp4,
metal ion 71248 | ) 11770:up|Mt1,17748:up|Slc40al,53945:up
Igfbp4,16010:up|Adm,11535:up|Hpgd,15446:up|Aldh1a2,19378:up|C3,12266:up|Ampd3,11717:up|Enpp5,
83965:up|Marcl,66112:up|Sord,20322:up|Ddah1,69219:down|Npl,74091:up|lgfbp3,16009:up|Enpp3,2095
58:down|Man2a2,140481:up|Cdo1,12583:up|Mamdc2,71738:down|Ggt5,23887:up|Akr1c18,105349:up|Fa
small molecule G000 bp5,16592:up|Mme,17380:up|Wnt5a,22418:down|Adipoq,11450:up|Hal,15109:up|lgfl,16000:up|Chst11,5
metabolic process 44281 2.06E-05|2.86E-04 |8250:down|Crabp2,12904:down|Gatm,67092:down|Pdxk,216134:up|Hpse,15442:up|Aldhla3,56847:down
|Ptgir,19222:up|P4hal,18451:down|Htr2b,15559:down|Vdr,22337:down|Fabp4,11770:up|Fam132b,22735
8:down|Vegfa,22339:down|Htr2a,15558:down|Gfpt2,14584:down|Cbr2,12409:up|lgf2,16002:up|Pparg,19
016:up|Tnf,21926:up|Fgfrl,14182:down|Lpl,16956:up|Sulf1,240725:down|C1qtnf3,81799:down|Ptgs2,192
25:down|Serinc2,230779:down|Prkar2b,19088:up|Uck2,80914:down|Enpp1,18605:down
negative regulation of GO:00
prostatic bud 60686 2.31E-05|3.17E-04 |[Sulf1,240725:down|Wnt5a,22418:down|Bmp4,12159:up
formation
gggitt';’géﬁg;ft'on of figg 2.31E-05|3.176-04 [Rspo2,239405:up|Tnfrsf11b,18383:up|Aspn,66695:down




regulation of protein

Htr2b,15559:down|Pdgfc,54635:down|Vegfa,22339:down|Htr2a,15558:down|Tnf,21926:up|Trf,22041:up|C

serine/threonine GO:00 2 36E-05|3.24E-04 d24a,12484:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|ll1rn,16181:up
ki o 71900 |~ ’ |Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacaml,26365:up|Sfrp2,20319:up|Prkar2b,19088:up|Ki
inase activity 1,17311up
regulation of stem cell |GO:00 2 37E-05/3.24E-04 Prl2c2,18811:up|Fgfrl,14182:down|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,1
proliferation 72091 | ) 2159:up|Vegfa,22339:down|Cx3crl,13051:down|Fgfr2,14183:uplKitl,17311:up
positive regulation of ) ) ) ) ' ) )
GO:00 Fgfr1,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wispl,22402:down|Grem1,23892:up|lgfl,16
muscle organ 2.38E-05|3.24E-04 ) ) )
48636 000:up|Bmp4,12159:up|Fgfr2,14183:up
development
positive regulation of . . . . : . .
striated muscle tissue GO:00 2 38E-05/3.24E-04 Fgfr.1,14182.down|N‘cam1,17967.do-wn|Bmprla,12166.down|W|sp1,22402.down|Grem1,23892.up|Igf1,16
45844 000:up|Bmp4,12159:up|Fgfr2,14183:up
development
Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|Sfrp4,20379:up|C3,12266:up|Lyl1,17095:up|lgfbp3,160
09:up|PIk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|lI1rn,16181:up|Maob,10973
1:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|F3,14066:up|Fgfr
2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|Ccl6,20305:up|Vdr,22337:down|Htr2a,15558:down|Slc40a
ositive requlation of 1,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Tfrc,2
Eellular me%abolic GO:00 2 39E-05/3.256-04 2042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf
R 31325~ ' 11b,18383:up|lcel,218333:down|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Ednrb,13618:up|Epasl,
P 13819:up|Sema7a,20361:down|Ddah1,69219:down|Sdpr,20324.down|Ptx3,19288:up|Akr1c18,105349:up|
Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427:down|Ki
t1,17311:up|Ccl9,20308:up|Rasl11a,68895:up|inhba,16323:down|Ccl3,20302:up|Crlf1,12931:.down|Plod2,2
6432:down|Vegfa,22339:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Glplr,14652
:down|Fgfrl,14182:down|Hmox1,15368:up|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up
positive regulation of  [GO:00 Fgfr1,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wispl,22402:down|Fgfr2,14183:up|lgfl,160
2.43E-05|3.29E-04 .
heart growth 60421 00:up
. |GO:00 B B Alpl,11647:up|Has2,15117:down|Stc1,20855:up|Bnc2,242509:down|Mmp13,17386:up|Bmp4,12159:up|Ser
bone morphogenesis | 63,9 |246E-05\3.338-04 | 4 15406 down|Sfrp2,20319:up|Fgfr2,14183:up
Htr2b,15559:down|Kng1,16644:up]Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177
GO:00 50:up|Vdr,22337:down|Pdia5,72599:down|Fam132b,227358:down|Htr2a,15558:down|Nxn,18230:downl|SI
cellular homeostasis 197'25 2.48E-05|3.35E-04 |c40a1,53945:up|Gas6,14456:up|Glplr,14652:down|Fxyd1,56188:up|Trf,22041:up|Cd24a,12484:down|Hmo
x1,15368:up|C1qtnf3,81799:down|Cd4,12504:up|Stcl,20855:up|Tfrc,22042:up|Bmp4,12159:up|lgfl,16000:
up|Tgfb2,21808:down|Ptgir,19222:up|Enpp1,18605:down|Mt1,17748:up
GO00 Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Tgfbr3,21814:up|Wisp1,22402:down|Stc1,20
organ growth ~c |2.50E-05|3.36E-04 [855:up|Bnc2,242509:down|Mmp13,17386:up|lgfl,16000:up|Tgfb2,21808:down|Rspo2,239405:up|Fgfr2,14
35265 183-up
Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Aldh1a2,19378:up|Figf,14205:up|Ednrb,13618:up|Se
ma7a,20361:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Postn,50706:down|Cx3crl,13051:down|PI
k2,20620:down|Trf,22041:up|Cd24a,12484:down|Ncam1,17967:down|Wnt5a,22418:down|Bmprla,12166:
eneration of neurons GO:00 2 506-05/3.39E-04 down|Mark1,226778:up|Bmp4,12159:up|Crabp2,12904:down|Tnc,21923:down|Ret,19713:up|Tgfb2,21808
g 48699 |~ ' :down|Fgfr2,14183:up|Cthrcl,68588:down|Prl2c2,18811:up|Lama2,16773:down|Efemp1,216616:up|Ptk7,7
1461:down|Inhba,16323:down|Dpysl3,22240:down|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:u
pIMmp2,17390:down|Pparg,19016:up|Gas6,14456:up|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up
|Col3al,12825:down|Sfrp2,20319:up|Mcoln3,171166:up|Rspo2,239405:up
. . . Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Fgfrl,14182:down|Cd24a,12484:down|Hmox1,15368:up|C1
negative regulation of |GO:00 " ; ) ) : . .
. . 2.56E-05|3.42E-04 |qtnf3,81799:down|Adipoq,11450:up|Ceacaml,26365:up|Prg4,96875:down|Tgfb2,21808:down|Errfil, 7415
cytokine production 01818 . )
5:down|ll1rl1,17082:down
second-messenger-  |Go:00 Htr2b,15559:down|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Cd24a,12484:down|Ncam1,17967:d
X . 9 '~n | 2.56E-05|3.42E-04 |own|Cd4,12504:up|Ednrb,13618:up|Ccl4,20303:up|Mt2,17750:up|lgfl,16000:up|Ptgir,19222:up|Mt1,1774
mediated signaling 19932 8up
;;i?g‘;%g;”?egemrgf GO00| 5 coe sl3 4064 |COILa2.12843:down|Hpgd, 15446:up(Tgfbr3,21814:up|Cel2,20296:up|Aspn,66695:down| Col3a1,12825:do
; . P 07179 |~ ’ wn|Htra3,78558:down|Chst11,58250:down|Tgfb2,21808:down|Npnt,114249:up|Cd109,235505:down
signaling pathway
;if;c')agl';’; of GO00|, e 0el3 436 0a |CtTC1.68588:down(Tnf,21926:uplFgfrL, 14182:down|Sfrp1,20377:up|Bmpria,12166:downligfl, 16000:up|B
; o 45667 |~ ’ mp4,12159:up|Sfrp2,20319:up|Vegfa,22339:down|Npnt,114249:up
differentiation
positive regulation of | -.1q Fgfr1,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wisp1l,22402:down|Grem1,23892:up|lgfL,16
muscle tissue 01863 2.66E-05|3.53E-04 000-up|Bmpa 12159 up|Fafr2 14183:
development uplBmp4, uplFgfr2, up
positive regulation of  [GO:00 2 66E-05/3 536204 Gas6,14456:up|Cxcl14,57266:down|Wnt5a,22418:down|Ccl2,20296:up|Figf,14205:up|Ccl4,20303:up|Cxcl9,
leukocyte chemotaxis {02690 |~ ' 17329:up|Cxcl12,20315:up
Htr2b,15559:down|PIxnd1,67784:up|Ccl2,20296:up|Figf,14205:up|Srpx2,68792:down|Cxcl12,20315:up|Ve
gfa,22339:down|Htr2a,15558:down|Cx3crl,13051:down|Serpine2,20720:up|lgf2,16002:up|Gas6,14456:up|
behavior GO:00 2 70E-05|3.57E-04 PIk2,20620:down|Glp1r,14652:down|Cxcl14,57266:down|Fgfrl,14182:down|Egfr,13649:down|Ncam1,179
07610 ' 67:down|Wnt5a,22418:down|Ccl12,20293:up|Ptgs2,19225:down|l11rn,16181:up|Ccl4,20303:up|Sncg,2061
8:up|Grem1,23892:up|lgfl,16000:up|Cxcl9,17329:up|Mcoin3,171166:up|Aldh1a3,56847:down|Prkar2b,19
088:up
positive regulation of ) ) ) ) ) ) )
o . GO:00 Tnf,21926:up|Egfr,13649:down|Bmprla,12166:down|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|B
protein Importinte. 142307 2.70E-05/3.57€-04 | 11 9159:up|Ceacam1,26365:up|Sfrp2,20319:up
GO00 Prl2c2,18811:up|Fgfrl,14182:down|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,1
stem cell proliferation 72689 2.84E-05|3.74E-04 |2159:up|Sfrp2,20319:up|Prg4,96875:down|Vegfa,22339:down|Cx3crl,13051:down|Fgfr2,14183:up|Kitl, 173
11:up
Htr2b,15559:down|Ednrb,13618:up|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,56620:
positive regulation of  [GO:00 2 88E-05/3 786204 up|Cxcl12,20315:up|Postn,50706:down|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Fgfr1,14182:do
secretion 51047 |~ ' wn|Lpl,16956:up|C1qtnf3,81799:down|Wnt5a,22418:down|lgfl,16000:up|Ceacam1,26365:up|Tgfb2,21808

:down|Clec4e,56619:up|ll1rl1,17082:down




Prl2c2,18811:up|Ptk7,71461:down|Dpysl3,22240:down|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsfl
2a,27279:down|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Cx3crl,13051:down|Serpine2,20720

E;T';"ef\’ferligmfr'g” of %)7'28 2.92E-05(3.82E-04 |:up|Pparg,19016:up|Trf,22041:up|Cd24a,12484:down|Fgfrl,14182:down|Has2,15117:down|Wnt5a,22418:
P down|Wisp1,22402:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|Ret, 19713
:up|Tgfb2,21808:down
regulathn of cardiac GO:00 Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wisp1,22402:down|Grem1,23892:up|lgfl,16
muscle tissue 2.97E-05|3.88E-04 ) ) )
development 55024 000:up|Bmp4,12159:up|Fgfr2,14183:up
p
organ maturation %07'83 2.99E-05(3.88E-04 |Fam101b,76566:down|Ret,19713:up|Aldh1a2,19378:up|Grem1,23892:up|lgf1,16000:up
myeloid leukocyte | GO:001, gor o513 gar_04 | Gass, 14456:up|Hmox1,15368:up|Wnt5a,22418:down|Tgfb2,21808:down|Sema7a,20361:down
cytokine production 61082
fbo‘irr‘fattfggew'a goog'fg 3.126-05[4.04E-04 [Sfrp1,20377:up|Vegfa,22339:down|Mmp2,17390:down|Grem1,23892:up
negative regulation of [{GO:00 3.97E-05l4.226-04 Tnf,21926:up|Pparg,19016:up|Clec2d,93694:up|Hmox1,15368:up|Col3al,12825:down|Ceacaml,26365:up
immune response 50777 |7 ) |Serping1,12258:up|Tgfb2,21808:down|Igf2,16002:up|ll1rl1,17082:down
response to amino GO:00 3.31E-05l4.276-04 Col5a2,12832:down|Tnf,21926:up|Colla2,12843:down|Egfr,13649:down|Pdgfc,54635:down|Col3al,12825
acid 43200 ™ ) :down|Mmp2,17390:down|Cdo1,12583:up
Htr2b,15559:down|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,56620:up|Postn,50706:
regulation of protein  [GO:00 3.34E-05/4.30E-04 down|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Lpl,16956:up|Sfrp1,20377:up|Clq
secretion 50708 |™ ' tnf3,81799:down|Wnt5a,22418:down|lgf1,16000:up|Ceacam1,26365:up|Tgfb2,21808:down|Clec4e,56619:
up|ll1rl1,17082:down
GO:00 Htr2b,15559:down|Gas6,14456:up|Cxcl14,57266:down|Fgfrl,14182:down|PIxnd1,6 7784:up|Wnt5a,22418:
regulation of behavior 507'95 3.35E-05/4.30E-04 |down|Ccl2,20296:up|Ccl12,20293:up|Figf,14205:up|Grem1,23892:up|Ccl4,20303:up|Cxcl9,17329:up|Cxcll
2,20315:up|Vegfa,22339:down|Htr2a,15558:down
positive regulation of |GO:00 3.42E-05|4.39E-04 Pparg,19016:up|Sfrp2,20319:up|Sfrp1,20377:up|Htr2a,15558:down|Medag,70717.down|Ptgs2,19225:dow
fat cell differentiation 45600 | ) n|lgf1,16000:up
Htr2b,15559:downllcel,218333:down|Ccl2,20296:up|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:do
regulation of protein |GO:00 wn|Clec4n,56620:up|Postn,50706:down|Kdelr3,105785:down|Gas6,14456:up|Tnf,21926:up|Glplr,14652:d
transport 512'23 3.46E-05|4.42E-04 |own|Egfr,13649:down|Lpl,16956:up|Sfrp1,20377:up|C1lqtnf3,81799:down|Wnt5a,22418:down|Bmprla, 121
66:down|Ptgs2,19225:down|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1l,2
6365:up|Sfrp2,20319:up|Tgfb2,21808:down|l11rl1,17082:down|Clec4e,56619:up
Htr2b,15559:down|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,56620:up|Cxcl12,20315
positive regulation of |GO:19 3.47E-05|4.426-04 :up|Postn,50706:down|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Fgfr1,14182:down]|Lpl,16956:up|
secretion by cell 03532 | ' C1qgtnf3,81799:down|Wnt5a,22418:down|lgf1,16000:up|Ceacam1,26365:up|Tgfb2,21808:down|Clec4de,56
619:up|ll1rl1,17082:down
muscle tissue GO:00 3.68E-05|4.67E-04 Collla1,12814:down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3,21814:up|Col3al,12825.down|Ank
morphogenesis 60415 |™ ) rd1,107765:down|Tgfb2,21808:down|Fgfr2,14183:up
negative regulation of GO:00
osteoclast 45671 3.81E-05|4.82E-04 |Fstl3,83554:down|Ceacam1,26365:up|Clec2d,93694:up|Lrrcl7,74511:down|Sfrp1,20377:up
differentiation
gfé?gﬁ;“;‘t?érfe” f%gg 3.81E-05(4.82E-04 |Sfrp2,20319:up|Fgfrl, 14182:down|Iinhba,16323:down|Bmprla,12166:down|Bmp4,12159:up
Htr2b,15559:down|Ednrb,13618:up|Crlf1,12931:down|Cxcl12,20315:up|Vegfa,22339:down|Cx3cr1,13051:
negative regulation of |GO:00 down|SIc40a1,53945:up|Gas6,14456:up|Tnf,21926:up|PIk2,20620:down|Glplr,14652:down|Tnfrsf23,79201
ADODIOLC DrOCess 43066 3.93E-05/4.95E-04 |:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down|Ccl12,20293:up|Tgfbr3,218
pop P 14:up|ll1rn,16181:up|Grem1,23892:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Sfrp2,20319:up|
Tgfb2,21808:down|Pdxk,216134:up|Creb311,26427:down|Fgfr2,14183:up|Kitl,17311:up|Mt1,17748:up
humoral immune
response mediated by |GO001, ar 655 19804 |Tnf.21926:up|C1s1,50908:up|Serpingl,12258:up|C1s2,317677:up|C3,12266:Up|CLrb.667277:up
circulating 02455
immunoglobulin
digestive tract GO:00 4 44E-05|5.54E-04 Egfr,13649:down|Sfrp1,20377:up|Wnt5a,22418:down|Aldh1a2,19378:up|Pdgfc,54635:down|Ednrb,13618:
development 48565 | ' up|Col3al,12825:down|Bmp4,12159:up|Sfrp2,20319:up|Fgfr2,14183:up




Fstl3,83554:downl|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Tfec,21426:up|Sfrp4,20379:up|Lyl1,17095:up|lgfbp3,16009:up|Plk2,20620:down|Cd24a,12484:down|ll
1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Oasl1,231655:up|Hpse,15442:up|Medag,70717:down|Ptgi
r,19222:up|Fgfr2,14183:up|Thbs2,21826:down|Htr2b,15559:down|Dram1,71712:up|Ccl6,20305:up|Slpi,20
568:up|Aspn,66695:down|Mt2,17750:up|Cxcr6,80901:down|Fam132b,227358:down|Nabpl1,109019:down|
Mmp2,17390:down|Oas3,246727:up|Slc40al,53945:up|Egfr,13649:down|Tfrc,22042:up|Sncg,20618:up|Ccl
8,20307:up|Serpina3g,20715:up|Rspo2,239405:up|Fam20a,208659:down|Mt1,17748:up|Col5a2,12832:do
wn|Aldhla2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:up|Htra3,78558:down|Tnfrsf12a,272
79:down|Uchl5,56207:up|Clec4n,56620:up|Dok?2,13449:up|Hvcn1,74096:up|Ptx3,19288:up|Ncam1,17967:
down|Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Lrrcl7,74
511:down|Lama?2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:down|Bnc2,242509:down|Tf
pi2,21789:down|Crlf1,12931:down|Plod2,26432:down|Vegfa,22339:down|Serpine2,20720:up|Nxn,18230:d
own|lgf2,16002:up|Tmem176a,66058:up|Tnf,21926:up|Colla2,12843:down|Fxyd1,56188:up|Fgfrl,14182:d
own|Lpl,16956:up|Sulf1,240725:down|Susd2,71733:up|Cd4,12504:up|Col3al,12825:down|Tbx15,21384:d
own|Serping1,12258:up|Enpp1,18605:down|Clec2d,93694:up|Hpgd,15446:up|C3,12266:up|Ankrd1,10776

regulation of cellular g&gg 4.45E-05|5.54E-04 |5:down|Cx3cr1,13051:down|Cd109,235505:down|LoxI2,94352:down|Trf,22041:up|LoxI3,16950:down|Cxcl
process 14,57266:down|Wnt5a,22418:down|Stc1,20855:up|Mark1,226778:up|Col8a1,12837:down|Adipoq,11450:u
p|lgf1,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:down|F3,14066:up|Clecde,56619:up|Ct
hrc1,68588:down|Kng1,16644:up|Prl2c2,18811:up|Efempl,216616:up|Dpysl3,22240:down|Ninj1,18081:up
|Saa3,20210:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|
Smoc2,64074:down|Gas6,14456:up|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Fxyd2,11936:u
p|Ceacam1,26365:up|Sfrp2,20319:up|Tnfrsfl11b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,201
93:upllcel,218333:down|Ccl7,20306:up|Pdgfc,54635:down|Figf,14205:up|Cst7,13011:up|Sema7a,20361:d
own|Epas1,13819:up|Slc29a1,63959:up|Gpm6b,14758:up|Ddah1,69219:down|Sdpr,20324:down|Postn,50
706:down|Akr1c18,105349:up|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|Tnc,21923:down|
Ret,19713:up|Prg4,96875:down|Sdf2l1,64136:up|Pdxk,216134:uplIfit1,15957:up|Creb3I1,26427:down|Kitl,
17311:up|ll1rl1,17082:down|Fam101b,76566:down|Hp,15439:up|Rasl11a,68895:up|Ccl3,20302:up|Plat,18
791:down|Ctla2a,13024:down|Srpx2,68792:down|Adamts12,239337:down|Lrrc15,74488:down|Pparg,190
16:up|Lmcd1,30937:up|Glplr,14652:down|Tnfrsf23,79201:down|Hmox1,15368:up|Has2,15117:down|Ptgs
2,19225:down|Grem1,23892:up|Kcnj15,16516:down|Phf11d,219132:up|Col5a1,12831:down|Errfil,74155:d
own|Tnfsf9,21950:up
GO:00 Fstl3,83554:down|Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3,21
response to BMP 71772 |#45E-05|5-54E-04 g1 4 | IGrem1,23892:up|Bmp4, 12159:up|Htra3, 78558:down|Sfrp2,20319:up|Adamts12,239337-down
cellular response to GO:00 4.45E-05|5.54E-04 Fstl3,83554:down|Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3,21
BMP stimulus 71773 ) 814:up|Grem1,23892:up|Bmp4,12159:up|Htra3,78558:down|Sfrp2,20319:up|Adamts12,239337:down
Inhba,16323:down|Vdr,22337:down|Sord,20322:up|Mmp2,17390:down|lgf2,16002:up|Pappa,18491:down
GO:00 |Cdo1,12583:up|Pparg,19016:up|Tnf,21926:up|Akrlc18,105349:up|Egfr,13649:down|Cd24a,12484:down|
response to hormone 097'25 4.55E-05(5.66E-04 |Alpl,11647:up|Hmox1,15368:up|Sfrp1,20377:up|Tgfbr3,21814:up|ll1lrn,16181:up|Adipoqg,11450:up|Bmp4,
12159:up|lgf1,16000:up|Gatm,67092:down|Serpina3g,20715:up|Tgfb2,21808:down|Ptgir,19222:up|Enpp1l,
18605:down
Htr2b,15559:down|Inhba,16323:down|lfit3,15959:up|Saa3,20210:up|Vdr,22337:down|Htr2a,15558:down|
response to organic GO00 Mmp2,17390:down|Igf2,16002:up|Pappa,18491:down|Cdo1,12583:up|Pparg,19016:up|Tnf,21926:up|Akrl
evelic compound 140'70 4.58E-05(5.68E-04 |c18,105349:up|Egfr,13649:down|Cd24a,12484:down|Alpl,11647:up|Ncam1,17967:down|Hmox1,15368:up
4 P |Sfrp1,20377:up|Ccl12,20293:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21
808:down|lfit1,15957:up
fever generation gl%gg 4.61E-05/5.70E-04 |Tnf21926:up|Ptgs2,19225:down|ll1rm, 16181:up|Ednrb, 13618:up
Htr2b,15559:down|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:down|Clec4n,56620:up|Postn,50706:
. . GO:00 down|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Lpl,16956:up|Sfrp1,20377:up|Clq
protein secretion 09306 |+ /1E-05|5-81E-04 1, 43 81799-down|Wnt5a,22418:down|ll1rn, 16181:up|Sncg,20618:up|igfL,16000:up|Ceacam1,26365-up|Tgf
b2,21808:down|Clec4e,56619:up|ll1rl1,17082:down
positive regulation of |GO:00 Fstl3,83554:down|Tnf,21926:up|Cd24a,12484:down|Has2,15117:down|Wnt5a,22418:down|Ccl2,20296:up|
cell-cell adhesion 22409 4.74E-05|5.84E-04 8(34:),12504.up|Tfrc,22042.up|Igfl,16000.up|Ceacaml,26365.up|Plpp3,67916.up|Igf2,16002.upITnfsf9,2195
collagen biosynthetic  |GO:00 479E-05!5.88E-04 Serpinh1,12406:down|Pparg,19016:up|Col5al,12831:down|Ccl2,20296:up|Errfil, 74155:down|Bmp4,1215
process 32964 | ) 9:up
Prl2c2,18811:uplFIrt2,399558:down|Efemp1,216616:up|PIxnd1,67784:up|Ptk7,71461:down|Dpysl|3,22240:
down|Ednrb,13618:up|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Srpx2,68792:do
regulation of nervous |GO:00 4.91E-05!6.01E-04 wn|Cxcl12,20315:up|Vegfa,22339:down|Cx3crl,13051:down|Serpine2,20720:up|Pparg,19016:up|Tnf,2192
system development [51960| ' 6:up|PIk2,20620:down|Trf,22041:up|Fgfrl,14182:down|Cd24a,12484:down|Sfrp1,20377:up|Wnt5a,22418:
down|Bmprla,12166:down|Col3al,12825:down|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|Sfrp2
,20319:up|Ret,19713:up|Thbs2,21826:down
cellular response to GO:00 5.00E-0516.076-04 Col5a2,12832:down|Tnf,21926:up|Colla2,12843:down|Egfr,13649:down|Pdgfc,54635:down|Mmp2,17390:
amino acid stimulus ~ |71230|™ ) down|Col3al,12825:down
cardiac muscle tissue |GO:00 5.00E-05l6.076-04 Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Tgfbr3,21814:up|Wisp1,22402:down|lgfl,16
growth 55017 ™ ) 000:up|Tgfb2,21808:down|Fgfr2,14183:up
Adm,11535:up|Inhba,16323:down|Gjb5,14622:down|Epasl,13819:up|Vegfa,22339:down|Mmp2,17390:do
reproductive structure |GO:00 5.01E-05l6.076-04 wn|Serpine2,20720:up|Pparg,19016:up|Egfr,13649:down|Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,2241
development 48608 |~ ' 8:down|Ptgs2,19225:down|Bmp4,12159:up|lgfl,16000:up|Sfrp2,20319:up|Tnc,21923:down|Fgfr2,14183:u
plKitl,17311:up
mesonephric GO:00 Fgfr1,14182:d : - : : :
epithelium 10015 1oE-05l6.076-04 |FOfrL: :down|Sfrpl1,20377:up|Grem1,23892:up|Bmp4,12159:up|Crlf1,12931:down|Ret,19713:up|Vegf
d 72163 a,22339:down|Npnt,114249:up|Fgfr2,14183:up
evelopment
ureteric bud GO:00 5.02E-056.07E-04 Fgfrl,14182:down|Sfrp1,20377:up|Grem1,23892:up|Bmp4,12159:up|Crlf1,12931:down|Ret,19713:up|Vegf
development 01657 |~ ) a,22339:down|Npnt,114249:up|Fgfr2,14183:up
mesonephric tubule  |GO:00 5.02E-05l6.076-04 Fgfrl,14182:down|Sfrp1,20377:up|Grem1,23892:up|Bmp4,12159:up|Crlf1,12931:down|Ret,19713:up|Vegf
development 72164 ™ ) a,22339:down|Npnt,114249:up|Fgfr2,14183:up
positive regulation of  [GO:00 5.07E-05l6.126-04 Egfr,13649:down|Sfrp1,20377:up|Wispl,22402:down|Sema7a,20361:down|lgf1,16000:up|Tnfrsf12a,27279
cell growth 30307 ™ ) :down|Sfrp2,20319:up|Crabp2,12904:down|Cxcl12,20315:up|Vegfa,22339:down|Tgfb2,21808:down




positive regulation of

GO:19

Tnf,21926:up|Egfr,13649:down|Bmprla,12166:down|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|B

g;‘g;”sloca“za“o” 0 |og1gp |2 14E-05(6208-04 | 4 1 2159-up|Ceacam1 26365-up|Sfrp2,20319:up|Tgfb2,21808:down
Icel1,218333:down|Ccl2,20296:up|Mmp13,17386:up|Ankrd1,107765:down|Gpm6b,14758:up|Clecdn,5662
0:up|Postn,50706:down|Ncam1,17967:down|Wnt5a,22418:down|Bmprla,12166:down|ll1rn,16181:up|Ma
regulation of cellular  |GO:00 0b,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:downl|ll1rl1,17082:down|Clec
localization 60341 5.19E-05|6.24E-04 |4e,56619:up|Htr2b,15559:down|Iinhba,16323:down|Ccl3,20302:up|Cxcl12,20315:up|Htr2a,15558:down|Lrr
¢15,74488:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Fgfrl,
14182:down|Sfrp1,20377:up|Lpl,16956:up|HmMox1,15368:up|Clqtnf3,81799:down|Cd4,12504:up|Ptgs2,19
225:down|Sncg,20618:up|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up
Htr2b,15559:downllcel,218333:down|Ccl2,20296:up|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:do
regulation of G000 wn|Clec4n,56620:up|Postn,50706:down|Lrrc15,74488:down|Kdelr3,105785:down|Gas6,14456:up|Tnf,2192
establishment of 702'01 5.20E-05|6.24E-04 |6:up|Glplr,14652:down|Egfr,13649:down|Lpl,16956:up|Sfrp1,20377:up|C1lqtnf3,81799:down|Wnt5a,2241
protein localization 8:down|Bmprla,12166:down|Ptgs2,19225:down|Grem1,23892:up|Adipog,11450:up|Bmp4,12159:up|lgfl,
16000:up|Ceacaml,26365:up|Sfrp2,20319:up|Tgfb2,21808:down|ll1rl1,17082:down|Clecde,56619:up
Htr2b,15559:down|Ednrb,13618:up|Crlf1,12931:down|Cxcl12,20315:up|Vegfa,22339:down|Cx3cr1,13051:
negative regulation of G000 down|Slc40a1,53945:up|Gas6,14456:up|Tnf,21926:up|PIk2,20620:down|Glplr,14652:down|Tnfrsf23,79201
programmed cell 43(569 5.39E-05|6.45E-04 |:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down|Ccl12,20293:up|Tgfbr3,218
death 14:up|lllrn,16181:up|Grem1,23892:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Sfrp2,20319:up|
Tgfb2,21808:down|Pdxk,216134:up|Creb3I1,26427:down|Fgfr2,14183:up|Kitl,17311:up|Mt1,17748:up
regulation of leukocyte | GO:00 5 41E-05/6.47E-04 Gas6,14456:up|Cxcl14,57266:down|Wnt5a,22418:down|Ccl2,20296:up|Ccl12,20293:up|Figf,14205:up|Gre
migration 02685 |~ ) m1,23892:up|Ccl4,20303:up|Cxcl9,17329:up|Cxcl12,20315:uplKitl,17311:up
Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Aldh1a2,19378:up|Ednrb,13618:up|Sema7a,20361:do
wn|Epasl1,13819:up|Ankrd1,107765:down|Tnfrsf12a,27279:down|Serpinh1,12406:down|Postn,50706:dow
n|Cx3crl,13051:down|Lox|2,94352:down|PIk2,20620:down|LoxI3,16950:down|Trf,22041:up|Cd24a,12484:
down|Ncam1,17967:down|Wnt5a,22418:down|Bmprla,12166:down|Wisp1,22402:down|Stc1,20855:up|A
GO:00 dipoq,11450:up|Bmp4,12159:up|lgf1,16000:up|Chst11,58250:down|Crabp2,12904:down|Tnc,21923:down
cell development 48468 5.50E-05|6.56E-04 ||Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up|Kitl,17311:up|Fam101b,76566:down|Cthrc1,68588:down
[Htr2b,15559:down|Prl2c2,18811:up|Lama2,16773:down|Efemp1,216616:up|Ptk7,71461:.down|Inhba,1632
3:down|Dpysl3,22240:down|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Ser
pine2,20720:up|Pparg,19016:up|Tnf,21926:up|Colllal,12814:down|Egfr,13649:down|Fgfrl,14182:down|
Has2,15117:down|Sfrp1,20377:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Col3al,12825:do
wn|Sfrp2,20319:up
smooth muscle cell GO:00 5.50E-05/6.56E-04 Has2,15117:down|Bmprla,12166:down|Plat,18791:down|lgf1,16000:up|Adipoqg,11450:up|Postn,50706:do
migration 14909 | ™ ) wn|lgfbp3,16009:up|F3,14066:up
vascular process in GO:00 Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Egfr,13649:down|Tgfbr3,21814:up|Ptgs2,19225:down|E
. o |5.53E-05|6.56E-04 |dnrb,13618:up|Ccl4,20303:up|Ceacam1,26365:up|Vegfa,22339:down|Htr2a,15558:down|Mmp2,17390:do
circulatory system 03018 wh
negative regulation of |GO:00 553E-05/6.56E-04 Tnf,21926:up|Sfrp4,20379:up|Ptgs2,19225:down|Stc1,20855:up]ll1rn,16181:up|Maob,109731:up|Gpm6b,1
ion transport 43271 |™ ) 4758:up|Tgfb2,21808:down|Htr2a,15558:down|Serpine2,20720:up
Adm,11535:upl|inhba,16323:down|Gjb5,14622:down|Epasl,13819:up|Vegfa,22339:down|Mmp2,17390:do
reproductive system  |GO:00 558E-05/6.60E-04 wn|Serpine2,20720:up|Pparg,19016:up|Egfr,13649:down|Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,2241
development 61458 |~ ' 8:down|Ptgs2,19225:down|Bmp4,12159:upllgfl,16000:up|Sfrp2,20319:up|Tnc,21923:down|Fgfr2,14183:u
plKitl,17311:up
Ednrb,13618:up|Cx3crl,13051:down|PIk2,20620:down|Ncam1,17967:down|Wnt5a,22418:down|Ccl12,202
93:up|Wisp1,22402:downl|ll1rn,16181:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,21808:
negative regulation of |GO:00 5. 60E-05!6.61E-04 down|Pdxk,216134:up|Creb3I1,26427:down|Fgfr2,14183:up|Kitl,17311:up|Htr2b,15559:down|Crlf1,12931:
cell death 60548 |~ ' down|Cxcl12,20315:up|Vegfa,22339:down|Slc40al,53945:up|Tnf,21926:up|Gas6,14456:up|Glplr,14652:d
own|Egfr,13649:down|Tnfrsf23,79201:down|Sfrp1,20377:up|Hmox1,15368:up|Tgfbr3,21814:up|Grem1,23
892:up|Sfrp2,20319:up|Mt1,17748:up
response to steroid GO00 Vdr,22337:down|Mmp2,17390:down|Pappa,18491:down|Cdol,12583:up|Pparg,19016:up|Tnf,21926:up|A
hormone 48545 5.63E-05|6.63E-04 |kr1c18,105349:up|Alpl,11647:up|Cd24a,12484:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|ll
1rn,16181:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down
exocrine system GO:00 5 64E-05!6.63E-04 Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|PIxnd1,67784:up|lgf2,16002:up|Fgfr2,14183:up|lgfl,160
development 35272 |7 ' 00:up
'C‘ﬁgg":‘)'t';'x'fr cell 55%2? 5.69E-05(6.65E-04 | Cxcl14,57266:down|Ccl12,20293:up|Ccl4,20303:up
rkf’l?e“r'igl‘l”;gm”gg;‘f‘s' 80%5? 5.69E-05(6.65E-04 | Cxcl14,57266:down|Ccl12,20293:up|Ccl4,20303:up
regulation of cytokine |GO:00 5.77E-0506.74E-04 Htr2b,15559:down|Tnf,21926:up|Gas6,14456:up|Lpl,16956:up|Clqtnf3,81799:down|Wnt5a,22418:down|C
secretion 50707 |~ ' ¢13,20302:up|Clec4n,56620:up|Postn,50706:down|Clec4e,56619:upll1rl1,17082:down
mesonephros GO:00 5.93E-056.91F-04 Fgfrl,14182:down|Sfrp1,20377:up|Grem1,23892:up|Bmp4,12159:up|Crlf1,12931:down|Ret,19713:up|Vegf
development 01823 ™ ) a,22339:down|Npnt,114249:up|Fgfr2,14183:up
neutrophil migration goozég 6.09E-05!7 06E-04 gﬁ:g,gggggﬁgmcl6,20305.up|CcI7,20306.up|CcI2,20296.up|Ccl12,20293.up|CcI4,20303.up|CcI3,20302.up|
Esgg't"heelrizlgz'jl“o” of gg:gg 6.35E-05|7.36E-04 |172b15559:down|Cxcl12,20315:up|Wint5a,22418:down|Vegfa, 22339:down| Cel2,20296:uplF3,14066:upl
) ) mp4,12159:up
proliferation
regulation of bone - |GO:001¢ e 6517 55E 04 | Ceacami 26365:up|Trf 22041:up|Egr.13649:down|Vegfa 22339:down|Tfrc,22042-up|Tnfrsf11b,18383:up
resorption 45124
frfegg:tiperﬁ;ﬂng from gooégf 6.57E-05|7.56E-04 |Sulf1,240725:down|Wnt5a.22418:down|Fgfr2,14183:up|Bmp4,12159:up
positive regulation of Prl2c2,18811:up|FIrt2,399558:down|Ptk7,71461:down|Dpys|3,22240:down|Sema7a,20361:down|Ankrd1,1
nervous system GO:00 6.67E-05|7 67E-04 O7765:down|Tnfrsf12a,27279:down|Srp><2,68792:down|Cxcl12,20315:up|Vegfa,22339:down|Cx3cr1,13051
development 51962 |~ ' :down|Serpine2,20720:up|Pparg,19016:up|Trf,22041:up|Cd24a,12484:down|Fgfrl,14182:down|Wnt5a,224
18:down|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904.down|Ret,19713:up|Thbs2,21826:down
cellular response to GO:00 6.98E-05/8.00E-04 Pparg,19016:up|Akrlc18,105349:up|Hvcnl,74096:up|Trf,22041:up|Hmox1,15368:up|Tfrc,22042:up|Fabp4,
inorganic substance 712417 ) 11770:up|Mt1,17748:up|Slc40al,53945:up
proteoglycan GO:00 713E-05l8.176-04 Mamdc2,71738:down|Chst11,58250:down|Col11a1,12814:down|Sulf1,240725:down|Hpse,15442:up|Ada
metabolic process 06029 | ' mts12,239337:down|Igf1,16000:up




regulation of cell fate |GO:00 ) B . . . . .
commitment 10453 7.35E-05|8.37E-04 |Sfrp2,20319:up|Fgfrl,14182:down|Bmprla,12166:down|Fgfr2,14183:up|Bmp4,12159:up
negative regulation of .
myoblast f{%gg 7.35E-05|8.37E-04 |Tnf,21926:up|Prl2c2,18811:up|Cxcl14,57266:down|Ccl9,20308:up|Bmp4,12159:up
differentiation
acute-phase response ggagg 7.56E-05|8.56E-04 |Tnf,21926:up|Hp,15439:up|Ptgs2,19225:down|ll1rn,16181:up|Ednrb,13618:up|Saa3,20210:up
negative regulation of ) ) ) ) ) ) . )
myeloid leukocyte g;gg 7 56E-05/8.56E-04 Fstl3,83554:down|Ceacaml,26365:up|Clec2d,93694:up]Lrrc17,74511:down|Sfrp1,20377:up|Adipog,11450:
differentiation up
neqative requlation of FIrt2,399558:down|Sfrp4,20379:up|Aspn,66695:down|Fabp4,11770:up|lgfbp3,16009:up|Cd109,235505:do
rcg)]tein 9 GO:00 7 81E-05l8.836-04 wn|Lrrc15,74488:down|Sfrp1,20377:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|
P ) 01933 | ' Ceacam1,26365:up|Sfrp2,20319:up|Prkar2b,19088:up|Plpp3,67916:up|Enppl,18605:down|Errfil,74155:do
phosphorylation wh
requlation of bod G000 Kng1,16644:up|C3,12266:up|Pdgfc,54635:down|Anxa8,11752:down|Ednrb,13618:up|Mmp13,17386:up|Tf
ﬂugi]d levels y 50378 7.84E-05|8.83E-04 |pi2,21789:down|Vdr,22337:down|Vegfa,22339:down|Serpine2,20720:up|Cdol,12583:up|Gas6,14456:up|C
eacam1,26365:up|Serping1,12258:up|Hpse,15442:up|F3,14066:up
neural crest cell GO:00 8.07E-05l9.04E-04 Htr2b,15559:down|Sfrp1,20377:up|Bmprla,12166:down|Aldhla2,19378:up|Ednrb,13618:up|Sema7a,2036
differentiation 14033 | ' 1:down|Ret,19713:up|Kitl,17311:up
muscle organ GO:00 8.07E-05l9.04E-04 Col11a1,12814:down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3,21814:up|Col3al,12825:down|Ank
morphogenesis 48644 |~ ' rd1,107765:down|Tgfb2,21808:down|Fgfr2,14183:up
GO:00 ) ) Fgfr1,14182:down|Ncam1,17967:down|Bmprla,12166:down|Tgfbr3,21814:up|Wisp1,22402:down|lgfl,16
heart growth 60419 |307E-05|9.04E-04 1. |1 702 21808:down|Fgfr2,14183:up
cellular divalent G000 Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Mt2,177
inorganic cation 725'03 8.10E-05|9.05E-04 |50:up|Vdr,22337:down|Htr2a,15558:down|Fxyd1,56188:up|Glplr,14652:down|Cd24a,12484.down|Cd4,12
homeostasis 504:up|Stc1,20855:up|Bmp4,12159:up|Tgfb2,21808:down|Ptgir,19222:up|Mt1,17748:up
ositive requlation of | GO:00 Htr2b,15559:down|Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl3,20302:up|Vegfa,2233
E drolase gctivit 513'45 8.19E-05|9.14E-04 |9:down|Htr2a,15558:down|Pparg,19016:up|Tnf,21926:up|Fgfrl,14182:down|Wnt5a,22418:down|Ccl12,20
Y Y 293:up|Ccl4,20303:up|Ccl8,20307:up|Sfrp2,20319:up|Npnt,114249:up|Fgfr2,14183:up|F3,14066:up
response to molecule | GO:00 Tnf,21926:up|Adm,11535:up|Cd24a,12484:down|Mrcl,17533:up|Wnt5a,22418:down|Ccl2,20296:up|Ccl12
P : L -~ |8.54E-05|9.51E-04 |,20293:up|Ptgs2,19225:down|SIpi,20568:up|Ednrb,13618:up|Ankrd1,107765:down|Cxcl9,17329:up|Tnfrsfl
of bacterial origin 02237 . ; .
1b,18383:up|Ptgir,19222:up
regulation of . . . . . .
chondrocyte GO:00 8.736-05/9.68E-04 FamlOlb,7§566.down|LoxI2,94352.down|Efemp1,216616.up|Adamt512,239337.down|Grem1,23892.up|B
} e 32330 mp4,12159:up
differentiation
regulation of . ) . ) ) )
mesenchymal cell GO:00 8.736-05/9.68E-04 Fgfr1,14182.down|Wnt5a,22418.down|Vegfa,22339.down|Bmprla,12166.down|Fgfr2,14183.up|Bmp4,121
proliferation 10464 59:up
granulocyte GO:00 Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,20303:up|Ccl3,20302:up|
. 8.84E-05/9.80E-04 :
chemotaxis 71621 Ccl8,20307:up
LUIIIpICIIICIIL .
activation, classical g(%gg 8.97E-05[9.89E-04 |C1s1,50908:up|Serpingl,12258:up|C1s2,317677:up|C3,12266:Up|CLrb,667277:up
nathias
morphogenesis of an  [GO:00 . . . . .
epithelial fold 60571 8.97E-05/9.89E-04 |Egfr,13649:down|Sulf1,240725:down|Wnt5a,22418:down|Fgfr2,14183:up|Bmp4,12159:up
bone trabecula GO:00 ) ) ) )
morphogenesis 61430 9.06E-05|9.90E-04 |Sfrp1,20377:up|Vegfa,22339:down|Mmp2,17390:down|Grem1,23892:up
reyuiation ol
establishment of )
planar polarity g(igg 9.06E-05|9.90E-04 |Sfrp2,20319:up|Sfrpl,20377:up|Ptk7,71461:down|Wnt5a,22418:down
involved in neural tube
laciira
macrophage cytokine |GO:001q 45e 6519 90E-04 |Gass, 14456:up|Wit5a,22418:down|Tgfb2,21808:down|Sema7a,2036 1:down
production 10934
sequestering of GO:00 . . . .
triglyceride 30730 9.06E-05/9.90E-04 |Tnf,21926:up|Pparg,19016:up|Lpl,16956:up|Enppl,18605:down
planar cell polarity )
pathway involved in GO:00 9.06E-05|9.90E-04 |Sfrp2,20319:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down
neural tube closure 90179
regulation of protein  |GO:00 9.456-05/1.036-03 Tnf,21926:up|Gas6,14456:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:down|Ptgs2,19225:do
import into nucleus 42306 | ' wn|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up
urogenital svstem GO:00 Aldh1a2,19378:up|Crlf1,12931:down|Vegfa,22339:down|Mmp2,17390:down|Fgfrl,14182:down|Sfrp1,203
dev?zlo merzlt 01655 9.58E-05|1.04E-03 |77:up|Wntba,22418:down|Sulf1,240725:down|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|ligfl,16
P 000:up|Tnc,21923:down|Ret,19713:up|Npnt,114249:up|Fgfr2,14183:up
Clec2d,93694:up|C3,12266:up|Sema7a,20361:down|C1s1,50908:up|Phfl1a,219131:up|Mmp2,17390:dow
regulation of immune |GO:00 9.84E-05/1.076-03 n|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Cd24a,12484.down|Hmox1,15368:up|Wnt5a,22418:down|
response 50776 |~ ' Cd4,12504:up|Tfrc,22042:up|Clrb,667277:up|Col3al,12825.down|Ceacam1,26365:up|Serpingl1,12258:up|
Tgfb2,21808:down|C1s2,317677:up|ll1rl1,17082:down|Clecde,56619:up
. . GO:00 Fgfrl,14182:down|Wnt5a,22418:down|Bmprla,12166:down|Aldh1a2,19378:up|Grem1,23892:up|Bmp4,12
limb morphogenesis |37 5g|1.00E-04| L.OBE-03 |50 | cct11 58250:down|Sfrp2,20319:up|Crabp2,12904-down|Rspo2.239405-up|Fgfr2,14183-up
appendage GO:00 1.00E-04/1.086-03 Fgfrl,14182:down|Wnt5a,22418:down|Bmprla,12166:down|Aldh1a2,19378:up|Grem1,23892:up|Bmp4,12
morphogenesis 35107 | ' 159:up|Chst11,58250:down|Sfrp2,20319:up|Crabp2,12904:down|Rspo2,239405:up|Fgfr2,14183:up
negative regulation of |GO:00 1.00E-04/1.086-03 Fstl3,83554:down|Htra3,78558:down|Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Grem1,23892:u
BMP signaling pathway|30514 |~ ' p
transition metal ion GO:00 103E-04/111F-03 Trf,22041:up|Hmox1,15368:up|Tfrc,22042:up|Mt2,17750:up|Epasl,13819:up|Fam132b,227358:down|Stea
homeostasis 55076 |~ ' p1,70358:down|Mt1,17748:up|Slc40a1,53945:up




positive regulation of

GO:00

Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|Sfrp4,20379:up|C3,12266:up|Lyl1,17095:up|lgfbp3,160
09:up|PIk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|l11rn,16181:up|Maob,10973
1:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|F3,14066:up|Fgfr
2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|Ccl6,20305:up|Vdr,22337:down|Htr2a,15558:down|Slc40a
1,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Tfrc,2
2042:up|Serinc2,230779:down|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Fam20a,208659:down|

metabolic process 09893 1.05E-04|1.13E-03 [Npnt,114249:up|Tnfrsf11b,18383:upllcel,218333:down|Aldh1a2,19378:up|Ccl2,20296:up|Ccl7,20306:up|P
dgfc,54635:down|Ednrb,13618:up|Epasl,13819:up|Sema7a,20361:down|Ddah1,69219:down|Sdpr,20324:
down|Ptx3,19288:up|Akr1c18,105349:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Tnc,21923:d
own|Ret,19713:up|Plpp3,67916:up|Creb3l1,26427:down|Kitl,17311:up|Ccl9,20308:up|Rasl11a,68895:up|In
hba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Plod2,26432:down|Vegfa,22339:down|lgf2,16002:up|P
parg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Has
2,15117:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up
regulation of leukocyte |GO:20 1.06E-04/1136-03 Gasb,14456:up|Cd24a,12484:down|Wnt5a,22418:down|Bmp4,12159:up|Ceacam1,26365:up|Cxcl12,20315
apoptotic process 00106 |™ ) :up|Tgfb2,21808:downl|Kitl,17311:up
regulation of cell GO:00 Htr2b,15559:down|Tnf,21926:up|Wnt5a,22418:down|Susd2,71733:up|Pdgfc,54635:down|Figf,14205:upllg
I ~|1.07E-04|1.15E-03 |f1,16000:up|Bmp4,12159:up|Sfrp2,20319:up|Vegfa,22339:down|Tgfb2,21808:down|Vegfb,22340:up|Fgfr2
division 51302 ; )
,14183:up|lgf2,16002:up
cardiac muscle tissue |GO:00 1116-04/1.186-03 Ankrd1,107765:down|Col11a1,12814.down|Wnt5a,22418:down|Tgfb2,21808:down|Bmprla,12166:down|
morphogenesis 55008 |~ ' Tgfbr3,21814:up|Fgfr2,14183:up
positive regulation of | Cthrcl,68588:down|Sfrp2,20319:up|Vegfa,22339:down|Bmprla,12166:down|Npnt,114249:up|igfl,16000:
osteoblast 1.11E-04|1.18E-03 :
differentiation 45669 up|Bmp4,12159:up
O’;i’;o‘lja‘;t b GO:00, 1 1¢ 0al1 186-03 Fstl3,83554-:down|Ceacaml,26365:up|Tnf,21926:up|CIec2d,93694:up|erc17,7451l:down|Sfrp1,20377:up|
e L 45670 Ccl3,20302:up
negative regulation of GO:00 Pparg,19016:up|Kngl,16644:up|Hmox1,15368:up|Clqtnf3,81799:down|Wnt5a,22418:down|Aoah,27052:u
response to external 321'02 1.12E-04|1.18E-03 |p|Ccl12,20293:up|Grem1,23892:up|Adipoq,11450:up|Ctla2a,13024:down|Ceacam1,26365:up|Serpingl,12
stimulus 258:up|Cx3crl,13051:down|Serpine2,20720:up|Cd109,235505:down
fnhjrg’gggeiz;c: artery gl%gg 1.126-04|1.18E-03 |Tgfb2,21808:down|Bmpria,12166:down|Bmp4,12159:up
Ligd”:%tr'r?q’;t‘i’;ﬁ’ro“at'c ggggg 1.126-04|1.18E-03 |Sulf1,240725:down|Wnt5a 22418:down|Bmp4,12159:up
planar cell polarity GO:00
pathway involved in 034'02 1.12E-04|1.18E-03 |Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down
axis elongation
tendon development g%gg 1.126-04|1.18E-03 |Col5al,12831:down|Col11a1,12814:down|Bmp4, 12159:up
Inhba,16323:down|Aldh1a2,19378:up|Sema7a,20361:down|Uchl5,56207:up|Shroom4,208431:down|Cxcll
G000 2,20315:up|Mmp2,17390:down|Cx3crl,13051:down|Serpine2,20720:up|Egfr,13649:down|Fgfrl,14182:do
head development 603'22 1.19E-04|1.25E-03 |wn|Ncam1,17967:down|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:upl|lgfl,16
000:up|Col3al,12825:down|Sfrp2,20319:up|Pcdh19,279653:down|Tgfb2,21808:down|Aldh1a3,56847:dow
n|Fgfr2,14183:up
FSU3,83554 0OWTGTOPE, ToULU UPTACIT, T I535 UP[FITZ, 399558 QOW TTTTENTL 760,05963. UP[PTRITUL,0 7 184
:up|Sfrp4,20379:up|Ltbp2,16997:down|Serpinh1,12406:down|Lyl1,17095:up|Gstt1,14871:up|Blvrb,233016:
upllgfbp3,16009:up|lbsp,15891:up|PIk2,20620:down|Cd24a,12484.down|Mme,17380:up|ll1rn,16181:up|M
aob,109731:up|Bmp4,12159:up|Hpse,15442:up|Medag,70717:down|Ptgir,19222:up|Fgfr2,14183:up|Thbs2
,21826:down|Htr2b,15559:down|Dram1,71712:up|Ccl6,20305:up|Gjb5,14622:down|Anxa8,11752:down|As
pn,66695:down|Mt2,17750:up|Cxcr6,80901:down|Fam132b,227358:down|Nabp1,109019:down|Mmp2,17
390:down|Slc40a1,53945:up|Egfr,13649:down|Alpl,11647:up|Clrb,667277:up|Tfrc,22042:up|Sncg,20618:u
p|Ccl8,20307:up|Serpina3g,20715:up|Rspo2,239405:up|Fam20a,208659:down|Cdsn,386463:up|Syt13,809
76:up|Mt1,17748:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Ampd3,1171
7:up|Mmp13,17386:up|Htra3,78558:down|Tnfrsf12a,27279:down|Uchl5,56207:up|Sord,20322:up|Clec4n,5
6620:up|Shroom4,208431:down|Steapl,70358:down|Enpp3,209558:down|Cdol,12583:up|Dok?2,13449:up
[Mamdc2,71738:down|Csrp2,13008:down|Hvcn1,74096:up|Ptx3,19288:up|Ncam1,17967:down|Ccl4,2030
3:up|Chst11,58250:down|Tmeff1,230157:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Mr
¢2,17534:down|Lrrc17,74511:down|Lama?2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:do
wn|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:down|C1s1,50908:up|Plod2,26432:down|Vegfa,223
39:down|Gfpt2,14584:down|Serpine2,20720:up|Cbr2,12409:up|Nxn,18230:down|Igf2,16002:up|Kdelr3,10
5785:down|Tmem176a,66058:up|Tnf,21926:up|Colla2,12843:down|Fxyd1,56188:up|Fgfrl,14182:down|Lp
1,16956:up|Sulf1,240725:down|Susd?2,71733:up|Cd4,12504:up|Col3al,12825:down|Thx15,21384:down|Ser
single-organism GO-00 ping1,12258:up|Emb,13723:up|Uck2,80914:down|Enpp1,18605:down|Clec2d,93694:up|Hpgd,15446:up|C
process 44699 1.20E-04|1.26E-03 |3,12266:up|Enpp5,83965:up|Ankrdl,107765:down|Cx3crl,13051:down|Cd109,235505:down|Ggt5,23887:

up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Cxcl14,57266:down|Ceacam10,26366:up|Wnt5a,22

418:down|Stc1,20855:up|Mark1,226778:up|Col8al,12837:down|Adipoq,11450:up|Hal,15109:up|lgf1,1600
0:up|Crabp2,12904:down|Mcoln2,68279:up|Cxcl9,17329:up|Tgfb2,21808:down|F3,14066:up|Clecde, 56619
:up|Cthrc1,68588:down|Kng1,16644:up|Prl2c2,18811:up|Efempl,216616:up|Dpysl3,22240:down|Ninj1,180
81:up|Saa3,20210:up|Gdpd1,66569:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Cxcl12,20315
:up|Htr2a,15558:down|Slc16a4,229699:down|Smoc2,64074:down|Gas6,14456:up|Coll11al,12814:down|Se
¢23a,20334:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Fxyd2,11936:up|Serinc2,230779:

down|Tl11,21892:down|Ceacam1,26365:up|Sfrp2,20319:up|Pxdn,69675:down|Tnfrsf11b,18383:up|Prkar2b
,19088:up|Npnt,114249:up|S100a1,20193:up|Ly9,17085:up|Ccl7,20306:up|Pdzrn3,55983:down|Pdgfc,546

35:down|Mgp,17313:uplFigf,14205:up|Sema7a,20361:down|Epasl,13819:up|Slc29a1,63959:up|Marcl,661
12:up|Gpm6b,14758:up|Ddah1,69219:down|Postn,50706:down|Npl,74091:up|Man2a2,140481:up|Akrlcl

8,105349:up|Fabp5,16592:up|Ccl12,20293:up|Bmprla,12166:down|Wisp1,22402:down|Ank,11732:down|T
nc,21923:down|Gatm,67092:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|Pdxk,216134:up|Cls2
,317677:up|Creb311,26427:downl|ll1rl1,17082:downl|Kitl,17311:up|Fam101b,76566:down|P4hal,18451:do

wn|Hp,15439:up|Aoah,27052:up|Rasl11a,68895:up|Plat,18791:down|Ccl3,20302:up|Ctla2a,13024:down|Sr
px2,68792:down|Prelp,116847:up|Adamts12,239337:down|Lrrc15,74488:down|Anpep,16790:up|Pparg,19
016:up|Glplr,14652:down|Lmcd1,30937:up|Tnfrsf23,79201:down|Has2,15117:down|Hmox1,15368:up|Ptg

s2,19225:down|Kcnj15,16516:down|Grem1,23892:up|Pcdh19,279653:down|Col5a1,12831:down|Mcoln3,1
Z11AALNIErrfil 74155 downlTnfefQ 21050 11N




branching involved in

prostate gland g&gg 1.22E-04|1.28E-03 |Sfrp1,20377:up|Fgfr2,14183:up|Igf1,16000:up|Bmp4,12159:up
morphogenesis
convergent extension g(%gg 1.22E-04|1.28E-03 |Sfrp2,20319:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down
positive regulation of . ) ) ) . ) . )
striated muscle cell GO:00 1236-04/1.296-03 Ccl8,29307.up|Cch9,17329.up|C><cI12,20315.up|W|spl,22402.down|Greml,23892.up|Igfl,l6000.up|Bmp4,
: o 51155 12159:up
differentiation
extrinsic apoptotic G000 Tnf,21926:up|Tnfrsf23,79201:down|Fgfrl,14182:down|Sfrp1,20377:up|Hmox1,15368:up|Inhba,16323:dow
; 5IC apop ‘o1 |1.24E-04]|1.30E-03 [n|lgf1,16000:up|Bmp4,12159:up|Tnfrsf12a,27279:down|Sfrp2,20319:up|Tgfb2,21808:down|Cx3crl,13051:
signaling pathway 97191 . .
downl|Kitl,17311:up
regulation of myeloid .4 Fstl3,83554:down|Tnf,21926:up|Clec2d,93694:up|Lrrc17,74511:down|Sfrp1,20377:up|Ccl3,20302:up|Adip
leukocyte 1.28E-04|1.34E-03 ; . ; ;
. - 02761 00,11450:up|Ceacam1,26365:up|Kitl,17311:up
differentiation
macrophage GO:00 . . . . .
chemotaxis 48246 1.30E-04|1.35E-03 |Ccl2,20296:up|Ccl12,20293:up|Cx3crl,13051:down|Ednrb,13618:up|Ccl3,20302:up
regulation of vascular G000
endothelial growth 105'74 1.30E-04|1.35E-03 |Sulf1,240725:down|Ccl2,20296:up|Hpse,15442:up|C3,12266:up|Ptgs2,19225:down
factor production
midbrain development g(%‘gf 1.31E-04|1.356-03 |Uchl5,56207:up|Sfrp2,20319:up|Fgfr1,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|Fgfr2,14183:up
positive regulation of [{GO:00 Fgfr1,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wisp1,22402:down|Fgfr2,14183:up|lgfl,160
1.31E-04|1.35E-03 .
organ growth 46622 00:up
regulation of GO:00 132E-04]1376-03 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Trf,22041:up|Ptx3,19288:up|Wnt5a,22418:down|Sfrp4,2037
endocytosis 30100 ' 9:up|Ccl2,20296:up|C3,12266:up|Grem1,23892:up|Adipoq,11450:up|Vegfa,22339:down
embryonic appendage |GO:00 1336-04]1.376-03 Fgfrl,14182:down|Wnt5a,22418:down|Bmprla,12166:down|Aldhla2,19378:up|Grem1,23892:up|Bmp4,12
morphogenesis 35113 |~ ' 159:up|Chst11,58250:down|Sfrp2,20319:up|Crabp2,12904.down|Rspo2,239405:up
. . GO:00 Fstl3,83554:down|Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3,21
BMP signaling pathway| .,y | 1.336-04| 1.37E-03 |01 1.\ Grem1.23892-up|Bmp4,12159:up| Hira3, 78558:down|Sfrp2,20319:up
kidney epithelium GO:00 1336-04]1.376-03 Fgfrl,14182:down|Sfrp1,20377:up|Grem1,23892:up|Bmp4,12159:up|Adipoq,11450:up|Crlf1,12931:down|
development 72073 | ' Ret,19713:up|Vegfa,22339:down|Npnt,114249:up|Fgfr2,14183:up
embryonic limb GO:00 1336-04]1.376-03 Fgfrl,14182:down|Wnt5a,22418:down|Bmprla,12166:down|Aldhla2,19378:up|Grem1,23892:up|Bmp4,12
morphogenesis 30326 | ' 159:up|Chst11,58250:down|Sfrp2,20319:up|Crabp2,12904.down|Rspo2,239405:up
positive regulation of | Wisp1,22402:down|Grem1,23892:uplIgfL,16000:up|Bmp4,12159:up| Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,
muscle cell 1.37E-04|1.40E-03 ! .
. . 51149 20315:up|lgfbp3,16009:up
differentiation
. . GO:00 Has2,15117:down|Bmprla,12166:down|Plat,18791:down|lgfl,16000:up|Adipog,11450:up|Postn,50706:do
muscle cell migration 14812 1.49E-04|1.52E-03 wnllgfop3,16009:up|F3,14066:up
blood vessel GO:00 Ceacam1,26365:up|Vegfa,22339:down|Tgfb2,21808:down|Tgfbr3,21814:up]|lgfl,16000:up|Epasl,13819:u
: 1.49E-04|1.52E-03
remodeling 01974 p
response to GO:00 Tnf,21926:up|Akrlc18,105349:up|Alpl,11647:up|ll1rn,16181:up|Pappa,18491:down|Cdol,12583:up|Bmp4,
. ) 1.50E-04|1.53E-03 .
corticosteroid 31960 12159:up
positive regulation of |GO:00 151E-04|1 54203 Gasb,14456:up|Cxcl14,57266:down|Fgfrl,14182:down|Wnt5a,22418:down|Ccl2,20296:up|Figf,14205:up|C
behavior 48520 | ’ cl4,20303:up|Cxcl9,17329:up|Cxcl12,20315:up|Vegfa,22339:down
P4hal,18451:down|Hpgd,15446:up|Aldh1a2,19378:up|C3,12266:up|Marcl,66112:up|Ddah1,69219:down|
Fabp4,11770:up|Fam132b,227358:down|Htr2a,15558:down|Gfpt2,14584:down|Npl,74091:up|Cdo1,12583
oxoacid metabolic GO:00 1536-04/1556-03 :up|Mamdc2,71738:down|Pparg,19016:up|Ggt5,23887:up|Akrlc18,105349:up|Lpl,16956:up|Sulfl,240725:
process 43436 | ' down|Ptgs2,19225:down|Serinc2,230779:down|Adipoq,11450:up|Hal,15109:up|lgf1,16000:up|Chst11,582
50:down|Crabp2,12904:down|Gatm,67092:down|Hpse,15442:up|Aldh1a3,56847:down|Prkar2b,19088:up|
Enpp1,18605:down
negative regulation of |GO:00 154E-04]1566-03 Kngl1,16644:up|Gas6,14456:up|Slpi,20568:up|Cst7,13011:up|Tfpi2,21789:down|lgfl,16000:up|Sfrp2,20319
peptidase activity 10466 |~ ) :up|Serping1,12258:up|Serpina3g,20715:up|Vegfa,22339:down|Serpine2,20720:up|Cd109,235505:down
vascular endothelial GO:00
growth factor 105'73 1.55E-04|1.57E-03 |[Sulf1,240725:down|Ccl2,20296:up|Hpse,15442:up|C3,12266:up|Ptgs2,19225:down
production
. . GO:00 Htr2b,15559:down|Tnf,21926:up|Gas6,14456:up|Lpl,16956:up|Clqtnf3,81799:down|Wnt5a,22418:down|C
cytokine secretion {7556 |1.58E-0411.60E-03 |13 50307 10| Clecan 56620:up|Postn 50706:down|Clecde, 56619-uplll1rl1,17082:down
reyuiator ot .
lymphocyte 5106'212 1.60E-04|1.62E-03 |Cxcl14,57266:down|Wnt5a,22418:down|Ccl12,20293:up| Ccl4,20303:up
™ +. H
outflow tract GO:00 1 Sfrp2,20319:up|PIxnd1,67784:up|Wnt5a,22418:down|Tgfb2,21808:down|Bmprla,12166:down|Fgfr2,1418
) .66E-04{1.67E-03 |,. .
morphogenesis 03151 3:up|Bmp4,12159:up
iron ion homeostasis GO:00 1.66E-04]1676-03 Trf,22041:up|Fam132b,227358:down|Hmoxl,15368:up|Steap1,70358:down|Tfrc,22042:up|S|c40a1,53945:
55072 up|Epas1,13819:up
reactive nitrogen . . . . . . .
species metabolic GO:20 1 66E-04167E-03 Tnf,219?6.up|Ptx3,19288.up|Ddah1,69219.down|ngr,13649.down|Pt952,19225.down|l\/larcl,66112.up||gf
01057 1,16000:up
process
TEQUTAtioTT OT N N N ; N - N X
epidermal cell 25%82 1 69E-04|1.69E-03 L/Sr,22337.down|Tgfb2,21808.down|Sfrp4,20379.up|Cle9,235505.down|Errf|1,74155.down|Bmp4,12159.
AL£E, tintion
myeloid cell GO:00 1716-04|1. 716203 Cd24a,12484.down|Hmox1,15368:up|Inhba,16323:down|Tgfbr3,21814:up|Ccl2,20296:up|Ampd3,11717:u
homeostasis 02262 |~ ' p|Epasl,13819:up|Bmp4,12159:up|Vegfa,22339:down|Kitl,17311:up
positive regulation of GO:00 Fgfrl,14182:down|Cd24a,12484:down|Ptk7,71461.down|Wnt5a,22418:down|Dpys|3,22240:down|Sema7a
neuron projection 109-76 1.73E-04|1.72E-03 |,20361:down|Bmp4,12159:up]Ankrd1,107765:down|Tnfrsf12a,27279.down|Crabp2,12904:down|Ret,1971
development 3:up|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:up
Ptk7,71461:down|Sfrp4,20379:up|Ednrb,13618:up|Vdr,22337:down|Vegfa,22339:down|Cd109,235505:do
epithelial cell GO:00 1736-04]1.726-03 wn|Pparg,19016:up|Tnf,21926:up|Fgfrl,14182:down|Wnt5a,22418:down|Stc1,20855:up|Ptgs2,19225:dow
differentiation 30855 |™ ' n|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Mcoin3,171166:u
p|Tgfb2,21808:down|Errfil,74155:down|Fgfr2,14183:up|Kitl,17311:up
calcium ion GO:00 Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Vdr,2233
homeostasis 550'74 1.73E-04|1.72E-03 |7:down|Htr2a,15558:down|Fxyd1,56188:up|Glplr,14652:down|Cd24a,12484:down|Cd4,12504:up|Stc1,208

55:up|Bmp4,12159:up|Tgfb2,21808:down|Fam?20a,208659:down|Ptgir,19222:up




negative regulation of

GO:00

Fam101b,76566:down|Efemp1,216616:up|Dpys|3,22240:down|Ednrb,13618:up|Postn,50706:down|Plk2,20

cell development 10721 1.76E-04|1.75E-03 [620:down|Cd24a,12484:down|Sfrp1,20377:up|Tgfbr3,21814:up|Bmprla,12166:down|Wnt5a,22418:down|
Bmp4,12159:up|lgf1,16000:up|Col3al,12825:down|Sfrp2,20319:up|Tgfb2,21808:down
negative regulation of [GO:19 1776-04l1.756-03 Pparg,19016:up|Kngl,16644:up|C1lqtnf3,81799:down|Aoah,27052:up|Adipoq,11450:up|Ceacam1,26365:u
response to wounding {03035 |~ ' p|Ctla2a,13024:down|Serping1,12258:up|Cx3crl,13051:down|Serpine2,20720:up|Cd109,235505:down
epiderrmis GO00 Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Inhba,16323:down|Sfrp4,20379:up|Ptgs2,19225:down|B
development 08544 1.80E-04|1.78E-03 |mp4,12159:up|Vdr,22337:down|McoIn3,171166:up|Tgfb2,21808:down|Hpse,15442:up|Cd109,235505:do
wn|Errfil,74155:down|Fgfr2,14183:up
developmental G000 Fam101b,76566:down|Pparg,19016:up|Fgfrl,14182:down|Aldh1a2,19378:up|Ptgs2,19225:down|Ednrb,13
maturation 217'00 1.80E-04|1.78E-03 |618:up|Grem1,23892:up|lgfl,16000:up|Epasl,13819:up|Lyl1,17095:up|Ret,19713:up|Vegfa,22339:down|T
gfb2,21808:down|Mmp2,17390:down
regulation of metal ion | GO:00 Vdr,22337:down|Cxcl12,20315:up|Htr2a,15558:down|Serpine2,20720:up|Fxyd1,56188:up|Glplr,14652:do
transport 109'59 1.83E-04|1.80E-03 |wn|Cd4,12504:up|Ccl12,20293:up|Stc1,20855:up|Ptgs2,19225:down|Fxyd2,11936:up|Ccl4,20303:up|Bmp4,
12159:up|lgfl,16000:up|Tgfb2,21808:down|S100a1,20193:up
negative regulation of [GO:19 1 836-04l180E-03 Ceacam1,26365:up|Tnf,21926:up|Ptx3,19288:up|Oasl1,231655:up|Slpi,20568:up|Oas3,246727:up|Ccl4,203
viral life cycle 03901 |™ ' 03:up
! GO:00 Kng1,16644:up|Gas6,14456:up|C3,12266:up|Pdgfc,54635:down|Anxa8,11752:down|Tfpi2,21789:down|Ce
blood coagulation  |75q511.86E-04|1.83E-03 || 01 96365-up|Serpingl, 12258:p|Hpse,15442:up|Serpine2,20720:up|F3,14066:up
P4hal,18451:down|Hpgd,15446:up|Aldhla2,19378:up|C3,12266:up|Marcl,66112:up|Ddah1,69219:down|
Fabp4,11770:up|Fam132b,227358:down|Htr2a,15558:down|Gfpt2,14584:down|Npl,74091:up|Cdo1,12583
organic acid metabolic |GO:00 1 89€E-04/1 856203 :up|Mamdc2,71738:down|Pparg,19016:up|Ggt5,23887:up|Akrlc18,105349:up|Lpl,16956:up|Sulfl,240725:
process 06082 |™ ' down|Ptgs2,19225:down|Serinc2,230779:down|Adipoq,11450:up|Hal,15109:up|lgf1,16000:up|Chst11,582
50:down|Crabp2,12904:down|Gatm,67092:down|Hpse,15442:up|Aldh1a3,56847:down|Prkar2b,19088:up|
Enpp1,18605:down
platelet-derived GO:00
growth factor receptor 48608 1.90E-04|1.86E-03 |Vegfa,22339:down|Pdgfc,54635:down|Ptgir,19222:up|Plat,18791:down|F3,14066:up|Adipoqg,11450:up
signaling pathway
Zé%siit;glrﬁ%g;esis g(%gg 1.94E-04|1.88E-03 |Sfrp1,20377:up|Fgfr2,14183:upllgf1,16000:up
ICHUIOLIUII Ul
E[ZZ;“;:&;”,YS'V“ in gggg? 1.94E-04|1.88E-03 |Sfrp1,20377:up|Fgfr2,14183:up|Bmp4,12159:up
maornhanannacic
prostate epithelial cord
fg%?gif;;gg;g;’gm‘;? g(%gg 1.94E-04|1.88E-03 |Sfrp1,20377:up|Fgfr2,14183:upllgf1,16000:up
acinus morphogenesis
regulation of GO:00
mesodermal cell fate 42661 1.94E-04|1.88E-03 |Sfrp2,20319:up|Fgfrl,14182:down|Bmprla,12166:down
specification
negative regulation of |GO:20 . ) )
. 1.94E-04|1.88E-03 |Col5a2,12832:down|Sfrp2,20319:up|Col5al,12831:down
gastrulation 00542
inner ear development GO:00 1.97€-04|1 90E-03 Cthrc1,68588:down|Cxcl14,57266:down|Fgfrl,14182:down|Col11al,12814:down|Ptk7,71461:down|Wnt5a
48839 |~ ’ ,22418:down|lgf1,16000:up|Bmp4,12159:up|Mcoln3,171166:up|Aldhla3,56847:down|Fgfr2,14183:up
regulation of bone GO:00 2 01E-04|1.946-03 Fam101b,76566:down|Ank,11732:down|Gpm6b,14758:up|Bmprla,12166:down|Mgp,17313:up|Grem1,23
mineralization 30500 |~ ' 892:up|Bmp4,12159:up
Adm,11535:up|FIrt2,399558:down|Lama2,16773:down|Efemp1,216616:up|PIxnd1,67784:up|Ptk7,71461:d
own|Dpysl3,22240:down|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Cxcl12,20315:
neuron projection GO:00 2 02E-04|1.956-03 up|Postn,50706:down|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:up|Plk2,20620:down|Cd24a
development 311757 ' ,12484.down|Egfr,13649:down|Fgfr1,14182:down|Ncam1,17967:down|Sfrp1,20377:up|Wnt5a,22418:dow
n|Bmp4,12159:up|Sfrp2,20319:up|Crabp2,12904:down|Tnc,21923:down|Ret,19713:up|Tgfb2,21808:down|
Fgfr2,14183:up
Htr2b,15559:down|Inhba,16323:down|Ednrb,13618:up|Vegfa,22339:down|Htr2a,15558:down|Anpep,167
regulation of GO:00 2036-04/1 956-03 90:up|Tnf,21926:up|Trf,22041:up|Glplr,14652:down|Cd24a,12484.down|Egfr,13649:down|Cd4,12504:up|
homeostatic process 32844 |~ ' Ptgs2,19225:down|Tfrc,22042:up|Bmp4,12159:up|Ceacam1,26365:up|Tgfb2,21808:down|Tnfrsf11b,18383
:up|Kitl,17311:up
Prl2c2,18811:up|FIrt2,399558:down|Efempl,216616:up|PIxnd1,67784:up|Ptk7,71461:down|Dpys|3,22240:
regulation of GO:00 down|Ednrb,13618:up|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsfl12a,27279:down|Cxcl12,20315:u
neurogenesis 507-67 2.04E-04|1.96E-03 |p|Vegfa,22339:down|Cx3crl,13051:down|Serpine2,20720:up|Pparg,19016:up|Plk2,20620:down|Trf,22041:
up|Fgfrl,14182:down|Cd24a,12484:.down|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down|Bmp4
,12159:up|Col3a1,12825:down|Sfrp2,20319:up|Crabp2,12904:down|Ret,19713:up
formation of primary |GO:00 2 05E-04|1.966-03 Col5a2,12832:down|Fgfrl,14182:down|Wnt5a,22418:down]|Inhba,16323:down|Bmprla,12166:down|Bmp
germ layer 01704 |~ ' 4,12159:up|Sfrp2,20319:up|Col5al,12831:down
;“p?{ﬁg;?it%s's ofan g(%gg 2.06E-04/1.96E-03 |Sulf1,240725:down|Wnt5a,22418:down|Fgfr2,14183:up|Bmp4,12159:up
response to iron ion %%gg 2.06E-04|1.96E-03 |Trf,22041:up|Hmox1,15368:up|Tfrc,22042:up|Slc40al,53945:up
;gﬁ’;ﬁ?;/;lgf:{em 288(7) 2.06E-04|1.96E-03 |Tnf,21926:up|Tgfb2,21808:down|Inhba,16323:down|Hpse,15442:up
gicr’;’ifr;rgf]'tce” fate 3107'38 2.06E-04|1.96E-03 |Sfrp2,20319:up|Fgfrl,14182:down|Bmprla,12166:down|Bmp4,12159:up
Lertc')’gg's‘; acid metabolic 5205'32 2.06E-04/|1.96E-03 |Crabp2,12904:down|Akr1c18,105349:up|Aldh1a2,19378:up|Aldh1a3,56847:down
. GO:00 Kngl1,16644:up|Gas6,14456:up|C3,12266:up|Pdgfc,54635:down|Anxa8,11752:down|Tfpi2,21789:down|Ce
hemostasis 07599 [207E-04|1.97E-03 | -1 26365-up|Serpingl,12258:up|Hpse, 15442:up|Serpine2,20720:up|F3,14066:up
Cthrc1,68588:down|Col5a2,12832:down|Ptk7,71461:down|Inhba,16323:down|Aldh1a2,19378:up|Bnc2,24
sensory organ GO:00 2 09E-04|1.986-03 2509:down|Ninj1,18081:up|Vegfa,22339:down|Cxcl14,57266:down|Col11al,12814.down|Egfr,13649:dow
development 07423 |~ ' n|Fgfrl,14182:down|Wnt5a,22418:down|Col8al,12837:down|Bmp4,12159:up|lgfl,16000:up|Col5al,1283
1:down|Mcoln3,171166:up|Tgfb2,21808:down|Aldh1a3,56847:down|Fgfr2,14183:up
fﬁﬁ:ﬂg%’;ggigg;nse 3206'?2 2.14E-04|2.02E-03 | Tnf,21926:up|Pparg,19016:up|Serping1,12258:up|C3,12266:up|Ptgs2,19225:down|Ednrb,13618:up




gﬁ;';';’iyr;%;'a“om of S(%gg 2.14E-04/2.026-03 |Tnf 21926:up|Pparg,19016:up|Gas6,14456:up|Ptx3,19288:up|Ccl2,20296:up|C3,12266:up
fﬁﬂ;'ar response to 550688 2.14E-04/2.026-03 |Ankrd1,107765:down|Gas6,14456:up|Gstm1,14862:up| Tfrc,22042:up|Ccl4,20303:up|Adipog, 11450:up
protein kinase B GO:00 2 176-04|2.04E-03 Tnf,21926:up|Gas6,14456:up|Akrlcl8,105349:up|Egfr,13649:down|C1lqtnf3,81799:down|Ccl12,20293:upl!
signaling 43491 | ) gf1,16000:up|Hpse,15442:up|F3,14066:up|lgf2,16002:up
) GO:00 Kng1,16644:up|Gas6,14456:up|C3,12266:up|Pdgfc,54635:down|Anxa8,11752:down|Tfpi2,21789:down|Ce
coagulation 50817 |2198-04|2058-03 | -1 26365:up|Serpingl,12258:up|Hpse, 15442-up|Serpine2,20720:up|F3,14066-up
regulation of smooth [GO:00 291E-04|2.076-03 Has2,15117:down|Postn,50706:down|Bmprla,12166:down|lgfbp3,16009:up|F3,14066:up|lgfl,16000:up|A
muscle cell migration 14910 (™ ) dipoq,11450:up
. GO:00 Tnf,21926:up|Egfr,13649:down|Inhba,16323:down|Ptgs2,19225:down|Hpse,15442:up|Tgfb2,21808:down|
hair cycle process |, 5| 2:22E-04) 2078-03 ¢ 05 14183:p/Cd109,235505:down
. GO:00 Tnf,21926:up|Egfr,13649:down|Inhba,16323:down|Ptgs2,19225:down|Hpse,15442:up|Tgfb2,21808:down|
molting cycle process |,y |2-22E-04)2.078-03 ¢ 05 14183:p/Cd109,235505:down
hair follicle GO:00 2 99E-04|2.076-03 Tnf,21926:up|Egfr,13649:down|Inhba,16323:down|Ptgs2,19225:down|Hpse,15442:up|Tgfb2,21808:down|
development 01942 |~ ) Fgfr2,14183:up|Cd109,235505:down
negative regulation of [GO:19 2 94E-04|2.08E-03 Fstl3,83554:down|Tmem176a,66058:up|Clec2d,93694:up|Lrrc17,74511:down|Tmem176b,65963:up|Sfrpl,
hemopoiesis 03707 |~ ) 20377:up|Bmp4,12159:up|Adipog,11450:up|Ceacam1,26365:up
positive regulation of G000 Prl2c2,18811:up|Efemp1,216616:up|Ptk7,71461:down|Dpys|3,22240:down|Sema7a,20361:down|Ankrd1,1
cell projection 313'46 2.27E-04|2.11E-03 |07765:down|Tnfrsf12a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:up|Cd24a,12484:
organization down|Fgfrl,14182:down|Wnt5a,22418:down|Bmp4,12159:up|Crabp2,12904:down|Ret,19713:up
positive regulation of [{GO:00 2 98E-04/211E-03 Tnf,21926:up|Trf,22041:up|Egfr,13649:down|Cd24a,12484:down|Inhba,16323:down|Cd4,12504:up|Ptgs2,
homeostatic process [32846 |~ ) 19225:down|Tfrc,22042:up|Ednrb,13618:up|Bmp4,12159:up|Ceacam1,26365:up|Tgfb2,21808:down
Fstl3,83554:downl|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Tmem176b,65963:up|PIxnd1,67784
:up|Sfrp4,20379:up|Ltbp2,16997:down|Serpinh1,12406:down|Lyl1,17095:up|Gstt1,14871:up|Blvrb,233016:
up|lgfbp3,16009:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:down|Mme,17380:up|ll1rn,16181:up|M
aob,109731:up|Bmp4,12159:up|Hpse,15442:up|Medag, 70717:down|Ptgir,19222:up|Fgfr2,14183:up|Thbs2
,21826:down|Htr2b,15559:down|Dram1,71712:up|Ccl6,20305:up|Gjb5,14622:down|Aspn,66695:down|Mt
2,17750:up|Cxcr6,80901:down|Fam132b,227358:down|Nabp1,109019:down|Mmp2,17390:down|SIc40al,
53945:up|Egfr,13649:down|Alpl,11647:up|Tfrc,22042:up|Sncg,20618:up|Ccl8,20307:up|Serpina3g,20715:u
p|Rsp02,239405:up|Syt13,80976:up|Mt1,17748:up|Col5a2,12832:down|Aldh1a2,19378:up|Ccl2,20296:up|
Ednrb,13618:up|Ampd3,11717:up|Mmp13,17386:up|Htra3,78558:down|Tnfrsf12a,27279:down|Uchl5,562
07:up|Sord,20322:up|Clec4n,56620:up|Shroom4,208431:down|Enpp3,209558:down|Cdo1,12583:up|Dok2
,13449:up|Mamdc2,71738:down|Csrp2,13008:down|Hven1,74096:up|Ncam1,17967:down|Ccl4,20303:up|
Chst11,58250:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Mrc2,17534:down|Lrrc17,7451
l:down|Lama2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,16323:down|Crlf1,12931:down|Plod2,
26432:down|Vegfa,22339:down|Gfpt2,14584:down|Serpine2,20720:up|Cbr2,12409:up|Nxn,18230:down||
gf2,16002:up|Kdelr3,105785:down|[Tmem176a,66058:up|Tnf,21926:up|Colla2,12843:down|Fxyd1,56188:u
p|Fgfrl,14182:down|Lpl,16956:up|Sulf1,240725:down|Susd2,71733:up|Cd4,12504:up|Col3al,12825:down|
single-organism GO00 Emb,13723:up|Uck2,80914:down|Enpp1,18605:down|Clec2d,93694:up|Hpgd,15446:up|C3,12266:up|Enpp
cellular process 447'63 2.28E-04|2.11E-03 |5,83965:up|Ankrd1,107765:down|Cx3crl1,13051:down|Cd109,235505:down|Ggt5,23887:up|LoxI2,94352:d
own|LoxI3,16950:down|Trf,22041:up|Cxcl14,57266:down|Ceacam10,26366:up|Wnt5a,22418:down|Stcl,20
855:up|Mark1,226778:up|Adipoq,11450:up|Hal,15109:up|lgf1,16000:up|Crabp2,12904:down|Cxcl9,17329:
up|Tgfb2,21808:down|F3,14066:up|Clecde,56619:up|Cthrc1,68588:down|Kngl1,16644:up|Prl2c2,18811:up|
Efemp1,216616:up|Dpysl3,22240:down|Saa3,20210:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:
up|Cxcl12,20315:up|Htr2a,15558:down|Slc16a4,229699:down|Smoc2,64074:down|Gas6,14456:up|Collla
1,12814:down|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Fxyd2,11936:up|Serinc2,230779:do
wn|TlI1,21892:down|Ceacam1,26365:up|Sfrp2,20319:up|Pxdn,69675:down|Tnfrsf11b,18383:up|Prkar2b,1
9088:up|Npnt,114249:up|S100a1,20193:up|Ly9,17085:up|Ccl7,20306:up|Pdzrn3,55983:down|Pdgfc,546 35
:down|Mgp,17313:up|Figf,14205:up|Sema7a,20361:down|Epasl,13819:up|Slc29al,63959:up|Marcl,66112
:up|Gpm6b,14758:up|Ddah1,69219:down|Postn,50706:down|Npl,74091:up|Man2a2,140481:up|Akrlc18,1
05349:up|Fabp5,16592:up|Ccl12,20293:up|Bmprla,12166:down|Wispl,22402:down|Ank,11732:down|Tnc,
21923:down|Gatm,67092:down|Ret,19713:up|Sdf211,64136:up|Pdxk,216134:up|Creb3I1,26427:down|lI1rl1
,17082:down|Kitl,17311:up|Fam101b,76566:down|P4hal,18451:down|Hp,15439:up|Aoah,27052:up|Rasl1
1a,68895:up|Plat,18791:down|Ccl3,20302:up|Ctla2a,13024:down|Srpx2,68792:down|Prelp,116847:up|Ada
mts12,239337:down|Lrrc15,74488:down|Anpep,16790:up|Pparg,19016:up|Glplr,14652:down|Lmcd1,3093
7:up|Tnfrsf23,79201:down|Has2,15117:down|Hmox1,15368:up|Ptgs2,19225:down|Kcnj15,16516:down|Gr
em1,23892:up|Mcoln3,171166:up|Col5al1,12831:down|Errfil,74155:down|Tnfsf9,21950:up
Sfrp4,20379:up|Gpm6b,14758:up|Steapl,70358:down|Hvenl,74096:up|Trf,22041:up|Ccl12,20293:up|Stcl,
20855:up|ll1rn,16181:up|Ccl4,20303:up|Maob,109731:up|Bmp4,12159:up|lgfl,16000:up|Ank,11732:down]|
. GO00 Mcoln2,68279:up|Tgfb2,21808:down|Htr2b,15559:down|Vdr,22337:down|Fam132b,227358:down|Cxc|12,
ion transport 06811 2.29E-04|2.12E-03 |20315:up|Htr2a,15558:down|Serpine2,20720:up|Slc16a4,229699:down|Slc40al,53945:up|Pparg,19016:up|
Gas6,14456:up|Tnf,21926:up|Fxyd1,56188:up|Glplr,14652:down|Fgfrl,14182:down|Cd4,12504:up|Ptgs2,1
9225:down|Tfrc,22042:up|Sncg,20618:up|Fxyd2,11936:up|Kcnj15,16516:down|Serinc2,230779:down|Mcol
n3,171166:up|Emb,13723:up|Enpp1,18605:down|S100a1,20193:up
Cthrc1,68588:down|Adm,11535:up|Ptk7,71461:down|Gjb5,14622:down|Aldh1a2,19378:up|Epasl,13819:u
embryonic organ GO:00 2 36E-04/2 18603 p|Vegfa,22339:down|Col11al,12814:down|Egfr,13649:down|Fgfrl,14182:down|Bmprla,12166:down|Wnt
development 48568 |~ ' 5a,22418:down|Bmp4,12159:up|Chst11,58250:down|Tbx15,21384:down|Tgfb2,21808:down|Aldh1a3,568
47.down|Fgfr2,14183:uplKitl,17311:up
N i R L1920, UpP[Odou, 195U UP LY, LOoUSI.UUWITTC LYLTO, 0L 7T II.UUWITDITIPN LA, LZ LTUU.UUWITTLYSL, LI o.Uu
(gg;!i;'sgnotfop;itcelé”us g(?l'glg 2:39E-04|2.20E-03 |wn|Grem1,23392:upllgf1, 16000:up|BmpA,12159:up|Ceacam,26365.up|Sfrp2 20319:up|Tgfb2. 21808 dow
regulation of protein  [GO:00 2396-04/2 206203 Tnf,21926:up|Gas6,14456:up|Akrlcl8,105349:up|Egfr,13649:down|C1lqtnf3,81799:down|Igfl,16000:up|H
kinase B signaling 51896 | ) pse,15442:up|F3,14066:up|lgf2,16002:up
non-canonical Wt |GO:001, yne 6415 9103 |Cthrel,68588:down|Sfrp2,20319:up|Sfrpl,20377:up|Ptk7,71461:down|Wnt5a,22418:down|Sfrpa, 20379-up
signaling pathway 35567
cardiac muscle cell GO:00 Fgfr1,14182:down|Ncam1,17967:down|Tgfb2,21808:down|Bmprla,12166:down|Tgfbr3,21814:up|Fgfr2,1
. ) 2.40E-04|2.21E-03 ;
proliferation 60038 4183:up




positive regulation of

Fstl3,83554:downl|lgfbp4,16010:up|Sfrp4,20379:up|C3,12266:up|Lyl1,17095:up|lgfbp3,16009:up|Plk2,2062
0:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipoqg,11450:up|Bmp4,121
59:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up|F3,14066:up|Htr2b,15559:down|Prl2c2,18811:up|
Ccl6,20305:up|Vdr,22337:down|Htr2a,15558:down|SIc40a1,53945:up|Gas6,14456:up|Egfr,13649:down|Sfr
p1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Tfrc,22042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp

macromolecule (13(%82 2.47E-04|2.26E-03 |2,20319:up|Fam?20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:upllcel,218333:down|Aldh1a2,19378
metabolic process :up|Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Pdgfc,54635:down|Epasl,13819:up|Sema7a,20361:dow
n|Sdpr,20324:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Tnc,21923:down|Ret,19713:up|PI
pp3,67916:up|Creb3l1,26427:down|Kitl,17311:up|Ccl9,20308:up|Rasl11a,68895:up|inhba,16323:down|Ccl
3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Igf2,16002:up|Pparg,19016:up|Tnf,21926:up|Glplr,1465
2:down|Fgfrl,14182:down|Has2,15117:down|Cd4,12504:up|Grem1,23892:up
cellular response to GO:00 Mrc1,17533:up|Ptk7,71461:down|Inhba,16323:down|Ccl2,20296:up|Aldh1a2,19378:up|Ankrd1,107765:do
lioid P 713.96 2.54E-04|2.32E-03 |wn|Vdr,22337:down|Mmp2,17390:down|Pparg,19016:up|Tnf,21926:up|Akr1c18,105349:up|Egfr,13649:do
P wn|Sfrp1,20377:up|Ccl12,20293:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Ptgir,19222:up
skin epidermis GO:00 2 58E-04/2.356-03 Tnf,21926:up|Egfr,13649:down|Inhba,16323:down|Ptgs2,19225:down|Hpse,15442:up|Tgfb2,21808:down|
development 98773 | ) Fgfr2,14183:up|Cd109,235505:down
. . GO:00 Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,20303:up|Ccl3,20302:up|
granulocyte migration 97530 2.58E-04|2.35E-03 Ccl8.20307:up
response to copper ion fz%gg 2.62E-04|2.38E-03 |Sord,20322:up|LoxI2,94352:down|Mt2,17750:up|Mt1,17748:up
negative regulation of )
biomineral tissue CO001, 6ok _04/2.386-03 |Fam101b,76566:down|Gas6, 14456:up|Aspn, 66695:down|Grem1,23892:up
development 70168
regulation of calcium [GO:00 2 62E-04|2.386-03 Glplr,14652:down|Ccl12,20293:up|Cd4,12504:up|Ptgs2,19225:down|Stc1,20855:up|Ccl4,20303:up|lgfl,16
ion transport 51924 |™ ) 000:up|Bmp4,12159:up|Vdr,22337:down|Cxcl12,20315:up|Tgfb2,21808:down|S100a1,20193:up
Adamts4,240913:down|Adm,11535:up|Hp,15439:up|Mrcl,17533:up|Ccl2,20296:up|Slpi,20568:up|Ednrb,1
piAp p p pisip p
response to biotic GO00 3618:upllfit3,15959:up|Ankrd1,107765:down|Clecdn,56620:up|Oas3,246727:up|Tnf,21926:up|Lmcd1,3093
stirgulus 09607 2.63E-04|2.38E-03 |7:up|Ptx3,19288:up|Cd24a,12484:down|Wnt5a,22418:down|Cd4,12504:up|Ccl12,20293:up|Ptgs2,19225:d
own|Ceacam1,26365:up|Cxcl9,17329:up|Oasl1,231655:up|lfit1,15957:up|Tnfrsf11b,18383:up|Ptgir,19222:
up|Clecde,56619:up
regulation of GO:00 2 656-04|2.40E-03 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Ptx3,19288:up|Ccl2,20296:up|C3,12266:up|Adipog,11450:u
phagocytosis 50764 |~ ) p
negative regulation of |GO:00 2736-04|2.47E-03 Pparg,19016:up|Clec2d,93694:up|C1qtnf3,81799:down|Aoah,27052:up|Adipoq,11450:up|Ceacam1,26365
defense response 31348 ™ ) :up|Ctla2a,13024:down|Serping1,12258:up|Cx3crl,13051:down|lgf2,16002:up
FIrt2,399558:down|Sfrp4,20379:up|Aspn,66695:down|Fabp4,11770:up|lgfbp3,16009:up|Cd109,235505:do
negative regulation of |GO:00 2786-04|2.51E-03 wn|Lrrc15,74488:down|Sfrp1,20377:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|
phosphorylation 42326 |~ ' Ceacam1,26365:up|Sfrp2,20319:up|Prkar2b,19088:up|Plpp3,67916:up|Enppl,18605:down|Errfil,74155:do
wn
. GO:00 B B Fgfrl,14182:down|Wnt5a,22418:down|Bmprla,12166:down|Aldhla2,19378:up|Grem1,23892:up|Bmp4,12
limb development |5, 75|2.83E-04)2.548-03 |59, ) opsr1 1 58250:down|Sfrp2,20319:up|Crabp2,12904:down|Rspo2,239405:up|Fgfr2, 14183:up
appendage GO:00 2 836-04|2 546203 Fgfrl,14182:down|Wnt5a,22418:down|Bmprla,12166:down|Aldhla2,19378:up|Grem1,23892:up|Bmp4,12
development 48736 | ) 159:up|Chst11,58250:down|Sfrp2,20319:up|Crabp2,12904:down|Rspo2,239405:up|Fgfr2,14183:up
Adamts4,240913:down|Adm,11535:up|Hp,15439:up|Mrcl,17533:up|Ccl2,20296:up|Slpi,20568:up|Ednrb,1
response to other GO:00 2 89E-04/2 586203 3618:up]lfit3,15959:up|Ankrd1,107765:down|Clec4n,56620:up|Oas3,246727:up|Tnf,21926:up|Ptx3,19288:
organism 51707 ™ ' up|Lmcd1,30937:up|Cd24a,12484:down|Wnt5a,22418:down|Cd4,12504:up|Ccl12,20293:up|Ptgs2,19225:d
own|Cxcl9,17329:up|Oasl1,231655:uplfit1,15957:up|Tnfrsf11b,18383:up|Ptgir,19222:up|Clecde,56619:up
Adamts4,240913:down|Adm,11535:up|Hp,15439:up|Mrcl,17533:up|Ccl2,20296:up|Slpi,20568:up|Ednrb,1
response to external  [GO:00 2 89E-04/2 586203 3618:up]lfit3,15959:up|Ankrd1,107765:down|Clec4n,56620:up|Oas3,246727:up|Tnf,21926:up|Ptx3,19288:
biotic stimulus 43207 |~ ' up|Lmed1,30937:up|Cd24a,12484:down|Wnt5a,22418:down|Cd4,12504:up|Ccl12,20293:up|Ptgs2,19225:d
own|Cxcl9,17329:up|Oasl1,231655:uplfit1,15957:up|Tnfrsf11b,18383:up|Ptgir,19222:up|Clecde,56619:up
neural crest cell GO:00 2 89E-04/2 586203 Htr2b,15559:down|Ret,19713:up|Bmprla,12166:down|Aldhla2,19378:up|Ednrb,13618:up|Sema7a,20361:
development 14032 |™ ) down|Kitl,17311:up
cardiac ventricle GO:00 2 90E-04/2 586203 Col11a1,12814:down|Ptk7,71461:down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3,21814:up|Bmp4,
development 03231|™ ) 12159:up|Sfrp2,20319:up|Tgfb2,21808:down|Fgfr2,14183:up
Inhba,16323:down|Aldh1a2,19378:up|Sema7a,20361:down|Uchl5,56207:up|Shroom4,208431:down|Cxcl1
. GO:00 B B 2,20315:up|Cx3crl,13051:down|Serpine2,20720:up|Egfr,13649:down|Fgfr1,14182:down|Sfrp1,20377:up|N
brain development |17, |2.90E-04) 2.588-03 | 2 11 17967.down|Wnt5a,22418:down|Bmpria,12166:down|Bmpé, 12159:up|igf1,16000:up|Col3al, 12825:
down|Sfrp2,20319:up|Pcdh19,279653:down|Aldh1a3,56847:down|Fgfr2,14183:up
Wnt signaling .
pathway, planar cell go%gg 2.92E-04|2.59E-03 |Cthrc1,68588:down|Sfrp2,20319:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down
polarity pathway
regulation of .
establishment of gé)l?g 2.92E-04|2.59E-03 |Cthrc1,68588:down|Sfrp2,20319:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down
planar polarity
positive regulation of .
mesenchymal cell gz%gg 2.92E-04|2.59E-03 |Fgfrl,14182:down|Wnt5a,22418:down|Vegfa,22339:down|Bmprla,12166:down|Fgfr2,14183:up
proliferation
detection of
mechanical stimulus - 1GO:001, g5¢ 4|5 50 03 |Tnf 21926:up|Col11a1,12814:down|Htr2a 15558:down|Serpine2,20720:upligf1, 16000:up
involved in sensory 50974
perception
digestive tract GO:00 . . . . . .
morphogenesis 48546 3.01E-04|2.65E-03 |Sfrp2,20319:up|Egfr,13649:down|Sfrp1,20377:up|Wnt5a,22418:down|Fgfr2,14183:up|Bmp4,12159:up
regulation of nitric .
oxide biosynthetic S;igg 3.01E-04|2.65E-03 |Tnf,21926:up|Ptx3,19288:up|Ddah1,69219:down|Egfr,13649:down|Ptgs2,19225:down|Igf1,16000:up
process
regulation of cardiac  |GO:00 3.01E-04|2 65603 Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wisp1,22402:down|Fgfr2,14183:up|lgfl,160
muscle tissue growth {55021 |™ ) 00:up




positive regulation of

Ice1,218333:downl|FIrt2,399558:down|Sfrp4,20379:up|Ccl2,20296:up|C3,12266:up|Sema7a,20361:down|A
nkrd1,107765:down|Tnfrsf12a,27279:down|lgfbp3,16009:up|Trf,22041:up|Ptx3,19288:up|Cd24a,12484:do
wn|Wnt5a,22418:down|Bmp4,12159:up|lgf1,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Ret,19713:up|

cellular component gﬁgg 3.02E-04|2.66E-03 |Tgfb2,21808:down|Thbs2,21826:down|Prl2c2,18811:up|Efempl,216616:up|Ptk7,71461:.down|Dpys|3,2224
organization 0:down|Srpx2,68792:down|Cxcl12,20315:up|Plod2,26432:down|Vegfa,22339:down|Serpine2,20720:up|Igf
2,16002:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,14182:down|Has2,15117
:down|Grem1,23892:up|Ccl8,20307:up
mesenchymal- ~ |GO00 5 her 6415 67603 |Tnc,21923:down|Fgfr1, 14182:down|Wnt5a,22418:down
epithelial cell signaling |60638
positive regulation of
cell migration involved |GO:00|3 e 045 67¢ 03 |srpx2,68792:down|Vegfa 22339:down|Ptgs2,19225:down
in sprouting 90050
angiogenesis
convergent extension GO:00
involved in axis 60(528 3.06E-04|2.67E-03 |Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down
elongation
membranous septum | GO:0013 gee 045 67 03 |Tgfb2,21808:down|Fgfr2,14183:up|Bmpd, 12159:up
morphogenesis 03149 |~ ) ' ’ ' ' ' ’
lung vasculature GO:00 ) ' ) )
development 60426 3.06E-04|2.67E-03 |Vegfa,22339:down|Errfil,74155:down|lgfl,16000:up
sinale-organism GO'19 Tnf,21926:up|Gas6,14456:up|Akrlcl8,105349:up|Egfr,13649:down|C1lqtnf3,81799:down|Bmprla,12166:d
gle-org ‘-~ |3.15E-04(2.73E-03 |own|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:
nuclear import 02593 ;
up|Tgfb2,21808:down
rotein import into G000 Tnf,21926:up|Gas6,14456:up|Akrlcl8,105349:up|Egfr,13649:down|C1lqtnf3,81799:down|Bmprla,12166:d
P P .~ |3.15E-04|2.73E-03 |own|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:
nucleus 06606 .
up|Tgfb2,21808:down
rotein targeting to GO:00 Tnf,21926:up|Gas6,14456:up|Akrlcl8,105349:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:d
P geting S |3.15E-04]|2.73E-03 |own|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacaml,26365:up|Sfrp2,20319:
nucleus 44744 )
up|Tgfb2,21808:down
signal transduction in  |GO:00 Tnf,21926:up|Fgfrl,14182:down|Tgfb2,21808:down]|inhba,16323:down|Cx3cr1,13051:down|Kitl,17311:up|
’ 3.16E-04/|2.73E-03 .
absence of ligand 38034 Igf1,16000:up
extrinsic apoptotic . ) ) ) i ) ) )
signaling pathway in GO:00 316E-04|2.736-03 Tnf,21926.l.Jp|Fgfr1,14182.down|Tgfb2,21808.down|Inhba,16323.down|Cx30rl,13051.down|K|t|,17311.up|
) 97192 Igf1,16000:up
absence of ligand
regulation of GO:00 3.16E-04|2.736-03 Tnf,21926:up|Lpl,16956:up|C1lqtnf3,81799:down|Postn,50706:down|Wnt5a,22418:down|lI1rl1,17082:dow
chemokine production |32642 |~ ) n|Adipoq,11450:up
. GO:00 Inhba,16323:down|Bmprla,12166:down|Aspn,66695:down|Bmp4,12159:up|Rspo2,239405:up|Tnfrsfllb,1
odontogenesis 42476 | 321E-04|2.76E-03 | 035 | o IFam20a,208659-down|Fgfr2.14183-up
leukocyte apoptotic GO:00 3.21E-04|2.76E-03 Gas6,14456:up|Cd24a,12484:down|Wnt5a,22418:down|Bmp4,12159:up|Ceacam1,26365:up|Cxcl12,20315
process 71887 | ) :up|Tgfb2,21808:down|Kitl,17311:up
response to vitamin K S;.ng 3.26E-04|2.76E-03 |Gas6,14456:up|Postn,50706:down
negative regulation of
odontogenesis of GO:00 ) )
dentin-containing 42489 3.26E-04|2.76E-03 |Rspo2,239405:up|Tnfrsf11b,18383:up
tooth
cellular response to GO:00 . .
vitamin K 71307 3.26E-04|2.76E-03 |Gas6,14456:up|Postn,50706:down
lateral mesodermal cell |GO:00 ) )
fate specification 48377 3.26E-04|2.76E-03 |Fgfr1,14182:down|Bmprla,12166:down
fibroblast growth
factor receptor
signaling pathway GO:00 . .
involved in 35607 3.26E-04|2.76E-03 |Fgfrl,14182:down|Fgfr2,14183:up
orbitofrontal cortex
development
lateral mesodermal cell |GO:00 ) )
fate commitment 48372 3.26E-04|2.76E-03 |Fgfr1,14182:down|Bmprla,12166:down
orbitofrontal cortex GO:00 ) )
development 21769 3.26E-04|2.76E-03 |Fgfrl,14182:down|Fgfr2,14183:up
regulation of lateral GO:00
mesodermal cell fate 483;78 3.26E-04|2.76E-03 |Fgfrl,14182:down|Bmprla,12166:down
specification
positive regulation of GO:00
activation-induced cell 7 > |3.26E-04|2.76E-03 |Ceacam1,26365:up|Tgfb2,21808:down
0237
death of T cells
requlation of neuron Efempl,216616:up|PIxnd1,67784:up|Ptk7,71461:down|Dpysl3,22240:down|Sema7a,20361.down|Ankrd1,1
rg'ection GO:00 3.26E-04|2.76E-03 07765:down|Tnfrsf12a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:up|Plk2,20620:d
gevjelo ment 10975 (™ ' own|Cd24a,12484.down|Fgfrl,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|Bmp4,12159:up|Sfrp2,203
P 19:up|Crabp2,12904:down|Ret,19713:up
outflow tract septum  |GO:00 ) ) : )
morphogenesis 03148 3.27E-04|2.76E-03 |Tgfb2,21808:down|Bmprla,12166:down|Fgfr2,14183:up|Bmp4,12159:up
heat generation Sl%gg 3.27E-04|2.76E-03 |Tnf,21926:up|Ptgs2,19225:downl|ll1rn,16181:up|Ednrb,13618:up
GO:00 Tnf,21926:up|Gas6,14456:up|Akrlc18,105349:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:d
nuclear import A |3.29E-04|2.77E-03 |own|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:
51170 .
up|Tgfb2,21808:down
mesenchymal cell GO:00 Fgfrl,14182:down|Wnt5a,22418:down|Vegfa,22339:down|Bmprla,12166:down|Fgfr2,14183:up|Bmp4,121
) d 3.35E-04/|2.81E-03 .
proliferation 10463 59:up




positive regulation of

GO:00

chemokine production |32722 3.35E-04|2.81E-03 |Tnf,21926:up|Lpl,16956:up|Postn,50706:down|Wnt5a,22418:downl|lI1rl1,17082:down|Adipoq,11450:up
epithelial tube G000
branching involved in 60441 3.37E-04|2.83E-03 |Tnf,21926:up|Tnc,21923:down|Rspo2,239405:up|Fgfr2,14183:up|Bmp4,12159:up
lung morphogenesis
regulation of renal GO:00 ) B . . . . : .
system process 98801 3.37E-04|2.83E-03 |Gasb6,14456:up|Stc1,20855:up|Ednrb,13618:up|Anpep,16790:up|Adipoq,11450:up
. GO:00 ) ) Cthrc1,68588:down|Adm,11535:up|Sfrp1,20377:up|Ptk7,71461.down|Wnt5a,22418:down|Grem1,23892:u
tube formation 3514g |341E-04|1286E-03 | D1 1 9150-up|Sfrp2,20319:up|Ret, 19713:up|Vegfa,22339:down
cellular calcium ion G000 Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Ccl2,20296:up|Ednrb,13618:up|Ccl3,20302:up|Vdr,2233
homeostasis 06374 3.43E-04|2.87E-03 |7:down|Htr2a,15558:down|Fxyd1,56188:up|Glplr,14652:down|Cd24a,12484:down|Cd4,12504:up|Stc1,208
55:up|Bmp4,12159:up|Tgfb2,21808:down|Ptgir,19222:up
G000 Adamts4,240913:down|Adm,11535:up|Hp,15439:up|Mrcl,17533:up|Ccl2,20296:up|Slpi,20568:up|Ednrb,1
response to bacterium 09617 3.45E-04|2.87E-03 |3618:up|Ankrd1,107765:down|Tnf,21926:up|Cd24a,12484:down|Cd4,12504:up|Ccl12,20293:up|Wnt5a,22
418:down|Ptgs2,19225:down|Cxcl9,17329:up|Ptgir,19222:up|Tnfrsf11b,18383:up|Clecde,56619:up
divalent metal ion G000 Htr2b,15559:down|Vdr,22337:down|Cxcl12,20315:up|Htr2a,15558:down|Slc40a1,53945:up|Gas6,14456:u
transport 70858 3.70E-04|3.08E-03 |p|Trf,22041:up|Glplr,14652:down|Cd4,12504:up|Ccl12,20293:up|Stcl,20855:up|Ptgs2,19225:down|Ccl4,2
P 0303:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|S100a1,20193:up
endochondral bone GO:00 : . . . . . .
morphogenesis 60350 3.72E-04|3.09E-03 |Serpinh1,12406:down|Alpl,11647:up|Stc1,20855:up|Bnc2,242509:down|Mmp13,17386:up|Bmp4,12159:up
chemokine production GO:00 3.74E-04|3 106203 Tnf,2A1926:up|Lp.|,16956:up|C1qtnf3,81799:down|Postn,50706:down|Wnt5a,22418:down|l|1r|1,17082:dow
32602 n|Adipoq,11450:up
cellular transition GO:00 374E-04|3.106-03 Trf,22041:up|Fam132b,227358:down|Hmox1,15368:up|Tfrc,22042:up|Mt2,17750:up|Slc40al1,53945:up|Mt
metal ion homeostasis {46916 |~ ) 1,17748:up
GO:00 Pparg,19016:up|Sfrp1,20377:up|Wnt5a,22418:down|Ptgs2,19225:down|lgfl,16000:up|Adipoq,11450:up|S
fat cell differentiation 454'44 3.76E-04|3.11E-03 |frp2,20319:up|Fabp4,11770:up|Vegfa,22339:down|Htr2a,15558:down|Medag,70717:down|Enpp1,18605:d
own
Fstl3,83554:down|Ly9,17085:up|Ccl2,20296:up|Ctla2a,13024:down|Srpx2,68792:down|Cxcl12,20315:up|V
GO:00 egfa,22339:down|Serpine2,20720:up|lgf2,16002:up|Tnf,21926:up|Egfr,13649:down|Cd24a,12484:down|N
cell-cell adhesion 98609 3.78E-04|3.11E-03 |cam1,17967:down|Has2,15117:down|Wnt5a,22418:down|Cd4,12504:up|ll1rn,16181:up|Tfrc,22042:up|Adi
poq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Pcdh19,279653:down|Ret,19713:up|Tgf
b2,21808:down|Cdsn,386463:up|Npnt,114249:up|Plpp3,67916:up|Tnfsf9,21950:up|Clecde,56619:up
developmental process Adm,11535:up|Inhba,16323:down|Gjb5,14622:down|Epasl,13819:up|Vdr,22337:down|Cxcl12,20315:up|V
involve% in P GO:00 3.78E-04|3.126-03 egfa,22339:down|Mmp2,17390:down|Serpine2,20720:up|Pparg,19016:up|Alpl,11647:up|Egfr,13649:down
reproduction 03006 |~ ’ |Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Bmprla,12166:down|Ptgs2,19225:down|Bmp4,12
P 159:up|lgfl,16000:up|Sfrp2,20319:up|Tnc,21923:down|Fgfr2,14183:uplKitl,17311:up
requlationof ~|GO:2015 g7p 0413 188 03 | Cxcl14,57266:down|Cxcl12,20315:up|Wnt5a,22418:down|Cel12,20293:up| Cel4,20303:up
lymphocyte migration 00401
negative regulation of GO:00
innate immune 45824 3.87E-04|3.18E-03 |Ceacam1,26365:up|Pparg,19016:up|Clec2d,93694:up|Serping1,12258:up|lgf2,16002:up
response
divalent inorganic GO:00 Htr2b,15559:down|Vdr,22337:down|Cxcl12,20315:up|Htr2a,15558:down|Slc40a1,53945:up|Gas6,14456:u
cation trans %rt 725'11 3.94E-04|3.23E-03 |p|Trf,22041:up|Glplr,14652:down|Cd4,12504:up|Ccl12,20293:up|Stcl,20855:up|Ptgs2,19225:down|Ccl4,2
P 0303:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|S100a1,20193:up
positive regulation of G020
cardiac muscle cell 007'27 4.03E-04{3.29E-03 |Wisp1,22402:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up
differentiation
positive regulation of GO:00
lymphocyte apoptotic 702'30 4.03E-04{3.29E-03 |Ceacam1,26365:up|Cd24a,12484:down|Wnt5a,22418:down|Tgfb2,21808:down
process
adaptive immune
response based on
Z?Tnf;'&eecfe”;g’lgtrf” GO00|, poc_o4l3.506.03 |TN21926:up|Cd24a,12484:down|Ly9,17085:up|Cd4,12504:up|C3,12266:up|C1rb,667277:up|Tfrc,22042:u
built from P 02460 | ' p|Serping1,12258:up|C1s1,50908:up|Vegfa,22339:down|C1s2,317677:up|ll1rl1,17082:down
immunoglobulin
superfamily domains
salivary gland GO:00 . . . . .
morphogenesis 07435 4.43E-04(3.61E-03 |Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|PIxnd1,67784:up|Fgfr2,14183:up
negative regulation of GO:00
viral genome 450'71 4.43E-04{3.61E-03 |Ceacam1,26365:up|Tnf,21926:up|Oasl1,231655:up|Slpi,20568:up|Oas3,246727:up
replication
neqative regulation of FIrt2,399558:down|Sfrp4,20379:up|Aspn,66695:down|Fabp4,11770:up|lgfbp3,16009:up|Cd109,235505:do
réqtein mogification GO:00 4 46F-04/3.63E-03 wn|Lrrc15,74488:down|Nxn,18230:down|Tnf,21926:up|Sfrp1,20377:up|Grem1,23892:up|Adipoq,11450:up
process 31400 | ' [Bmp4,12159:up|lgfl,16000:up|Ceacaml,26365:up|Sfrp2,20319:up|Prkar2b,19088:up|Plpp3,67916:up|Errf
P i1,74155:down|Enpp1,18605:down
diterpenoid GO:00 } ) )
biosynthetic process 16102 4.53E-04|3.65E-03 |Akr1c18,105349:up|Aldhla2,19378:up|Aldhla3,56847:down
cellular response to GO:00 . ' ) ' )
interferon-alpha 35457 4.53E-04(3.65E-03 |Gas6,14456:upllfitl,15957:upl|Ifit3,15959:up
extracellular fibril GO:001, 5ok 04/365E-03 |Ltbp2,16997:down|Col5al,12831:down|Col3al,12825:down
organization 43206
regulation of alkaline |GO:00 ) ) )
phosphatase activity |10692 4.53E-04|3.65E-03 |Tnf,21926:up|Tgfb2,21808:down|Npnt,114249:up
retinoic acid GO:00 ) ) )
biosynthetic process 02138 4.53E-04|3.65E-03 |Akr1c18,105349:up|Aldhla2,19378:up|Aldhla3,56847:down
regulation of fever GO:00 ) ) )
generation 31620 4.53E-04|3.65E-03 |Tnf,21926:up|Ptgs2,19225:down|Ednrb,13618:up
regulation of heart GO:00 455E-04/3.67E-03 Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wisp1,22402:down|Fgfr2,14183:up|lgfl,160
growth 60420 | ' 00:up




Sfrp4,20379:up|Gpm6b,14758:up|Htr2a,15558:down|Serpine2,20720:up|Anpep,16790:up|Kdelr3,105785:

negative regulation of |GO:00 4.84E-04/3.89E-03 down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Hmox1,15368:up|Sfrp1,20377:up|CLlqtnf3,81799:dow
transport 51051 ("~ ' n|ll1rn,16181:up|Stc1,20855:up|Ptgs2,19225:down|Adipog,11450:up|Maob,109731:up|Tgfb2,21808:down
|[Enpp1,18605:down
Kng1,16644:up|FIrt2,399558:down|Hp,15439:up|Sfrp4,20379:up|SIpi,20568:up|Cst7,13011:up|Aspn,66695:
negative regulation of |GO:00 down|Tfpi2,21789:down|Fabp4,11770:up|Vegfa,22339:down|Serpine2,20720:up|Cd109,235505:downl|Lrrc
molecular function 440'92 4.88E-04(3.92E-03 |15,74488:down|Tnf,21926:up|Gas6,14456:up|Pparg,19016:up|Ptx3,19288:up|Hmox1,15368:up|Sfrp1,2037
7:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacaml,26365:up|Sfrp2,20319:up|Serpingl,12258:
up|Serpina3g,20715:up|Tgfb2,21808:down|Prkar2b,19088:up|Errfil,74155:down
Qslrlnsrt;ﬁg'r‘;tt'ig;tem %04'%’ 4.91E-04[3.936-03 [Sfrp2,20319:up|Prg4,96875:down|Wint5a,22418:down|Kitl, 17311:up
negative regulation of |GO:00 Kngl,16644:up|Ga56,14456:up|SIpi,20568:up|_Cst7,13011:up|PIat,;L8791:down|Tfpi2,21789:down|Igf1,160Q
roteolvsis 45861 4.94E-04|3.96E-03 |0:up|Ctla2a,13024:down|Sfrp2,20319:up|Serpingl,12258:up|Serpina3g,20715:up|Vegfa,22339:down|Serpi
proteoly ne2,20720:up|Cd109,235505:down
! ) ) Tnf,21926:up|Pparg,19016:up|Kngl,16644:up|Gas6,14456:up|Slpi,20568:up|Cst7,13011:up|Tfpi2,21789:do
;i%t‘/!f“o” of peptidase 22%2? 5.00E-04|4.00E-03 [wn|IgfL,16000:up|Sfrp2,20319:up|Serping,12258:up|Serpina3g,20715:up|Vegfa,22339:down|Serpine2,20
Y 720:up|Cd109,235505:down|F3,14066:up
Htr2b,15559:downllcel,218333:down|Ccl2,20296:up|Ccl3,20302:up|Mmp13,17386:up|Ankrd1,107765:do
wn|Gpm6b,14758:up|Clec4n,56620:up|Postn,50706:down|Lrrcl5,74488:down|Kdelr3,105785:down|Gas6,
regulation of protein  [GO:00 5 04E-04|2.026-03 14456:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Lpl,16956:up|Sfrp1,20377:up|Clqtnf3,81799:
localization 32880 | ' down|Wnt5a,22418:down|Bmprla,12166:down|Ptgs2,19225:down|Grem1,23892:up|Adipoq,11450:up|Bm
p4,12159:up|lgf1,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:down|lI1rl1,17082:down|Clec
4e,56619:up
grf%arf'rr‘;;igg'ft“on of 8307;2 5.05E-04[4.02E-03 |Tnf,21926:up|Gpm6b,14758:up|Sfrp4,20379:up|ll1rn, 16181:up|Maob,109731:up
cellular iron jon CO0015 05E-04[4.02E-03 |Trf,22041:up|Fam132b,227358:down|Hmox1, 15368:up|Tfrc,22042:up|Slc40a1, 53945:up
homeostasis 06879
cardiac chamber GO:00 5.00E-04)4.136-03 Coll1a1,12814:down|PIxnd1,67784:up|Ptk7,71461:down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3
development 03205 |™ ) ,21814:up|Bmp4,12159:up|Sfrp2,20319:up|Tgfb2,21808:down|Fgfr2,14183:up
Cthrc1,68588:down|Adm,11535:up|FIrt2,399558:down|Lama2,16773:down|Efemp1,216616:up|Plxnd1,677
84:up|Ptk7,71461:down|Dpysl3,22240:down|Ednrb,13618:up|Sema7a,20361:down|Ankrd1,107765:down|
neuron development GO:00 5.36E-04/4.256-03 Tnfrsf12a,27279:down|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|Mmp2,17390:down|Serpin
48666 | ’ €2,20720:up|PIk2,20620:down|Cd24a,12484:down|Egfr,13649:down|Fgfr1,14182:down|Ncam1,17967:do
wn|Sfrp1,20377:up|Wnt5a,22418:down|Bmp4,12159:up|Sfrp2,20319:up|Crabp2,12904:down|Tnc,21923:d
own|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up
;i%‘;f)t(':o{‘ogfasmic GO:00|c o oalas7e.0g [TF21926:Up|Gas6, 14456:up|Egfr,13649:down|C1qtnf3,81799:down|Bmpria, 12166:down|Ptgs2,19225:do
transporyt 46822 |™ ' wn|Grem1,23892:up|lgf1,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up
artery morphogenesis S&%SA? 5.53E-04]4.376-03 glpyggq,15446:up|Vegfa,22339:down|Tgfb2,21808:down|Bmprla,12166:down|Col3a1,12825:down|Bmp4,1
up
B:g's‘;/r?tﬂgic rocess g(%gg 5.53E-04|4.37E-03 | Tnf,21926:up|Ptx3,19288:up|Ddah1,69219:down|Egfr,13649:down|Ptgs2,19225:down|Igf1, 16000:up
! GO:00 Tnf,21926:up|Egfr,13649:down|inhba,16323:down|Ptgs2,19225:down|Hpse,15442:up|Tgfb2,21808:down|
molting cycle 42303 |>-2°F-04|4.38E-03 |05 14183-up|Cd109,235505:down
. GO:00 Tnf,21926:up|Egfr,13649:down|inhba,16323:down|Ptgs2,19225:down|Hpse,15442:up|Tgfb2,21808:down|
hair cycle 42633 |>-2°F-04|4.38E-03 | 05 14183up|Cd109,235505:down
artery development g(%jr)g 5.586-04/4 39F-03 ;;ggdgﬁ;igz|1P2I>ir;g:1£)7784.up|Vegfa,22339.dovvn|Tgfb2,21808.dovvn|Bmprla,12166.down|CoI3al,128
;%%peeg:tt:;i Sl%gg 5.73E-04|4.50E-03 |Tnf,21926:up|Htr2a,15558:down|Ptgs2,19225:down|l1rn,16181:up|Ednrb,13618:up
positive regulation of GO:00
nitric oxide 454'29 5.73E-04|4.50E-03 |Tnf,21926:up|Ptx3,19288:up|Ddah1,69219:down|Egfr,13649:down|Ptgs2,19225:down
biosynthetic process
. . GO:00 Grem1,23892:up|Ninj1,18081:up|Col3al,12825:down|Gpm6b,14758:up|Sned1,208777:up|Postn,50706:do
cell-matrix adhesion {576 5.75E-04(4.51E-03 | 1 ce 15442 up|Vegfa,22339:down|Npnt 1 14249-up|Adamis12,239337:down
response to GO:00 5.756-04/4 51F-03 Tnf,21926:up|Adm,11535:up|Mrcl,17533:up|Ccl2,20296:up|Ccl12,20293:up|Ptgs2,19225:down|SIpi,20568:
lipopolysaccharide 32496 |~ ) up|Ednrb,13618:up|Ankrd1,107765:down|Cxcl9,17329:up|Tnfrsf11b,18383:up|Ptgir,19222:up
GO:00 Fgfrl,14182:down|Egfr,13649:down|Ncam1,17967:down|Wnt5a,22418:down|Inhba,16323:down|Bmprla,
forebrain development 309'00 5.90E-04|4.60E-03 |12166:down|Aldhla2,19378:up|Sema7a,20361:down|Col3al,12825:down|Bmp4,12159:up|Uchl5,56207:u
p|Cxcl12,20315:up|Aldh1a3,56847:down|Cx3crl,13051:down|Fgfr2,14183:up
negative regulation of
fnpe'ii"cﬂytram %)7'?8 5.91E-04|4.60E-03 |Sfrp2,20319:up|Sfrp1,20377:up|Tgfb2,21808:down|Tgfbr3,21814:up
transition
positive regulation of GO:00
cardiac muscle cell 60645 5.91E-04|4.60E-03 |Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Fgfr2,14183:up
proliferation
:;aggﬂhe;ﬁgr%a“o” of g(%gg 5.91E-04/|4.60E-03 [Tnc,21923:down|Wnt5a,22418:down|Fgfr2,14183:up|Bmp4,12159:up
regulation of GO:20 5.92E-04)4 60E-03 Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,22418:down|Inhba,16323:down|Ednrb,13618:up|Plat,18791:do
reproductive process 00241 |~ ) wn|lgf1,16000:up|Bmp4,12159:up|Fgfr2,14183:up
humoral immune GO:00 5.93E-04l4 61F-03 Tnf,21926:up|Adm,11535:up|C3,12266:up|Clrb,667277:up|SIpi,20568:up|Serpingl,12258:up|C1s1,50908:
response 06959 |~ ) up|C1s2,317677:up
negative regulation of |GO:00 6.02E-04|4.676-03 Ceacam1,26365:up|Tnf,21926:up|Ptx3,19288:up|Oasl1,231655:up|Slpi,20568:up|Oas3,246727:up|Ccl4,203
viral process 48525 | ) 03:up
negative regulation of [GO:00 Tnf,21926:up|Kngl,16644:up|Gas6,14456:up|Ptx3,19288:up|SIpi,20568:up|Cst7,13011:up|Tfpi2,21789:dow
hydrolase activity 513;46 6.10E-04|4.73E-03 |n|lgf1,16000:up|Sfrp2,20319:up|Serpingl,12258:up|Serpina3g,20715:up|Vegfa,22339:down|Tgfb2,21808:

down|Serpine2,20720:up|Cd109,235505:down




regulation of cellular

GO:00

Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|C3,1
2266:up|Ankrd1,107765:down|Lyl1,17095:up|lgfbp3,16009:up|Cd109,235505:down|LoxI2,94352:down|Plk
2,20620:down|LoxI3,16950:down|Trf,22041:up|Cd24a,12484.down|Wnt5a,22418:down|ll1rn,16181:up|Ma
0b,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|F3,1406
6:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,16644:up|Prl2c2,18811:up|Dram1,71712:up|Efemp1,216616
:up|Ccl6,20305:up|SIpi,20568:up|Aspn,66695:down|Vdr,22337:down|Fabp4,11770:up|Fam132b,227358:d
own|Htr2a,15558:down|0as3,246727:up|Slc40al1,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrpl,20377:
up|C1qtnf3,81799:down|Tgfbr3,21814:up|Tfrc,22042:up|Ceacaml,26365:up|Ccl8,20307:up|Sfrp2,20319:u
p|Serpina3g,20715:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|S100

metabolic process 31323 6.35E-04|4.89E-03 |a1,20193:up]lcel,218333:down|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Cst7,13011:up|Ednrb,13
618:up|Sema7a,20361:down|Epasl,13819:up|Htra3,78558:down|Uchl5,56207:up|Ddah1,69219:down|Sdp
r,20324:down|Ptx3,19288:up|Akrlc18,105349:up|Bmprla,12166:down|Ccl12,20293:up|Ccl4,20303:up|Ret,
19713:up|Prg4,96875:down|Plpp3,67916:up|Creb3l1,26427:down|Kitl,17311:up|Hp,15439:up|Ccl9,20308:
up|Iinhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Plat,18791:down|Ccl3,20302:up|Tfpi2,21789:
down|Ctla2a,13024:down|Srpx2,68792:down|Crlf1,12931:down|Plod2,26432:down|Vegfa,22339:down|Ser
pine2,20720:up|Lrrc15,74488:down|Nxn,18230:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Glplr,1
4652:down|Lmcd1,30937:up|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2
,19225:down|Grem1,23892:up|Phf11d,219132:up|Tbx15,21384:down|Serpingl,12258:up|Errfil,74155:do
wn|Enppl,18605:down

positive regulation of G000

hair follicle 51?98 6.38E-04|4.89E-03 |Tnf,21926:up|Tgfb2,21808:down|Hpse,15442:up

development

prostatic bud G000\ 5 38¢-04|4.89E-03  [Sulf1,240725:down|Wnt5a 22418:down|Bmp4, 12159:up

ormation 60513

terpenoid biosynthetic |GO:00|¢ 35¢ 414 8oE_03 [Akr1c18,105349:up|Aldh1a2,19378:up|Aldh1a3,56847:down

process 16114

lung-associated GO:00

mesenchyme 60484 6.38E-04|4.89E-03 |Fgfrl,14182:down|Ptk7,71461:down|Fgfr2,14183:up

development

positive regulation of

gi‘t‘(')':rggsp@t’gfwm f:%gg 6.38E-04(4.89E-03 |Igfbp4,16010:up|igfbp3,16009:upligf1,16000:up

signaling pathway

bone mineralization GO:00

involved in bone 35630 6.38E-04|4.89E-03 |Fam101b,76566:down|Grem1,23892:up|lgf1,16000:up

maturation

negative regulation of GO:00

protein 319'53 6.38E-04|4.89E-03 |Errfil,74155:down|Enpp1,18605:down|Adipoq,11450:up

autophosphorylation
Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|lgfbp3,16009:up|Cd109,235505:down|L
ox12,94352:down|Plk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Mark1,226778:u
plll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up|Htr2
b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Saa3,20210:up|Fabp4,11770:up|Htr2a
,15558:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Cea

rotein modification G000 cam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:u

p 2'11 6.47E-04|4.94E-03 |p|Prkar2b,19088:up|Neurl3,214854:down|Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Pdgfc,54635:dow

process 36 n|Pdzrn3,55983:down|Sema7a,20361:down|Uchl5,56207:up|Ddah1,69219:down|Dok2,13449:up|Man2a2,
140481:up|Mamdc2,71738:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Vegf
b,22340:up|Sdf211,64136:up|Plpp3,67916:up|Kitl,17311:up|P4hal,18451:down|Ccl9,20308:up|Inhba,16323
:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Lrrc15,74488:down|lgf2,16002:up|Nxn,18230:
down|Tnf,21926:up|Fgfrl,14182:down|Cd4,12504:up|Grem1,23892:up|Col3al,12825:down|Errfil,74155:d
own|Enppl,18605:down
Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|lgfbp3,16009:up|Cd109,235505:down|L
ox12,94352:down|Plk2,20620:down|Trf,22041:up|Cd24a,12484:.down|Wnt5a,22418:down|Mark1,226778:u
plli1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up|Htr2
b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Saa3,20210:up|Fabp4,11770:up|Htr2a
,15558:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Cea

cellular protein GO:00 cam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Fam?20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:u

modification process 06464 6.47E-04|4.94E-03 |p|Prkar2b,19088:up|Neurl3,214854:down|Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Pdgfc,54635:dow
n|Pdzrn3,55983:down|Sema7a,20361:down|Uchl5,56207:up|Ddah1,69219:down|Dok2,13449:up|Man2a2,
140481:up|Mamdc2,71738:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Vegf
b,22340:up|Sdf211,64136:up|Plpp3,67916:up|Kitl,17311:up|P4hal,18451:down|Ccl9,20308:up|Inhba,16323
:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Lrrc15,74488:down|lgf2,16002:up|Nxn,18230:
down|Tnf,21926:up|Fgfrl,14182:down|Cd4,12504:up|Grem1,23892:up|Col3al,12825:down|Errfil,74155:d
own|Enpp1,18605:down

vascular endothelial GO:00

growth factor receptor 48610 6.48E-04|4.94E-03 |Sulf1,240725:down|Vegfa,22339:down|Ccl2,20296:up|Figf,14205:up|Bmp4,12159:up

signaling pathway

negative regulation of GO:00

smooth muscle cell 48662 6.48E-04|4.94E-03 |Pparg,19016:up|Hmox1,15368:up|Ptgir,19222:up|lgfbp3,16009:up|Adipog,11450:up

proliferation
Pri2c2,18811:up|Ptk7,71461:down|Dpysl3,22240:down|Sema7a,20361:down|Ankrd1,107765:down|Tnfrsfl

positive regulation of |GO:00 6.50E-04/4.956-03 2a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|Cx3crl,13051:down|Serpine2,20720:up|Pparg,19016:

neurogenesis 50769 | ' up|Trf,22041:up|Cd24a,12484:down|Fgfrl,14182:down|Wnt5a,22418:down|Bmp4,12159:up|Crabp2,1290
4:down|Ret,19713:up

hexose metabolic GO:00 6.60E-04/5.026-03 Tnf,21926:up|lgfbp4,16010:up|Fabp5,16592:up|C1lqtnf3,81799:down|lgfl,16000:up|Adipog,11450:up|Sor

process 19318 | ' d,20322:up|lgfbp3,16009:up|Enppl,18605:down|Igf2,16002:up|Man2a2,140481:up

eytosolic calcium ion |G0O:00 Htr2b,15559:down|Kng1,16644:up|Glplr,14652:down|Fxyd1,56188:up|Adm,11535:up|Cd24a,12484:down

homeostasis 51480 6.65E-04|5.04E-03 ||Cd4,12504:up|Ednrb,13618:up|Ccl3,20302:up|Bmp4,12159:up|Tgfb2,21808:down|Htr2a,15558:down|Ptgi

r,19222:up




regulation of blood GO:00 6.66E-04/5.04E-03 Pparg,19016:up|Gas6,14456:up|Glplr,14652:down|Colla2,12843:down|Hmox1,15368:up|Ptgs2,19225:do
pressure 08217 |~ ' wn|Ednrb,13618:up|Adipoq,11450:up|Ddah1,69219:down|Postn,50706:down
pathway-restricted ) ) ) ) ) )
SMAD protein g(%gg 6.67E-04|5.04E-03 ;gflJbZ,ZlBOB.down|Inhba,16323.down|Bmprla,12166.down|Tgfbr3,21814.up|Greml,23892.up|Bmp4,121
phosphorylation up
mesoderm formation 88(())5) 6.676-04/5.04E-03 232%20319:up|Fgfr1,14182:down|Wnt5a,22418:down||nhba,16323:down|Bmprla,12166:down|Bmp4,121
:Cr)w(:f:ggleh:i\%u'?gtoe?n()f GO00| ¢ 776 oals 10803 |TN21926:up|Gas6,14456:uplice1,218333:down| Egfr,13649:down|Bmprla, 12166:down|Ccl2,20296:up|Ptg
transport P 90316 |~ ' 52,19225:down|Grem1,23892:up|lgf1,16000:up|Bmp4,12159:up|Ceacaml,26365:up|Sfrp2,20319:up
neqative requlation of FIrt2,399558:down|Sfrp4,20379:up|Aspn,66695:down|Fabp4,11770:up|lgfbp3,16009:up|Cd109,235505:do
hgs horugmetabolic GO:00 6.92E-04|5.206-03 wn|Lrrcl5,74488:down|Tnf,21926:up|Sfrp1,20377:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up||
procgss 10563 | ' gf1,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:down|Prkar2b,19088:up|Plpp3,67916:up|Er
P rfil,74155:down|Enpp1,18605:down
neqative requlation of FIrt2,399558:down|Sfrp4,20379:up|Aspn,66695:down|Fabp4,11770:up|lgfbp3,16009:up|Cd109,235505:do
hgs hate ?netabolic GO:00 6.92E-04|5.206-03 wn|Lrrcl5,74488:down|Tnf,21926:up|Sfrp1,20377:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|!
procgss 45936 | ' gf1,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:down|Prkar2b,19088:up|Plpp3,67916:up|Er
P rfil,74155:down|Enpp1,18605:down
G000 Htr2b,15559:down|Gas6,14456:up|Glplr,14652:down|Ccl12,20293:up|Cd4,12504:up|Ptgs2,19225:down|St
calcium ion transport 06316 6.95E-04|5.22E-03 |c1,20855:up|Ccl4,20303:up|lgfl,16000:up|Bmp4,12159:up|Vdr,22337:down|Cxcl12,20315:up|Tgfb2,21808
:down|Htr2a,15558:down|S100a1,20193:up
epithelial tube GO:00 Cthrc1,68588:down|Adm,11535:up|Sfrp1,20377:up|Ptk7,71461.down|Wnt5a,22418:down|Grem1,23892:u
6.98E-04|5.23E-03
formation 721757 ' p|Bmp4,12159:up|Sfrp2,20319:up|Ret,19713:up
embryonic epithelial  |GO:00 Cthrc1,68588:down|Adm,11535:up|Sfrp1,20377:up|Ptk7,71461.down|Wnt5a,22418:down|Grem1,23892:u
6.98E-04|5.23E-03
tube formation 01838~ ' p|Bmp4,12159:up|Sfrp2,20319:up|Ret,19713:up
positive regulation of |GO:00 6.99E-04|5.236-03 Fgfrl,14182:down|Egfr,13649:down|Pdgfc,54635:down|Grem1,23892:up|Kitl,17311:up|lgfl,16000:up|Bmp
DNA replication 45740 ' 4,12159:up
type B pancreatic cell |GO:00 . . . : .
proliferation 44342 7.05E-04|5.25E-03 |Igfbp4,16010:up|Sfrp1,20377:up|lgfbp3,16009:up|Errfil,74155:down
regulation of GO:00 ) . . )
osteoblast proliferation |33688 7.05E-04|5.25E-03 |Cthrc1,68588:down|Sfrp1,20377:up|Hpse,15442:up|Grem1,23892:up
positive regulation of
vascular endothelial GO:00 ) ) ) )
growth factor 10575 7.05E-04|5.25E-03 |Sulf1,240725:down|Hpse,15442:up|C3,12266:up|Ptgs2,19225:down
production
requlation of leukocyte |GO:19 Tnf,21926:up|Cd24a,12484:down|Has2,15117:down|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,1600
9 . vt > |7.16E-04]5.33E-03 |0:up|Bmp4,12159:up|Ctla2a,13024:down|Ceacam1,26365:up|Cxcl12,20315:up|lgf2,16002:up|Tnfsf9,21950
cell-cell adhesion 03037 up
car development GO:00 7 20E-04/5.35E-03 Cthrc1,68588:down|Cxcl14,57266:down|Fgfr1,14182:down|Col11al,12814:down|Ptk7,71461:.down|Wntba
P 43583 | ) ,22418:down|lgf1,16000:up|Bmp4,12159:up|Mcoln3,171166:up|Aldh1a3,56847:down|Fgfr2,14183:up
salivary gland GO:00 ) ) ) ) .
development 07431 7.30E-04|5.41E-03 |Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|PIxnd1,67784:up|Fgfr2,14183:up
complement activation 560922 7.30E-04|5.41E-03 |C1s1,50908:up|Serpingl,12258:up|C1s2,317677:up|C3,12266:up|Clrb,667277:up
Eﬁ;‘;’ﬁ;ig;'ﬂ“ﬂ??oﬁf GO00|; aac 04ls 40p_ga |Hir2D,15559:down|Kng1,16644:up|Glplr,14652:down|Adm, 11535:up|Cd24a,12484:down|Cd4, 12504:up|E
cgncentration 07204 | ' dnrb,13618:up|Ccl3,20302:up|Bmp4,12159:up|Tgfb2,21808:down|Htr2a,15558:down|Ptgir,19222:up
homeostasis of GO:00 Cd24a,12484:down|Hmox1,15368:up|Inhba,16323:down|Tgfbr3,21814:up|Ccl2,20296:up|Ampd3,11717:u
- |7.43E-04|5.48E-03 |p|Epasl,13819:up|Bmp4,12159:up|Ceacaml,26365:up|Vegfa,22339:down|Tgfb2,21808:down|SlIc40al,539
number of cells 48872 45-up|Kitl. 17311:up
Adm,11535:up|inhba,16323:down|Aldh1a2,19378:up|Htr2a,15558:down|lIgf2,16002:up|Pparg,19016:up|T
regulation of hormone |GO:00 7 456-04|5.50E-03 nf,21926:up|Akrlc18,105349:up|Glplr,14652:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|C
levels 10817 | ' 1qgtnf3,81799:down|ll1rn,16181:up|Adipoq,11450:up|lgfl,16000:up|Crabp2,12904:down|Aldh1a3,56847:d
own
regulation of leukocyte |GO:00 7 52E-04/5.54E-03 Cd24a,12484:down|Ccl12,20293:up|Cd4,12504:up|Tfrc,22042:up|Grem1,23892:up|lgf1,16000:up|Bmp4,12
proliferation 70663 | ' 159:up|Ceacam1,26365:up|lgf2,16002:up|Kitl,17311:up|Tnfsf9,21950:up
Htr2b,15559:down|Tfec,21426:up|Ccl2,20296:up|Plat,18791:down|Epasl,13819:up|Ankrd1,107765:down|
response to abiotic GO:00 Nabp1,109019:down|Vegfa,22339:down|Htr2a,15558:down|Hspb7,29818:up|Mmp2,17390:down|Serpine
stirgulus 09628 7.66E-04|5.63E-03 |2,20720:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|Hvcn1,74096:up|Egfr,13649:down|Cd24a,12
484:down|Col11al,12814:down|Hmox1,15368:up|Mme,17380:up|Sfrp1,20377:up|lgfl,16000:up|Col3al,1
2825:down|Sfrp2,20319:up|Tgfb2,21808:down
l‘;%slg‘c’et;eg:l:atc';:“ °f lco19 7 695041565503 |Tf:21926:up|Cd24a,12484:down|Has2,15117:down|Ccl2,20296:up|Cd4,12504:up| Tfrc,22042:upllgf1,1600
adhesizn 03039 | ' 0:up|Ceacam1,26365:up|lgf2,16002:up|Tnfsf9,21950:up
renal system GO:00 Fgfrl,14182:down|Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Aldh1a2,19378:up|Grem1,2389
A | 7.70E-04]|5.65E-03 |2:up|Bmp4,12159:up|Adipoq,11450:up|Crlf1,12931:down|Ret,19713:up|Vegfa,22339:down|Npnt,114249:
development 72001 up|Fgfr2.14183up
Igfbp4,16010:up|lcel,218333:down|FIrt2,399558:down|PIxnd1,67784:up|Sfrp4,20379:up|Ccl2,20296:up|C
3,12266:up|Sema7a,20361:down|Ankrd1,107765:down|Htra3,78558:down|Tnfrsf12a,27279:down|Gpm6b,
14758:up|Postn,50706:down|lgfbp3,16009:up|PIk2,20620:down|Trf,22041:up|Ptx3,19288:up|Cd24a,12484
requlation of cellular :down|Ncam1,17967:down|Wnt5a,22418:down|Ccl12,20293:up|Wisp1,22402:down|Adipoq,11450:up|Bm
co?n onent GO:00 7 876-04|5.776-03 p4,12159:up|lgf1,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Ret,19713:up|Tgfb2,21808:down|Fgfr2,1
P 51128 ' 4183:up|Thbs2,21826:down|Prl2c2,18811:up|Efemp1,216616:up|Ptk7,71461:down|Inhba,16323:down|Dp

organization

ysI3,22240:down|Ccl3,20302:up|Srpx2,68792:down|Plod2,26432:down|Cxcl12,20315:up|Vegfa,22339:dow
n|Serpine2,20720:up|Lrrcl5,74488:down|lgf2,16002:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Lmc
d1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Has2,15117:down|Sfrp1,20377:up|Tgfbr3,21814:up|Gre
m1,23892:up|Ccl8,20307:up|Sfrp2,20319:up|Col5al,12831:down|Enppl,18605:down




Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Aldhla2,19378:up|Figf,14205:up|Ednrb,13618:up|Se
ma7a,20361:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Postn,50706:down|Plk2,20620:down|Cd2
4a,12484:down|Ncam1,17967:down|Wnt5a,22418:down|Bmp4,12159:up|Crabp2,12904:down|Tnc,21923:

neuron differentiation gé)lgg 7.88E-04|5.77E-03 |down|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up|Cthrcl,68588:down|Lama2,16773:down|Efemp1,2
16616:up|Ptk7,71461:down|Inhba,16323:down|Dpysl3,22240:down|Cxcl12,20315:up|Vegfa,22339:down|S
erpine2,20720:up|Mmp2,17390:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Sfrp2,20319:up
[Mcoln3,171166:up|Rspo2,239405:up
bone resorption Sfagg 7.97E-04|5.80E-03 |Ceacam1,26365:up|Trf,22041:up|Egfr,13649:down|Vegfa,22339:down|Tfrc,22042:up|Tnfrsf11b,18383:up
neuroblast GO:00 Prl2c2,18811:up|Fgfrl,14182:down|Cd24a,12484:down|Vegfa,22339:down|Cx3crl1,13051:down|Fgfr2,141
. - 7.97E-04|5.80E-03 ;
proliferation 07405 83:up
g'rtéfe‘s’:'de metabolic fsoz‘gg 7.976-04[5.80E-03 |Tnf,21926:up|Ptx3,19288:up|Ddah1,69219:down|Egfr, 13649:down|Ptgs2,19225:down|igf1,16000:up
response to GO:00 B B . . . . . .
glucocorticoid 51384 7.97E-04|5.80E-03 |Tnf,21926:up|Alpl,11647:up|lllrn,16181:up|Pappa,18491:down|Cdol,12583:up|Bmp4,12159:up
lung morphogenesis g&gg 7.97E-04|5.80E-03 |Tnf,21926:up|Tnc,21923:down|Rspo2,239405:up|Fgfr2,14183:up|lgfl,16000:up|Bmp4,12159:up
vasoconstriction GO:00 8.08E-04|5.87E-03 Htr2b,15559:dowh|Adm,11535:up|ngr.13649:down|Htr2a,15558:down|PtgsZ,19225:down|Mmp2,17390:d
42310 own|Ednrb,13618:up
GO:00 ) ) PIk2,20620:down|Glp1r,14652:down|Ptgs2,19225:down|ll1rn,16181:up|lgf1,16000:up|Htr2a,15558:down|
memory 07613 |309E-04|587E-03 | 3 (1 13051-down|Igf2,16002:up
glial cell migration 880323 8.19E-04|5.92E-03 |Efempl,216616:up|Tgfb2,21808:down|Ccl2,20296:up|Ccl12,20293:up|Ccl3,20302:up
positive regulation of [GO:00 ) ) ) ) ) ) ) )
kidney development 90184 8.19E-04|5.92E-03 |Ret,19713:up|Vegfa,22339:down|Grem1,23892:up|Bmp4,12159:up|Adipoqg,11450:up
regulation of lipid GO:00 8.19E-04/5.92E-03 Htr2b,15559:down|Tnf,21926:up|Akrlc18,105349:up|C3,12266:up]lgfl,16000:up|Vdr,22337:down|Ceaca
biosynthetic process  [46890 | ' m1,26365:up|Htr2a,15558:down|lgf2,16002:up
regulation of hair cycle f%gg 8.35E-04[6.02E-03 |Tnf,21926:up|Tgfb2,21808:down|Inhba, 16323:down|Hpse,15442:up
positive regulation of
blood vessel GO:00 . . . .
endothelial cell 43536 8.35E-04|6.02E-03 |Prl2c2,18811:up|Srpx2,68792:down|Vegfa,22339:down|Ptgs2,19225:down
migration
positive regulation of GO:00
activated T cell 421'04 8.35E-04|6.02E-03 |Cd24a,12484:down|Igf2,16002:up|Tnfsf9,21950:up|lgfl,16000:up
proliferation
response to Htr2b,15559:down|Col5a2,12832:down|Pdgfc,54635:down|Htr2a,15558:down|Mmp2,17390:down|lgf2,16
or znonitro en GO:00 8.43E-04/6.07E-03 002:up|Cdo1,12583:up|Pparg,19016:up|Tnf,21926:up|Colla2,12843:down|Egfr,13649:down|Ncam1,1796
co?n ound 9 10243 |~ ' 7:down|Hmox1,15368:up|Sfrp1,20377:up|Adipoq,11450:up|lgfl,16000:up|Col3al,12825:down|Gatm,6709
P 2:down|Serpina3g,20715:up|Enppl,18605:down
negative regulation of |GO:00 8.556-04/6.14E-03 FIrt2,399558:down|Sfrp1,20377:up|Aspn,66695:down|Bmp4,12159:up|Adipoq,11450:up|Ceacaml,26365:
protein kinase activity |06469 | ) up|Sfrp2,20319:up|Fabp4,11770:up|Prkar2b,19088:up|Lrrc15,74488:down|Errfil,74155:down
lymphocyte mediated |GO:00 8.55E-04/6.14E-03 Tnf,21926:up|Clec2d,93694:up|Cd24a,12484:down|C3,12266:up|Clrb,667277:up|Tfrc,22042:up|Ceacaml,
immunity 02449 |~ ’ 26365:up|Serpingl,12258:up|C1s1,50908:up|C1s2,317677:up|lgf2,16002:up
regulation of wound  |GO:00 8.59E-04/6.166-03 Kngl1,16644:up|Ceacam1,26365:up|Tnfrsf12a,27279:down|Serping1,12258:up|Hpse,15442:up|Serpine2,20
healing 61041 |~ ’ 720:up|Plpp3,67916:up|Cd109,235505:down
positive regulation of |GO:00 ) ) )
chemokine secretion 190197 8.66E-04|6.16E-03 |Lpl,16956:up|Postn,50706:downll1rl1,17082:down
cellular response to  |GO:00\g ger_al6 16E-03 [V, 22337:down|Gas6, 14456:up|Postn,50706:down
vitamin 71295
skin morphogenesis S:%gg 8.66E-04|6.16E-03 |Colla2,12843:down|Cdsn,386463:up|Errfil,74155:down
negative regulation of GO:00
natural killer cell ‘—~ |8.66E-04|6.16E-03 |Ceacam1,26365:up|Clec2d,93694:up|lgf2,16002:up
X L 45953
mediated cytotoxicity
positive regulation of - |GO00)g 6se 6416 16£-03 |Tnf.21926:up|Tgfb2,21808:down|Hpse, 15442:u
hair cycle 42635 | ' ' UPIgIbe, ' Pse, up
renal system process GO:00 8.67E-046.16E-03 GasG,14456:up|SuIfl,240725:dovvn|Stcl,20855:up|Ednrb,13618:uplAnpep,16790:up|Bmp4,12159:up|Ad|p
03014 0q,11450:up
;ﬁg;"itc')oner?ésﬁs” 60:00 Has2,15117:down|PIxnd1,67784:up|Sfrp1,20377:up|Wnt5a,22418:down|Tgfbr3,21814:up|Grem1,23892:u
invoE/edgin 107'69 8.67E-04|6.16E-03 |p|Sema7a,20361:down|Tnfrsf12a,27279:down|Sfrp2,20319:up|Crabp2,12904:down|Ret,19713:up|Cxcl12,2
. o 0315:up|Postn,50706:down|Vegfa,22339:down|Tgfb2,21808:down
differentiation
regulation of calcium- |GO:00 ) ) ) i ) )
mediated signaling 50848 8.69E-04|6.16E-03 |Lmcd1,30937:up|Cd24a,12484:down|Ncam1,17967:down|Cd4,12504:up|Ccl4,20303:up|lgf1,16000:up
striated muscle cell GO:00 Fgfrl,14182:down|Ncam1,17967:down|Tgfb2,21808:down|Bmprla,12166:down|Tgfbr3,21814:up|Fgfr2,1
: ) 8.69E-04|6.16E-03 ’
proliferation 14855 4183:up
negative regulation of |GO:00 8.856-04/6.276-03 Htr2b,15559:down|Glp1r,14652:down|Cd24a,12484:down|Ceacam1,26365:up|Vegfa,22339:down|Tgfb2,2
homeostatic process 32845 | ' 1808:down|Htr2a,15558:down|Tnfrsf11b,18383:up|Anpep,16790:up|Kitl,17311:up
muscle tissue GO:00 Aldh1a2,19378:up|Ankrd1,107765:down|Vegfa,22339:down|Col11al,12814:down|Fgfrl,14182:down|Nca
development 60537 9.06E-04|6.41E-03 |m1,17967:down|Tgfbr3,21814:up|Bmprla,12166:down|Wnt5a,22418:down|Wispl,22402:down|Grem1,23
P 892:up|Bmp4,12159:up|lgfl,16000:up|Col3al,12825:down|Tgfb2,21808:down|Fgfr2,14183:up
erythrocyte GO:00 9.12E-04|6.436-03 Cd24a,12484.down|Hmox1,15368:up|Inhba,16323:down|Tgfbr3,21814:up|Ampd3,11717:up|Epasl,13819:
homeostasis 34101 |~ ' up|Bmp4,12159:up|Vegfa,22339:down
multicellular GO:00 Tnf,21926:up|Trf,22041:up|Egfr,13649:down|Ptgs2,19225:down|Tfrc,22042:up]ll1rn,16181:up|Ednrb,1361
organismal 48871 9.20E-04|6.48E-03 |8:up|Ampd3,11717:up|Epasl,13819:up|Ceacaml,26365:up|Vegfa,22339:down|Htr2a,15558:down|Tnfrsfl
homeostasis 1b,18383:up|SIc40al,53945:up
regulation of myeloid |GO:00 927E-04|6.526-03 Fstl3,83554:down|Tnf,21926:up|Clec2d,93694:up|Lrrc17,74511:down|Sfrp1,20377:up|inhba,16323:down|C
cell differentiation 45637 | ' ¢13,20302:up|Adipog,11450:up|Ceacam1,26365:up|Kitl,17311:up




organ formation 58062;) 946E-0416.64E-03 Eggt,;MBZ:down|Su|f1,240725:down|Wnt5a,22418;down|Bmprla,12166:down|Fgfr2,14183:up|Bmp4,12
mesoderm GO:00 Sfrp2,20319:up|Fgfrl,14182:down|Wnt5a,22418:down|Inhba,16323:down|Bmprla,12166:down|Bmp4,121
. 9.46E-04|6.64E-03 !
morphogenesis 48332 59:up
leukocvte mediated G000 Tnf,21926:up|Clec2d,93694:up|Cd24a,12484:down|Hmox1,15368:up|Ccl2,20296:up|C3,12266:up|Clrb,66
immun);ty 024'43 9.54E-04|6.65E-03 |7277:up|Tfrc,22042:up|Ceacam1,26365:up|C1s1,50908:up|Serpingl1,12258:up|C1s2,317677:upl|lgf2,16002:
up

negative regulation of GO'19
endodermal cell - |9.65E-04|6.65E-03 |Col5a2,12832:down|Col5al,12831:down

. o 03225
differentiation
proteoglycan catabolic |GO:00|g gee 6416 65£-03 |Hpse,15442:up|Adamis12,239337:down
process 30167
pigment catabolic | GO:00g gee 046 65E-03 [Hmox1,15368:up|Bivib,233016:up
process 46149
ventricular zone GO:00 ) )
neuroblast division 21847 9.65E-04|6.65E-03 |Fgfrl,14182:down|Fgfr2,14183:up
regulation of
transcription from RNA G000
polymerase || 343'95 9.65E-04|6.65E-03 |HmMox1,15368:up|Slc40al,53945:up
promoter in response
to iron
regulation of planar
cell polarity pathway |GO:20 . )
involved in axis 00040 9.65E-04|6.65E-03 |Sfrp2,20319:up|Sfrpl,20377:up
elongation
lateral mesodermal cell |GO:00 ) )
differentiation 48371 9.65E-04|6.65E-03 |Fgfrl,14182:down|Bmprla,12166:down
negative regulation of
planar cell pojarity 602014 gp 46 6503 [frp2,20319:up|Sfrp1,20877:up
pathway involved in 00041 |~ ' ' ' ' '
axis elongation
lateral mesoderm 1GO00/q 65F _04|6.65E-03 |Fgfr1,14182:down|Bmpria,12166:down
morphogenesis 48369
negative regulation of G020
dendritic cell ‘oa 19.65E-04|6.65E-03 |Tmem176a,66058:up|Tmem176b,65963:up

) - 01199
differentiation
negative regulation of
bone mineralization GO:19 . .
. . 9.65E-04|6.65E-03 |Fam101b,76566:down|Grem1,23892:up
involved in bone 00158
maturation
heme catabolic 600015 65E-04[6.65-03 |Hmox1,15368:up|Blvrb,233016:up
process 42167
phospholipase C-
activating serotonin - 1GO:001g gee 046 65£-03 |Hirab,15559:down|Htr2a, 15558:down
receptor signaling 07208
pathway
lateral mesoderm GO:00 ) )
formation 48370 9.65E-04|6.65E-03 |Fgfrl,14182:down|Bmprla,12166:down
telencephalon GO:00 9.68E-04/6.66E-03 Fgfrl,14182:down|Egfr,13649:down|Wnt5a,22418:down|Inhba,16323:down|Sema7a,20361:down|Col3al,
development 21537 ™ ’ 12825:down|Bmp4,12159:up|Uchl5,56207:up|Cxcl12,20315:up|Aldh1a3,56847:down|Cx3crl,13051:down
regulation of GO:00 ) ) ) )
odontogenesis 22481 9.80E-04|6.72E-03 |Rspo2,239405:up|Tnfrsf11b,18383:up|Aspn,66695:down|Bmp4,12159:up
regulation of vascular |GO:00 . ) ) )
permeability 43114 9.80E-04|6.72E-03 |Ceacam1,26365:up|Adm,11535:up|Vegfa,22339:down|Ccl4,20303:up
regulation of neural | 54 Pri2c2,18811:up|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Vegfa,22339:down|Cx3crl,13051:d
precursor cell 9.95E-04|6.81E-03 )

. ’ 00177 ownl|lgf1,16000:up
proliferation
regulation of fibroblast |GO:00 Pparg,19016:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Wnt5a,22418:down|Pdgfc,54635:downl|
; . 1.06E-03|7.27E-03 .
proliferation 48145 gf1,16000:up
positive regulation of T|GO:00 Ceacam1,26365:up|Cd24a,12484:.down|Cd4,12504:up|Tfrc,22042:up|lgf2,16002:up|Tnfsf9,21950:up|lgfl,1
) . 1.14E-03|7.64E-03 .

cell proliferation 42102 6000:up
regulation of GO:00 ) } )
chemokine secretion 190196 1.14E-03|7.64E-03 |Lpl,16956:up|Postn,50706:down|lI1rl1,17082:down
chemokine secretion gé)lgg 1.14E-03|7.64E-03 |Lpl,16956:up|Postn,50706:down|lI1rl1,17082:down
negative regulation of GO:00
natural killer cell 027-16 1.14E-03|7.64E-03 |Ceacam1,26365:up|Clec2d,93694:up|lgf2,16002:up
mediated immunity
regulation of apoptotic GO'19
process involved in 023'37 1.14E-03|7.64E-03 |Vdr,22337:down|Tgfb2,21808:down|Tgfbr3,21814:up
morphogenesis
positive regulation of GO:00
inflammatory response 02863 1.14E-03|7.64E-03 |Tnf,21926:up|Cd24a,12484:down|C3,12266:up
to antigenic stimulus
prostate glandular GO:00 ) ) )
acinus development 60525 1.14E-03|7.64E-03 |Sfrp1,20377:up|Fgfr2,14183:up|lgfl,16000:up
regulation of GO:00
macrophage cytokine 109'35 1.14E-03|7.64E-03 |Wntb5a,22418:down|Tgfb2,21808:down|Sema7a,20361:down

production




positive regulation of

GO:19

) . . 1.14E-03|7.64E-03 |Srpx2,68792:down|Vegfa,22339:down|Ptgs2,19225:down
sprouting angiogenesis|03672
negative regulation of |GO:00 114E-03|7 64E-03 Cd24a,12484:down|ll1rn,16181:up|Bmp4,12159:up|Adipoq,11450:up|Ceacam1,26365:up|Tnc,21923:dow
cell adhesion 07162 |™ ) n|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|Serpine2,20720:up|Mmp2,17390:down
;‘Nega;ﬁargg“'a“o” of f(%gg 1.14E-03|7.64E-03 | Ceacam1,26365:up|Sfrp2,20319:up|Sfrp1,20377-up|Sfrp4,20379:up
f;’;?;ﬁ%;’izc;s'at“re g(%gg 1.14E-03|7.64E-03 |Fgfr1,14182:down|Vegfa,22339:down|Tgfbr3,21814:up|Fgfr2,14183:up
posiive regulation of |GO:20, ;)¢ 437 64g_03 | Cxcl14,57266:down|Cxcl12,20315:up|Wnt5a, 22418:down|Ccl4,20303:up
ymphocyte migration {00403
regulation of sprouting | GO:191, ;)¢ 4317 64k _03 | Ceacam?,26365:up|Srpx2,68792:down|Vegfa,22339:down|Ptgs2,19225:down
angiogenesis 03670
osteoblast proliferation g?%gg 1.14E-03|7.64E-03 |Cthrcl,68588:down|Sfrp1,20377:up|Hpse,15442:up|Grem1,23892:up
regulation of immune |GO:00 Tnf,21926:up|C|e02d,93694:up|medl,30937:up|Cd24a,12484:down|Hmoxl,15368:up|Wnt5a,22418:dow
effector process 02697 1.14E-03|7.64E-03 |n|Ccl2,20296:up|C3,12266:up|Tfrc,22042:up|Sema7a,20361:down|Ceacam1,26365:up|Serpingl,12258:up|
Tgfb2,21808:downllfit1,15957:up|lgf2,16002:up
calcium-mediated GO:00 1156-03l7 676203 Htr2b,15559:down|Tnf,21926:up|Lmcd1,30937:up|Cd24a,12484:down|Ncam1,17967:down|Cd4,12504:up|
signaling 19722 |~ ' Ccl4,20303:upllgf1,16000:up
stress-activated ) ) ) ) ) ) )
rotein kinase GO:00 1196-03l7.926-03 Tnf,21926.up|Trf,2204l.up|Sfrpl,20377.up|Wnt5a,22418.down|Sfrp4,20379.up|IIlrn,lGlBl.uplCeacaml,Z
P . 31098 6365:up|Sfrp2,20319:up|Vegfa,22339:down|Tgfb2,21808:down|Errfil,74155:down
signaling cascade
adaptive immune G000 Tnf,21926:up|Cd24a,12484:down|Ly9,17085:up|Cd4,12504:up|C3,12266:up|Clrb,667277:up|Tfrc,22042:u
—~|1.19E-03|7.94E-03 |p|Clec4n,56620:up|Serpingl,12258:up|C1s1,50908:up|Serpina3g,20715:up|Vegfa,22339:down|C1s2,3176
response 02250 - :
77:up|ll1rl1,17082:down
cytokine production . ) . . . . .
involved in immune 82%23 121E-03/8.056-03 I/r;]f,21926.up|Ga56,14456.up|Hmoxl,15368.up|Wnt5a,22418.down|Tgfb2,21808.down|Sema7a,20361.do
response
o oo oness |o10as | L2LE-03{8.05E-03 [Gas6,14456:uplAkrc18, 105349:uplHmOxL 15368:uplSirp4 20879:upllgfL, 16000:uplBmpA. 1215:up
lnrﬁ?:tf'nf;‘ffgeggtr"’” °f |6o:00 1.226-03]8.06E-03 |CEACM126365:Up]Tnf, 21926:p|Clec2d 93694uplSerping1, 12258up|Hmox1,15368p|Tofb2,21808:do
02698 wn|lgf2,16002:up
process
Qfgfgfgggg'gt'l‘z” °f 6020 1.226-03]8.06E-03 |TF21926.pISfp2,20319:up|Tnfrsf23,79201:down|HmoxL, 15368:up|Cx3cr, 13051:downligf1, 16000:up|
; . 01237 mp4,12159:up
signaling pathway
fibroblast proliferation GO:00 1.22E-03l8.066-03 Pparg,190.16:up|GasG,14456:up|ngr,13649:down|8frp1,20377:up|V\/nt5a,22418:down|Pdgfc,54635:down|l
48144 gf1,16000:up
Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|Firt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|C3,1
2266:up|Ankrd1,107765:down|Lyl1,17095:up|lgfbp3,16009:up|Cd109,235505:down|LoxI2,94352:down|Plk
2,20620:down|LoxI3,16950:down|Trf,22041:up|Cd24a,12484:down|Wntb5a,22418:down|ll1rn,16181:up|Ma
0b,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|F3,1406
6:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,16644:up|Prl2c2,18811:up|Efempl,216616:up|Ccl6,20305:u
p|SIpi,20568:up|Aspn,66695:down|Vdr,22337:down|Fabp4,11770:up|Fam132b,227358:down|Htr2a,15558:
down|0as3,246727:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:
down|Tgfbr3,21814:up|Tfrc,22042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Serpina3g,20715
regulation of primary [GO:00 123E-0318.16E-03 :up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|S100a1,20193:up|lcel,2
metabolic process 80090 |™ ' 18333:down|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,54635:down|Cst7,13011:up|Ednrb,13618:up|Sema7a,203
61:down|Epasl,13819:up|Htra3,78558:down|Uchl5,56207:up|Sdpr,20324:down|Ptx3,19288:up|Akrlc18,10
5349:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Prg4,96875:down|Plpp3,67916
:up|Creb3l1,26427:downlKitl,17311:up|Ccl9,20308:up|Inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:
downl|Plat,18791:down|Ccl3,20302:up|Tfpi2,21789:down|Ctla2a,13024:down|Crlf1,12931:down|Vegfa,223
39:down|Serpine2,20720:up|Lrrc15,74488:down|Nxn,18230:down|lgf2,16002:up|Pparg,19016:up|Tnf,2192
6:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Has2,15117:down|Hmox1,15368:up|Sulf1,240
725:down|Cd4,12504:up|Grem1,23892:up|Phf11d,219132:up|Tbx15,21384:down|Serping1,12258:up|Errfi
1,74155:down|Enpp1,18605:down
ventricular cardiac GO:00
muscle tissue 550'10 1.26E-03|8.31E-03 [Col11al,12814:down|Tgfb2,21808:down|Bmprla,12166:down|Tgfbr3,21814:up|Fgfr2,14183:up
morphogenesis
embryonic cranial GO:00
skeleton 487-01 1.26E-03|8.31E-03 [Chst11,58250:down|Tbx15,21384:down|Tgfb2,21808:down|Fgfr2,14183:up|Bmp4,12159:up
morphogenesis
branching involved in GO:00
salivary gland 60445 1.32E-03|8.68E-03 |Tnf,21926:up|Fgfrl,14182:down|PIxnd1,67784:up|Fgfr2,14183:up
morphogenesis
GO:00 Htr2b,15559:down|Adm,11535:up|Mrc1,17533:up|Sfrp4,20379:up|Ccl2,20296:up|C3,12266:up|Vegfa,2233
endocytosis 06897 1.32E-03|8.68E-03 |9:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Ptx3,19288:up|Trf,22041:up|Cd24a,12484:down|Wn
t5a,22418:down|Tfrc,22042:up|Grem1,23892:up|Adipoq,11450:up|Mrc2,17534:down
activation of protein GO:00 1.32E-03l8.686-03 Tnf,21926:up|Gas6,14456:up|Trf,22041:up|Egfr,13649:down|Wnt5a,22418:down|Pdgfc,54635:down|lgfl,1
kinase activity 32147 | ) 6000:up|Bmp4,12159:up|Tgfb2,21808:down|Vegfa,22339:down
regulation of stress- | Tnf,21926:up|Trf,22041:up|Sfrp1,20377:up|Wnt5a,22418:down|Sfrp4,20379:up|ll1rn,16181:up|Ceacam1,2
activated MAPK - |1.32E-03|8.68E-03 o ; oo . o . . ' ' ' ‘ '
cascade 32872 6365:up|Sfrp2,20319:up|Vegfa,22339:down|Tgfb2,21808:down
cardiac chamber GO:00 1.36E-03l8.886-03 Coll1a1,12814:.down|Wnt5a,22418:down|Bmprla,12166:down|Tgfbr3,21814:up|Bmp4,12159:up|Sfrp2,20
morphogenesis 03206 | ' 319:up|Tgfb2,21808:down|Fgfr2,14183:up
negative regulation of GO'19 FIrt2,399558:down|Sfrp4,20379:up|Aspn,66695:down|Cxcl12,20315:up|Serpine2,20720:up|Lrrcl5,74488:d
intracellular signal 025'32 1.38E-03]9.02E-03 |own|Sfrp1,20377:up|C1lqgtnf3,81799:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,263

transduction

65:up|Sfrp2,20319:up|Tgfb2,21808:down|Creb311,26427:down|Errfil,74155:down|ll1rl1,17082:down




regulation of stress-

activated protein GO:00 138E-0319.02E-03 Tnf,21926:up|Trf,22041:up|Sfrp1,20377:up|Wnt5a,22418:down|Sfrp4,20379:up|ll1rn,16181:up|Ceacaml,2

kinase signaling 70302 | ' 6365:up|Sfrp2,20319:up|Vegfa,22339:down|Tgfb2,21808:down

cascade

regulation of extrinsic

apoptotic signaling 16020\ sqe 4319 0gE_03 [Tnf 21926:up|Fgfr1,14182:down|Tgfb2,21808:down|inhba, 16323:down|Cx3crl, 13051:down

pathway in absence of {01239

ligand

regulation of reactive GO'19

oxygen species 03426 1.41E-03]9.22E-03 |Tnf,21926:up|Ptx3,19288:up|Ddah1,69219:down|Egfr,13649:down|Ptgs2,19225:down|lgf1,16000:up

biosynthetic process

receptor metabolic GO:00 1 42€-03l9 24E-03 Htr2b,15559:down|Tnf,21926:up|Pparg,19016:up|Adm,11535:up|Sfrp4,20379:up|Tfrc,22042:up|Grem1,23

process 43112 |~ ' 892:up|Adipoq,11450:up|Vegfa,22339:down

mesodermal cell fate  |GO:00 ) ) )

specification 07501 1.46E-03]9.43E-03 |Sfrp2,20319:up|Fgfrl,14182:down|Bmprla,12166:down

negative regulation of G000

leukocyte mediated 019'11 1.46E-03]9.43E-03 |Ceacaml,26365:up|Clec2d,93694:up|lgf2,16002:up

cytotoxicity

positive regulation of T\GO:001, er g3lg 43603 |Ceacam?,26365:up|Wnt5a,22418:down|Tgfb2,21808:down

cell apoptotic process |70234

regulation of vitamin | GO:001, ee 4319 43603 |V, 22337:down|Tnf 21926:up|Akr1cl8,105349:up

metabolic process 30656

regulation of heat GO:00 ) ) ) ) )

generation 31650 1.46E-03]9.43E-03 |Tnf,21926:up|Ptgs2,19225:down|Ednrb,13618:up

retinal metabolic 160001, 45 0319 43603 |Akr1c18,105349:uplAldh1a2,19378:up|Aldh1a3 56847:down

process 42574

regulation of

odontogenesis of GO:00 ) . .

dentin-containing 42487 1.46E-03]9.43E-03 |Rsp02,239405:up|Tnfrsf11b,18383:up|Bmp4,12159:up

tooth

neural tube closure GO:00 1.476-03/9.486-03 Cthrcl,6858§:down|Sfrp2,20319:up|Adm,11535:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt53,22418:down|

01843 Bmp4,12159:up

positive regulation of |GO:00 1.476-03l9.486-03 Sfrp2,20319:up|Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,22418:down|Rspo2,239405:up|Sfrp4,20379:up|

Whnt signaling pathway 30177 |~ ' Fgfr2,14183:up

POsItve Tegulatiort Ol

transmembrane

receptor protein GO:00 147E-0319.48E-03 Sulf1,240725:down|Tgfb2,21808:down|inhba,16323:down|Bmprla,12166:down|Tgfbr3,21814:up|Npnt,11

serine/threonine 90100 |™ ' 4249:up|Bmp4,12159:up

kinase signaling

nathwayv

regulation of blood GO:00 1.496-03l9.566-03 Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|Egfr,13649:down|Tgfbr3,21814:up|Ptgs2,19225:down|E

vessel size 50880 |~ ' dnrb,13618:up|Htr2a,15558:down|Mmp2,17390:down

sensory perception of |GO:00 151E-03l9.696-03 Tnf,21926:up|Fgfrl,14182:down|Ncam1,17967:down|Mme,17380:up|Ptgs2,19225:down|ll1rn,16181:up|Ed

pain 19233 (™ ' nrb,13618:up|Htr2a,15558:down

regulation of GO:00

keratinocyte 45616 1.52E-03]9.69E-03 |Vdr,22337:down|Tgfb2,21808:down|Cd109,235505:downl|Errfil,74155:down

differentiation

positive regulation of G020

leukocyte apoptotic 001-08 1.52E-03]|9.69E-03 |Ceacam1,26365:up|Cd24a,12484:down|Wnt5a,22418:down|Tgfb2,21808:down

process

positive regulation of | GO:001, 5oe g9 6oE 03 |vir,22337:down|Trf,22041:up|Egfr,13649:down|Tfrc,22042:up

tissue remodeling 34105
FIrt2,399558:down|Sfrp4,20379:up|Ednrb,13618:up|Cst7,13011:up|Epasl,13819:up|Ankrd1,107765:down|l
gfbp3,16009:up|Cd109,235505:down|LoxI2,94352:down|LoxI3,16950:down|Akrlc18,105349:up|Ptx3,1928
8:up|Wnt5a,22418:down|Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Prg4,96875:dow

negative regulation of GO:00 n|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,16644:up|Hp,15439:up|Slpi

cellular metabolic 313'24 1.52E-03]9.69E-03 |,20568:up|Aspn,66695:down|Plat,18791:down|Tfpi2,21789:down|Vdr,22337:down|Ctla2a,13024:down|Fa

process bp4,11770:up|Vegfa,22339:down|Serpine2,20720:up|Lrrc15,74488:down|Nxn,18230:down|Pparg,19016:u
p|Gas6,14456:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfr
p1,20377:up|C1qtnf3,81799:down|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Serping1,12258:u
p|Serpina3g,20715:up|Prkar2b,19088:up|Errfil,74155:down|Enppl,18605:down|S100a1,20193:up

negative regulation of . . ) . . . : .

myeloid cel GO:00 1536-03l9.69E-03 Fstl3,83554:down|Ceacam1,26365:up|Clec2d,93694:up|Lrrc17,74511:down|Sfrp1,20377:up|Adipog,11450:

. o 45638 up

differentiation

regulation of cytokine- G000

mediated signaling 019'59 1.53E-03]9.69E-03 |Pparg,19016:up|Gas6,14456:up|Cd24a,12484:down|Wnt5a,22418:downl|ll1rn,16181:up|Adipoq,11450:up

pathway

negative regulation of [GO:00 1536-03l9.696-03 Fam101b,76566:down|Tnf,21926:up|Fgfrl,14182:down|Sfrp1,20377:up|Enppl,18605:down|Grem1,23892:

ossification 30279 | ’ up

cardiac ventricle GO:00 1536-03l9.696-03 Sfrp2,20319:up|Col1lal,12814:down|Tgfb2,21808:down|Bmprla,12166:down|Tgfbr3,21814:up|Fgfr2,141

morphogenesis 03208 |™ ) 83:up

detection of GO:00 . . . . ) .

mechanical stimulus 50982 1.53E-03]|9.71E-03 |Tnf,21926:up|Colllal,12814:down|Htr2a,15558:down|Serpine2,20720:upllgfl,16000:up

positive regulation of

reactive oxygen GO:19 B B ) . . ) .

species biosynthetic 03428 1.53E-03]9.71E-03 [Tnf,21926:up|Ptx3,19288:up|Ddah1,69219:down|Egfr,13649:down|Ptgs2,19225:down

process

establishment of GO0, 53¢ 03/9.716-03 |Cthre1 68588:down|Sfrp2,20319:up|Sfrp1,20377-up|Ptk7,71461:down|Wnt5a,22418:down

planar polarity 01736

. . |GO:00 Htr2b,15559:down|Kngl,16644:up|Adm,11535:up|Egfr,13649:down|Tgfbr3,21814:up|Ptgs2,19225:down|E
regulation of tube size |3 ;)| 1.56E-03)9.85E-03 | 4\ 1) 1361 8. n[Htr2a,15558:down|Mmp2,17390:-down




cardiac septum GO:00 157E-0319.88E-03 PIxnd1,67784:up|Ptk7,71461:.down|Wnt5a,22418:down|Tgfb2,21808:down|Bmprla,12166:down|Fgfr2,141
development 03279 |™ ' 83:up|Bmp4,12159:up
:ﬁg:clf:gg”"f striated | 5.09 157€-03]0.88E-03 |CCIB:20307:uplCxel9,17329:up|Cxcl12, 20315:up|WispL. 22402:down|Grem 1, 23892:up|IgfL, 16000:up|Bmps,
. L 51153 12159:up
differentiation
tube closure GO:00 1576-03l0.886-03 Cthrc1,6858§:down|Sfrp2,20319:up|Adm,11535:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down|
60606 Bmp4,12159:up
G000 Tnf,21926:up|Gas6,14456:up|Akrlcl8,105349:up|Egfr,13649:down|C1lqtnf3,81799:down|Bmprla,12166:d
protein import 17(538 1.58E-03]9.95E-03 |own|Ptgs2,19225:down|Grem1,23892:up|lgf1,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:
up|Tgfb2,21808:down
regulathn of striated GO:00 Fgfr1,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wispl,22402:down|Grem1,23892:up|lgfl,16
muscle tissue 1.59E-03|1.00E-02 ) ) )
development 16202 000:up|Bmp4,12159:up|Fgfr2,14183:up
p
. . GO:00 Pparg,19016:up|Trf,22041:up|Egfr,13649:down|Efemp1,216616:up|Ccl2,20296:up|Ccl12,20293:up|Ccl3,20
gliogenesis 42063 | - 09E-03|L00E-02 1305 1 51gf1,16000:up|Bmpd, 12159:up|Tafb2,21808:down|Plpp3,67916:Up|Serpine2,20720:up
regulation of blood GO:19 162E-03l1.01E-02 Glplr,14652:down|Fxyd1,56188:up|Adm,11535:up|Egfr,13649:down|Ptgs2,19225:down|Stc1,20855:up|Ep
circulation 03522 |™ ' as1,13819:up|Tgfb2,21808:down|Htr2a,15558:down|Mmp2,17390:down|S100a1,20193:up
striated muscle tissue | GO:00 Fgfrl,14182:down|Col11a1,12814:dpwn|Ncam1,17967:down|Wnt5a,22418:down|Bmpr1a,12166:down|Tg
development 147.06 1.66E-03|1.04E-02 |fbr3,21814:up|Aldhla2,19378:up|Wispl,22402:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ank
rd1,107765:down|Vegfa,22339:down|Tgfb2,21808:down|Fgfr2,14183:up
inner ear GO:00 1 67E-03l1.04E-02 Cthrc1,68588:down|Fgfrl,14182:down|Col11a1,12814:down|Ptk7,71461:down|Wnt5a,22418:down|Aldhl
morphogenesis 42472 | ' a3,56847:down|Fgfr2,14183:up
;Ztlzk:i't'ihme”t of tissue g%gg 1.69E-03|1.05E-02 |Cthrcl,68588:down|Sfrp2,20319:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down
negative regulation of
transforming growth | GO:001 goe_05|1.05€-02 |Htra3,78558:down|Chst11,58250:down|Tgfbr3,21814:up|Cc109,235508:down|Aspn 66695:down
factor beta receptor 30512
signaling pathway
positive regulation of G020
neural precursor cell 001'79 1.69E-03|1.05E-02 |Prl2c2,18811:up|Trf,22041:up|Vegfa,22339:down|Cx3crl,13051:down|lgfl,16000:up
proliferation
neural precursor cell  |GO:00 1.71E-03l1.066-02 Pri2c2,18811:up|Trf,22041:up|Fgfrl,14182:down|Cd24a,12484:down|Wnt5a,22418:down|lgf1,16000:up|V
proliferation 61351 |~ ' egfa,22339:down|Cx3crl,13051:down|Fgfr2,14183:up
regulation of cardiac G020
muscle cell 007'25 1.74E-03|1.08E-02 |Wisp1,22402:down|Grem1,23892:up|lgf1,16000:up|Bmp4,12159:up
differentiation
regulation of GO:00
endothelial cell 45601 1.74E-03]|1.08E-02 |Ceacam1,26365:up|Tnf,21926:up|Vegfa,22339:down|Bmp4,12159:up
differentiation
monosaccharide GO:00 1.74£-03l1.086-02 Tnf,21926:up|lgfbp4,16010:up|Fabp5,16592:up|C1lqtnf3,81799:down|lgfl,16000:up|Adipoq,11450:up|Sor
metabolic process 05996 |~ ' d,20322:up|lgfbp3,16009:up|Enppl,18605:down|Igf2,16002:up|Man2a2,140481:up
regulation of muscle  |GO:00 1.776-03l1.006-02 Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wispl,22402:down|Grem1,23892:up|lgfl,16
organ development 48634 | ' 000:up|Bmp4,12159:up|Fgfr2,14183:up
viral genome GO:0014 27E_03|1.09E-02 | Ceacam1,26365:up|Tnf,21926:up|Gas6, 14456:up|Oasl1,231655:up|Slpi, 20568:up|Oas3,246 727-up
replication 19079 |™ ) ' ) ' ) ' ) ' ' ' ) ' )
immunoglobulin . . . . . . . .
mediated immune i%gg 1776-03l1.09E-02 ;r:£)21926.up|C151,50908.up|5erp|ng1,12258.up|6152,317677.up|c3,12266.up|c1rb,667277.up|Tfrc,2204
response
endothelium GO:00 1.776-03l1.00E-02 Ceacam1,26365:up|Tnf,21926:up|Vegfa,22339:down|Stc1,20855:up|Adamts12,239337:down|Slc40al,539
development 03158 |™ ) 45:up|Bmp4,12159:up
regulation of leukocyte |GO:00 1.796-03!1 10E-02 Tnf,21926:up|Clec2d,93694:up|Cd24a,12484:down|Hmox1,15368:up|Ccl2,20296:up|C3,12266:up|Tfrc,220
mediated immunity 02703 |™ ) 42:up|Ceacam1,26365:up|lgf2,16002:up
regulation of cell- GO:00 1.796-03l1.106-02 Has2,15117:down|Col8al,12837:down|Grem1,23892:up|Ninj1,18081:up|Gpm6b,14758:up|Vegfa,22339:d
substrate adhesion 10810 (™ ' own|Postn,50706:down|Npnt,114249:up|Smoc?2,64074:down
negative regulation of |GO:00 181E-03l1.11F-02 FIrt2,399558:down|Sfrp1,20377:up|Aspn,66695:down|Bmp4,12159:up|Adipoq,11450:up|Ceacaml,26365:
kinase activity 33673 | ' up|Sfrp2,20319:up|Fabp4,11770:up|Prkar2b,19088:up|Lrrc15,74488:down|Errfil,74155:down
Sfrp4,20379:up|Gpm6b,14758:up|Fam132b,227358:down|Cxcl12,20315:up|Htr2a,15558:down|SIc16a4,22
) GO:00 9699:down|Pparg,19016:up|Tnf,21926:up|Fxyd1,56188:up|Fgfrl,14182:down|ll1rn,16181:up|Stc1,20855:u
anion transport 06820 |LB1E-03| LIIE-02 | o 1 20618:up|Serinc2,230779-down|Maob,109731:up|Ank.11732:down|Emb, 13723-up|Enpp . 18605:d
own
positive regulation of GO:00
cell adhesion mediated 33630 1.83E-03|1.12E-02 |Cd24a,12484:down|Ret,19713:up|Tgfb2,21808:down
by integrin
regulation of G020
mesoderm 003;80 1.83E-03|1.12E-02 |Sfrp2,20319:up|Fgfrl,14182:down|Bmprla,12166:down
development
VdSLUIUYCTICSIS
nvolved in coronary - |890011 83€ 03| 1.126-02 |Fgfr1 14182 downlTgfbr3 21814 uplFgfr2.14183up
mornh cic
Bg?]ae“r‘éig‘fgtti’c')a;'on of %37'38 1.836-03|1.12E-02 |Ceacam1,26365:up|Vegfa,22339:down|Tnfrsf11b,18383:up
negative regulation of
cellular response to |GO:191, gep 4311 13602 |Hira, 78558:down|Chst11,58250:down|Tgfbr3, 21814:up|Cd109,235505:down| Aspn, 66695:down
transforming growth  |03845
factor beta stimulus
'cjg‘vgel‘z)';fno;ﬁ Sg?z'gg 1.85E-03|1.13E-02 |Vegfa,22339:down|Errfil,74155:down|Fgfr2,14183:up|Igfl,16000:up|Bmp4,12159:up
regulation of muscle |GO:19 1.86€-03l1.136-02 Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wisp1,22402:down|Grem1,23892:up|lgfl,16
tissue development 01861 |~ ' 000:up|Bmp4,12159:up|Fgfr2,14183:up




positive regulation of

! GO:00 Tnf,21926:up|Cd24a,12484:down|Hmox1,15368:up|Wnt5a,22418:down|Ccl2,20296:up|C3,12266:up|Tfrc,2
g?g;ggf effector 02699 |L87E-03|L14E-02 15015 o1Sema7a,20361:down|Ceacam1,26365:up
regulation of JUN GO:00 ) B . . . . . .
Kinase activity 43506 1.90E-03|1.14E-02 |Tnf,21926:up|Trf,22041:up|Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|ll1rn,16181:up
receptor-mediated )
virion attachment to f(%fg 1.91E-03|1.14E-02 |Gas6,14456:up|Lrrcl5,74488:down
host cell
positive regulation of )
phosphatidylinositol (13(?5)?3? 1.91E-03|1.14E-02 |Htr2b,15559:down|Htr2a,15558:down
biosynthetic process
response to GO:00 B B ) . )
prostaglandin D 71798 1.91E-03|1.14E-02 |Akrlc18,105349:up|Ptgir,19222:up
porphyrin-containing .
compound catabolic GO:00 1.91E-03|1.14E-02 [Hmox1,15368:up|Blvrb,233016:up
06787
process
negative regulation of )
alkaline phosphatase (130%83? 1.91E-03|1.14E-02 |Tnf,21926:up|Tgfb2,21808:down
activity
tetrapyrrole catabolic |GO:001) o1¢ 311 14802 |Hmox1,15368:up|Blvrb,233016:up
process 33015
cellular response to GO:00 ) )
cadmium ion 71276 1.91E-03|1.14E-02 |Akrlc18,105349:up|Hmox1,15368:up
cellular response to )
prostaglandin D ?888 1.91E-03|1.14E-02 |Akrlc18,105349:up|Ptgir,19222:up
stimulus
positive regulation of - |GO001, 916 gal1 14£-02 |Inhba,16323:down|Plat, 18791:down
ovulation 60279
detoxification of GO:00 ) )
copper ion 10073 | 191E-03|1.14E-02 |Mt2,17750:up|Mt1,17748:up
negative regulation of
branching involved in  |GO:00 . )
ureteric bud 90191 1.91E-03|1.14E-02 [Grem1,23892:up|Bmp4,12159:up
morphogenesis
stress response to GO:19 ) )
copper ion 90169 | 1-91E-03[1.14E-02 | Mt2,17750:up|Mt1,17748:up
peripheral nervous .
system axon i%fg 1.91E-03|1.14E-02 |Tnc,21923:down|Mmp2,17390:down
regeneration
positive regulation of )
natural killer cell gc%gg 1.91E-03|1.14E-02 [Cxcl14,57266:down|Ccl4,20303:up
chemotaxis
ureter maturation S??é)g 1.91E-03|1.14E-02 |Ret,19713:up|Aldhla2,19378:up
Adm,11535:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Trf,22041:up|Cd24a,12484:down|Wnt5
a,22418:down|Stc1,20855:up|ll1rn,16181:up|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,160
00:up|Mcoln2,68279:up|Tgfb2,21808:down|Fgfr2,14183:up|Clecde,56619:up|Htr2b,15559:down|Vdr,2233
7:down|Fam132b,227358:down|Cxcl12,20315:up|Htr2a,15558:down|Slc16a4,229699:down|Slc40a1,53945
:up|Gas6,14456:up|Egfr,13649:down|Sec23a,20334:down|Sfrpl1,20377:up|C1qtnf3,81799:down|Tfrc,22042
single-organism GO:00 :up|Fxyd2,11936:up|Sncg,20618:up|Serinc2,230779:down|Ceacam1,26365:up|Sfrp2,20319:up|Syt13,80976
trags ortg 447-65 1.94E-03|1.16E-02 |:up|S100a1,20193:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:up|Slc29a1,63959:up|Gpm6b,14758:u
P p|Clec4n,56620:up|Steapl,70358:down|Postn,50706:down|Cdol,12583:up|Ptx3,19288:up|Hvcnl,74096:u
p|Akrlc18,105349:up|Fabp5,16592:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,203
03:up|Ank,11732:down|Creb311,26427:down|lI1rl1,17082:down|Inhba,16323:down|Ccl3,20302:up|Vegfa,2
2339:down|Serpine2,20720:up|Anpep,16790:up|Pparg,19016:up|Tnf,21926:up|Fxyd1,56188:up|Glplr,146
52:down|Fgfrl,14182:down|Lpl,16956:up|Hmox1,15368:up|Cd4,12504:up|Ptgs2,19225:down|Grem1,2389
2:up|Kenj15,16516:down|Mcoln3,171166:up|Emb,13723:up|Enppl,18605:down
;‘z‘;‘;:ﬁ g%ﬁtf;j;;’“” fggg 1.98E-03|1.18E-02 |Crabp2,12904:down|Akr1c18,105349:up|Aldh1a2,19378:up|Aldh1a3,56847:down
cellular response to GO:00 Htr2b,15559:down|Col5a2,12832:down|Tnf,21926:up|Pparg,19016:up|Colla2,12843:down|Egfr,13649:do
organonitrogen 714'17 1.99E-03|1.18E-02 |wn|Sfrp1,20377:up|Pdgfc,54635:down|Col3al,12825:down|Igfl,16000:up|Adipoq,11450:up|Mmp2,17390:
compound down|Enpp1,18605:down|Igf2,16002:up
primary neural tube GO:00 Cthrc1,68588:down|Sfrp2,20319:up|Adm,11535:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down|
formation 14020 | 1-99E-03| 1.18E-02 Bmp4,12159:up
B cell mediated GO:00 1996-03l1 186202 Tnf,21926:up|C1s1,50908:up|Serpingl,12258:up|C1s2,317677:up|C3,12266:up|Clrb,667277:up|Tfrc,2204
immunity 19724 ™ ) 2:up
protein activation GO:00 B B . . . . . .
cascade 72376 2.03E-03|1.20E-02 |C1s1,50908:up|Serpingl,12258:up|C1s2,317677:up|C3,12266:up|Clrb,667277:up
Qli%a;(';’i;ﬁﬁga“o” of Sl%gg 2.03E-03|1.20E-02 |Ceacam1,26365:up|Kng1,16644:up|Serpingl,12258:up|Serpine2,20720:up|Cd109,235505:down
epidermal cell GO:00 2 04£-031121E-02 Fgfrl,14182:down|Sfrp4,20379:up|Ptgs2,19225:down|Bmp4,12159:up|Vdr,22337:down|Mcoln3,171166:u
differentiation 09913 |™ ' p|Tgfb2,21808:down|Cd109,235505:down|Errfil,74155:down
GO00 PIk2,20620:down|Glp1r,14652:down|Egfr,13649:down|Ncam1,17967:down|Ptgs2,19225:down|ll1rn,16181
cognition 50390 2.09E-03|1.24E-02 |:up|lgfl,16000:up|Shroom4,208431:down|Htr2a,15558:down|Prkar2b,19088:up|Cx3crl,13051:down|lgf2,
16002:up
positive regulation of  [GO:00 211E-03l1.256-02 Cxcl12,20315:up|Ccl12,20293:up|Cd4,12504:up|Stc1,20855:up|Ccl4,20303:up|S100al,20193:up|Bmp4,121
calcium ion transport 151928 | ' 59:up
regulation of glucose |GO:00 Igfbp4,16010:up|C1qtnf3,81799:down|lgfbp3,16009:up|Enppl,18605:down|Igf2,16002:up|ligfl,16000:up|
. 2.11E-03|1.25E-02 ) ;
metabolic process 10906 Adipoq,11450:up




sensory organ

GO:00

Cthrc1,68588:down|Col5a2,12832:down|Fgfr1,14182:down|Col11al,12814:down|Ptk7,71461:down|Wnt5

: 2.16E-03|1.27E-02 |a,22418:down|Col8al,12837:down|Bmp4,12159:up|Col5al,12831:down|Vegfa,22339:down|Aldh1a3,5684

morphogenesis 90596 ' i
7:down|Fgfr2,14183:up

regulation of Wnt GO:00 2176-03l1.286-02 Cthrc1,68588:down|Sfrp1,20377:up|Sulfl,240725:down|Wnt5a,22418:down|Sfrp4,20379:up|Grem1,23892

signaling pathway 30111 | ' :up|Sfrp2,20319:up|Rspo2,239405:up|Plpp3,67916:up|Fgfr2,14183:up|Nxn,18230:down

{ggcl;'ta;l'(‘i’r?e";iﬁiﬁs:se g(%gg 2.19E-03|1.296-02 |Pparg,19016:up|Gas6,14456:up|Cd24a,12484:down|Wnt5a,22418:down|ll1rn, 16181:up|Adipog,11450:up

ventricular cardiac G000

muscle tissue 032'29 2.22E-03|1.30E-02 |Col11al,12814:down|Tgfb2,21808:down|Bmprla,12166:down|Tgfbr3,21814:up|Fgfr2,14183:up

development

regulation of G000

interleukin-1 32652 2.22E-03|1.30E-02 |Ceacam1,26365:up|Gas6,14456:up|Wnt5a,22418:downl|Errfil,74155:down|Ccl3,20302:up

production

face development g(%gg 2.226-03|1.30E-02 |Wnit5a,22418:down[Tgfb2,21808:down|Aldh1a2,19378:up|Aldh1a3,56847-down|Mmp2,17390:down

cell fate commitment G000

involved in formation 607.95 2.24E-03|1.31E-02 |Sfrp2,20319:up|Fgfrl,14182:down|Bmprla,12166:down|Bmp4,12159:up

of primary germ layer

positive chemotaxis S(%fg 2.24E-03|1.31E-02 |Cxcl12,20315:up|Wnit5a,22418:down|Vegfa,22339:down|Figf, 14205:up

cell migration involved G000

in sprouting 020'42 2.24E-03|1.31E-02 |Srpx2,68792:down|Vegfa,22339:down|Ptgs2,19225:down|Grem1,23892:up

angiogenesis

negative regulation of G000

cytokine-mediated 019.60 2.24E-03|1.31E-02 |Pparg,19016:up|Gas6,14456:up|ll1rn,16181:up|Adipoq,11450:up

signaling pathway

regulation of retinoic GO:00

acid receptor signaling 48385 2.26E-03|1.31E-02 |Crabp2,12904:down|Akr1c18,105349:up|Aldh1a3,56847:down

pathway

vitamin b metabolic | GO0, 56¢_05|1.316-02 |velr,22337:down|Tnf,21926:up|Fgfr1,14182:down

process 42359

regulation of GO:00

glomerulus 901'92 2.26E-03|1.31E-02 |Ret,19713:up|Bmp4,12159:up|Adipoq,11450:up

development

ureter development ?igg 2.26E-03|1.31E-02 |Ret,19713:up|Aldhla2,19378:up|Bmp4,12159:up

;‘f)ge‘é:ﬁf:';’t?oif cell fate fgégg 2.26E-03|1.31E-02 |Sfrp2,20319:up|Fgfr1,14182:down|Bmprla,12166:down

embryonic skeletal GO:00 297E-03]1.326-02 Coll1a1,12814:down|Sulf1,240725:down|Wnt5a,22418:down|Bmp4,12159:up|Chst11,58250:down|Tbx15,

system development  |48706 |~ ) 21384:down|Tgfb2,21808:down|Fgfr2,14183:up

regulation of GO:00 Tnf,21926:up|Gas6,14456:up|lcel,218333:down|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:do

intracellular protein 331'57 2.30E-03|1.33E-02 |wn|Ccl2,20296:up|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Adipoq,11450:up|C

transport eacam1,26365:up|Sfrp2,20319:up
Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Igfbp3,16009:up|Cd109,235505:down|L
0x12,94352:down|Plk2,20620:down|Trf,22041:up|Cd24a,12484.down|Fkbp14,231997:down|Wnt5a,22418:
down|Mark1,226778:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:dow
n|F3,14066:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,16644:up|Efemp1,216616:up|Ccl6,20305:up|Slpi,2
0568:up|Aspn,66695:down|Saa3,20210:up|Pdia5,72599:down|Fabp4,11770:up|Htr2a,15558:down|Gas6,1
4456:up|Egfr,13649:down|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Ceacam1,26365:up|Ccl8,
20307:up|Sfrp2,20319:up|Serpina3g,20715:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up

cellular protein GO:00 2 34£-03/1.356-02 |Prkar2b,19088:up|Neurl3,214854:down|Ccl2,20296:up|Ccl7,20306:up|Pdzrn3,55983:down|Pdgfc,54635:d

metabolic process 44267 | ' own|Cst7,13011:up|Ednrb,13618:up|Mmp13,17386:up|Sema7a,20361:down|Uchl5,56207:up|Ddah1,6921
9:down|Fkbp10,14230:down|Dok?2,13449:up|Man2a2,140481:up|Mamdc2,71738:down|Ccl12,20293:up|B
mprla,12166:down|Ccl4,20303:up|Ret,19713:up|Vegfb,22340:up|Sdf211,64136:up|Plpp3,6 7916:up|Kitl,173
11:up|P4hal,18451:down|Ccl9,20308:up|Inhba,16323:down|Plat,18791:down|Ccl3,20302:up|Tfpi2,21789:
down|Ctla2a,13024:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Adamts12,239337:do
wn|Lrrc15,74488:down|lgf2,16002:up|Nxn,18230:down|Pparg,19016:up|Tnf,21926:up|Fgfrl,14182:down|
Cd4,12504:up|Grem1,23892:up|Col3al,12825:down|Serping1,12258:up|Errfil,74155:down|Enpp1,18605:
down

regulation of

production of GO:00 2376-03l1.376-02 Ceacam1,26365:up|Tnf,21926:up|Hmox1,15368:up|Wnt5a,22418:down|Tgfb2,21808:down|Tfrc,22042:up|

molecular mediator of {02700 |~ ' Sema7a,20361:down

immune response

positive regulation of  [GO:00 2 38E-03l1.386-02 Cd24a,12484:down|Cd4,12504:up|Tfrc,22042:up|lgf1,16000:up|Ceacam1,26365:up|lgf2,16002:up|Kitl, 173

leukocyte proliferation

70665

11:up|Tnfsf9,21950:up




GO:00

FSUS,65004.00WNIIGIOP4, LOULUUP|AAIT, LLOSO.UP|FINtZ,599000.AOWTI| TTHEM L /00,00903.UP[FIXNUL,0 7 o4
:up|Tfec,21426:up|Sfrp4,20379:up|Ltbp2,16997:down|Serpinh1,12406:down|Lyl1,17095:up|Gstt1,14871:up
|Blvrb,233016:up|lgfbp3,16009:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:down|Mme,17380:up|Fk
bp14,231997:down|ll1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Col12al,12816:down|Oasl1,231655:
up|Hpse,15442:up|Medag,70717:down|Ptgir,19222:up|Fgfr2,14183:up|Thbs2,21826:down|Htr2b,15559:d
own|Mfsd12,73822:up|Dram1,71712:up|Ccl6,20305:up|Gjb5,14622:down|Anxa8,11752:down|Slpi,20568:u
p|Aspn,66695:down|Mt2,17750:up|Cxcr6,80901:down|Sned1,208777:up|Fam132b,227358:down|Nabpl,1
09019:down|Phf11a,219131:up|Mmp2,17390:down|Oas3,246727:up|Pappa,18491.down|Slc40al1,53945:u
p|Egfr,13649:down|Alpl,11647:up|Clrb,667277:up|Tfrc,22042:up|Sncg,20618:up|Ccl8,20307:up|Gstm1,14
862:up|Serpina3g,20715:up|Rspo2,239405:up|Fam20a,208659:down|Cdsn,386463:up|Syt13,80976:up|Mt
1,17748:up|Col5a2,12832:down|Mrc1,17533:up|Ccl2,20296:up|Aldh1a2,19378:up|Ednrb,13618:up|Ampd3
,11717:up|Mmp13,17386:up|Htra3,78558:down|Tnfrsf12a,27279:down|Uchl5,56207:up|Sord,20322:up|Cle
¢4n,56620:up|Shroom4,208431:down|Steapl,70358:down|Enpp3,209558:down|Cdo1,12583:up|Dok2,134
49:up|Mamdc2,71738:down|Csrp2,13008:down|Hvcn1,74096:up|Ptx3,19288:up|Ncam1,17967:down|Ccl4,
20303:up|Chst11,58250:down|Tmeff1,230157:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:u
p|Mrc2,17534:down|Lrrc17,74511:down|Lama?2,16773:down|Ccl9,20308:up|Ptk7,71461:down|Inhba,1632
3:down|Gsta4,14860:up|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:down|C1s1,50908:up|Plod2,26
432:down|Vegfa,22339:down|Gfpt2,14584:down|Serpine2,20720:up|Cbr2,12409:up|Nxn,18230:down|lgf2
,16002:up|Kdelr3,105785:down|Tmem176a,66058:up|Tnf,21926:up|Colla2,12843:down|Fxyd1,56188:up|F

biological_process 08150 2.41E-03|1.39E-02 |gfrl,14182:down|Lpl,16956:up|Sulf1,240725:down|Susd2,71733:up|Cd4,12504:up|Col3al,12825:down|Tb
x15,21384:down|Serping1,12258:up|Emb,13723:up|Uck2,80914:down|Enpp1,18605:down|Clec2d,93694:u
p|Hpgd,15446:up|C3,12266:up|Enpp5,83965:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505
:down|Ggt5,23887:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Cxcl14,57266:down|Adam12,11
489:down|Ceacam10,26366:up|Wnt5a,22418:down|Mark1,226778:up|Stc1,20855:up|Col8al,12837:down|
Adipog,11450:up|Hal,15109:up|lgf1,16000:up|Crabp2,12904:down|Mcoln2,68279:up|Cxcl9,17329:up|Tgfb
2,21808:down|F3,14066:up|Clec4e,56619:up|Adamts4,240913:down|Cthrc1,68588:down|Kngl,16644:up|
Prl2c2,18811:up|Efemp1,216616:up|Dpysl3,22240:down|Ninj1,18081:up|Saa3,20210:up|Gdpd1,66569:up|
Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|Slc16a4,229699:
down|Smoc2,64074:down|Gas6,14456:up|Col11al,12814:down|Sec23a,20334:down|Sfrp1,20377:up|Clqgt
nf3,81799:down|Tgfbr3,21814:up|Fxyd2,11936:up|Serinc2,230779:down|TlI1,21892:down|Ceacam1,26365
:up|Sfrp2,20319:up|Pxdn,69675:down|Pamrl1,210622:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Npnt,1142
49:up|S100a1,20193:up|lcel,218333:down|Ly9,17085:up|Neurl3,214854:down|Ccl7,20306:up|Pdzrn3,559
83:down|Pdgfc,54635:down|Mgp,17313:up|Figf,14205:up|Cst7,13011:up|lfit3,15959:up|Sema7a,20361:do
wn|Epasl,13819:up|Slc29a1,63959:up|Marcl,66112:up|Gpm6b,14758:up|Ddahl1,69219:down|Sdpr,20324:
down|Fkbp10,14230:down|Postn,50706:down|Hspb7,29818:up|Npl,74091:up|Man2a2,140481:up|Akrlcl
8,105349:up|Fabp5,16592:up|Bmprla,12166:down|Ccl12,20293:up|Wispl,22402:down|Klk1b11,16613:up|
Ank,11732:down|Tnc,21923:down|Gatm,67092:down|Ret,19713:up|Prg4,96875:down|C1s2,317677:up|Pd
xk,216134:up|Sdf211,64136:up|lfit1,15957:up|Creb311,26427:down|l11rl1,17082:down|Kitl,17311:up|Fam10
1h 7ZA5AA-dowanIPAha1 128451 downlHn 15420 1inlAnah 27082 11nlRacl11a ARKAAG 1inIPlat 18701 -dowwnlCel?
positive regulation of |-, Cd24a,12484:down|Has2,15117:down|Ccl2,20296:up|Cd4, 12504:up|Tfrc,22042:uplIgfl,16000:up|Ceacam
homotypic cell-cell |, |2:438-03) L40E-02 |1 55265 1011f2.16002:up|Tnfsf9,21950:up
adhesion
regulation of . _ ) . . . . )
carbohydrate GO:00 2 436-03l1.406-02 Igfbp4,16010:up|Has2,15117:down|C1qtnf3,81799:down|Igfl,16000:up|Adipog,11450:up|Htr2a,15558:do
) 06109 wn|lgfbp3,16009:up|lgf2,16002:up|Enppl,18605:down
metabolic process
regulation of protein  |GO:19 2 46E-03|1.42E-02 Tnf,21926:up|Gas6,14456:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:down|Ccl2,20296:up|
targeting 03533 |~ ' Ptgs2,19225:down|Grem1,23892:up|lgf1,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up
negative regulation of |GO:00 Pparg,19016:up|.FIrt2,399558:do.wn|Sfrpl,20377:t.JplAspn,66695:d0\{vn|Bmp4,12159:L.4p|Adipoq,_11450:up|
o 2.46E-03|1.42E-02 |Ceacam1,26365:up|Sfrp2,20319:up|Fabp4,11770:up|Prkar2b,19088:up|Lrrc15,74488:down|Errfil,74155:d
transferase activity 51348 own
regulation of cell Pr|2c2,18811:up|Efemp1,216616:up|Plxnd1,67784:up|Ptk7,71461:down|Dpysl3,22240:down|Sema7a,2036
projection GO:00 2 490311 43602 1:down]Ankrd1,107765:down|Tnfrsf12a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720
organization 31344 |~ ' :up|Plk2,20620:down|Cd24a,12484:down|Fgfrl,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|Bmp4,12
159:up|Sfrp2,20319:up|Crabp2,12904:down|Ret,19713:up
MEgatve Teguraton ot ; " N T N X X X
multi-organism 4?3%8? 2 50E-03l1.436-02 Ln;l,élaiééz.zg%téié9288.up|SIp|,20568.up|CcI4,20303.up|Igfl,lGOOO.uplCeacam1,26365.up|0asll,231655
regeneration GO:00 2 50E-03|1.43E-02 Adm,l1535:up|Tnc,21923:down|Cxcl12,20315:ulemoxl,15368:up|Mmp2,17390:down|Ninjl,18081:upllg
31099 1,16000:up
negative regulation of
stress-activated G000\, 50€-03|1.44E-02 |Ceacam1,26365:up|Sfrp2,20319:up|Sfrp1, 20377:up|Sfrpd,20379:up
protein kinase 70303 | ' ' ' ' ' ' ' ' '
signaling cascade
g?g;‘y'itt'ﬁ:ﬂgfpcr‘;'laegf” S;.g'gg 2.52E-03|1.44E-02 |Pparg,19016:up|Ccl2,20296:up|Errfil, 74155:down|Bmp4,12159:up
negative regulation of GO:00
stress-activated MAPK 32873 2.52E-03|1.44E-02 |Ceacam1,26365:up|Sfrp2,20319:up|Sfrp1,20377:up|Sfrp4,20379:up
cascade
regulation of GO:00
polysaccharide 32885 2.52E-03|1.44E-02 |Has2,15117:down|Enppl,18605:down|lgf2,16002:upllgfl,16000:up
biosynthetic process
C3,12266:up|Cst7,13011:up|Mmp13,17386:up|Htra3,78558:down|Uchl5,56207:up|Cd109,235505:down|G
gt5,23887:up|Plk2,20620:down|Adam12,11489:down|Mme,17380:up]|lgfl,16000:up|Klk1b11,16613:up|Ret
GO:00 ,19713:up|C1s2,317677:up|Sdf211,64136:up|F3,14066:up]Adamts4,240913:down|Kngl,16644:up|Hp,1543
proteolysis 06508 2.52E-03|1.44E-02 |9:up|Slpi,20568:up|Plat,18791:.down|Tfpi2,21789:down|Ctla2a,13024:down|C1s1,50908:up|Vegfa,22339:d
own|Serpine2,20720:up|Mmp2,17390:down|Adamts12,239337:down|Anpep,16790:up|Pappa,18491:dow
n|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Clrb,667277:up|TlI1,21892:down|Sfrp2,20319:up|Serping
1,12258:up|Serpina3g,20715:up|Pamrl,210622:up
negative regulation of |GO:00 2 54E-03|1.456-02 Pparg,19016:up|Sfrp1,20377:up|Wnt5a,22418:down|Inhba,16323:down|Grem1,23892:up|Sfrp2,20319:up|
cell growth 30308 | ' Tgfb2,21808:down|Serpine2,20720:up|Enppl,18605:down
) . GO:00 Cd24a,12484.down|Ccl12,20293:up|Cd4,12504:up|Tfrc,22042:up|Grem1,23892:up|lgf1,16000:up|Bmp4,12
leukocyte proliferation |7,5¢7|2.54E-03) 1.45E-02 | 159 | cencami 26365:up|Cxcl12,20315:up|lgf2,16002:up]Kitl,17311:up|Tnfsf9 21950:up




Cthrc1,68588:down|Adm,11535:up|Ptk7,71461:down|Gjb5,14622:down|Aldh1a2,19378:up|Epasl,13819:u

chordate embryonic ~ |GO:00 2 62E-03l1.496-02 p|Vegfa,22339:down|Col11al,12814:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Sulfl,240
development 43009 | ' 725:down|Wnt5a,22418:down|Tgfbr3,21814:up|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Chst
11,58250:down|Sfrp2,20319:up|Tbx15,21384:down|Tgfb2,21808:down|Fgfr2,14183:up
negative regulation of |GO:00 2 62E-03l1.496-02 Sfrp1,20377:up|Sfrp4,20379:up|lgfl,16000:up|Bmp4,12159:up|Adipoq,11450:up|Ceacaml,26365:up|Sfrp2
MAPK cascade 43409 | ' ,20319:up|Errfil,74155:down
regulation of cytokine G000
production involved in 027.18 2.63E-03|1.49E-02 |Tnf,21926:up|Hmox1,15368:up|Wnt5a,22418:down|Tgfb2,21808:down|Sema7a,20361:.down
immune response
mesoderm GO:00 2 656-03l1.50E-02 Sfrp2,20319:up|Fgfrl,14182:down|Wntb5a,22418:down|Vegfa,22339:down|Inhba,16323:down|Bmprla,121
development 07498 |~ ' 66:down|Bmp4,12159:up
regulation of extent of [GO:00 2 656-03l1.50E-02 Tnfrsf12a,27279:down|Crabp2,12904:down|PIxnd1,67784:up|Cxcl12,20315:up|Wntba,22418:down|Vegfa,
cell growth 61387 |~ ' 22339:down|Sema7a,20361:down
Htr2b,15559:down|Col5a2,12832:down|Pdgfc,54635:down|Htr2a,15558:down|Mmp2,17390:down|lgf2,16
response to nitrogen [GO:19 2 676-03l1.51E-02 002:up|Cdo1,12583:up|Pparg,19016:up|Tnf,21926:up|Colla2,12843:down|Egfr,13649:down|Ncam1,1796
compound 01698 |~ ' 7:down|Hmox1,15368:up|Sfrp1,20377:up|Adipoq,11450:up|lgfl,16000:up|Col3al,12825:down|Gatm,6709
2:down|Serpina3g,20715:up|lfit1,15957:up|Enppl,18605:down
vasculogenesis 810538 2.68E-03|1.51E-02 |Ceacaml,26365:up|Adm,11535:up|Fgfrl,14182:down|Has2,15117:down|Tgfbr3,21814:up|Fgfr2,14183:up
;‘g’lgt’lggg’r‘;ﬁito GO0, cor |1 51602 |FI12399558:down|Fgfrl,14182:downlSirp1,20377:up|Sulf1, 240725 down|Wnt5a 22418:down|Fgfr2 14183
” 44344 up
factor stimulus
muscle organ G000 Fgfrl,14182:dow_n|Col11a1,12814:down|Ncam1,17967:down|Wnt5a,22418:down|Bmpr1a,12166:down|Tg
development 075'17 2.72E-03|1.53E-02 |fbr3,21814:up|Wispl,22402:down|Grem1,23892:up|Col3al,12825:down|lgfl,16000:up|Bmp4,12159:up|A
nkrd1,107765:down|Tgfb2,21808:down|Fgfr2,14183:up
developmental cell GO:00 272E-03|1.536-02 PIxnd1,67784:up|Wntb5a,22418:down|Wisp1,22402:down|Sema7a,20361:down|lgf1,16000:up|Tnfrsfl2a,27
growth 48588 | ' 279:down|Crabp2,12904:down|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down
ositive requlation of | GO:00 Tnf,21926:up|Gas6,14456:upllcel,218333:down|Egfr,13649:down|Bmprla,12166:down|Ccl2,20296:up|Cd
p g ‘o |2.75E-03|1.54E-02 |4,12504:up|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacaml,26365:up|Sfrp2,
intracellular transport {32388 20319:up
GO:00 Htr2b,15559:down|Fxyd1,56188:up|Lmcd1,30937:up|Sulf1,240725:down|Wisp1,22402:down|Ptgs2,19225:
muscle system process 030'12 2.75E-03|1.54E-02 |down|Stc1,20855:up|Ednrb,13618:up|lgfl,16000:up|Vegfb,22340:up|Htr2a,15558:down|Npnt,114249:up|E
rrfil,74155:down
negative regulation of |GO001, oe 6311 548_02 |Grem1,23892:up|Bmp4, 12159:up|Adipog,11450:up
kidney development  [90185 |~ ' ' ' ' ' ' '
regulation of platelet-
f:g;‘ﬁgrg;‘;ﬂ‘i;‘;“or f(%ffg 2.75E-03|1.54E-02 |Ptgir,19222:up|F3,14066:up|Adipog, 11450:up
pathway
fibril organization g%gg 2.75E-03|1.54E-02 |Ltbp2,16997:down|Col5a1,12831:down|Col3al,12825:down
Zgl?iitl'xgegu'at'o” of S%fg 2.75E-03|1.54E-02 |Ceacam?,26365:up|Clec2d,93694:up|igf2,16002:up
Inhba,16323:down|Aldh1a2,19378:up|Sema7a,20361:down|Uchl5,56207:up|Shroom4,208431:down|Cxcll
central nervous system | GO:00 2,20315:up|Cx3cr1,13051:down|Serpine2,20720:up|Pparg,19016:up|Egfr,13649:down|Fgfrl,14182:down|
development 074'17 2.75E-03|1.54E-02 |Ncam1,17967:down|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:
up|Col3al,12825:down|Sfrp2,20319:up|Pcdh19,279653:down|Aldh1a3,56847:down|Plpp3,6 7916:up|Fgfr2
,14183:up
learning or memory GO:00 2 77E-03|1.54E-02 PIk2,20620:down|Glp1r,14652:down|Egfr,13649:down|Ncam1,17967:down|Ptgs2,19225:down|ll1rn,16181
07611 |~ ’ :up|lgf1,16000:up|Htr2a,15558:down|Prkar2b,19088:up|Cx3crl1,13051:down|lgf2,16002:up
negative regulation of |GO:00 2776-03|1.54E-02 Tnf,21926:up|Pparg,19016:up|Sfrp1,20377:up|Wnt5a,22418:down|Inhba,16323:down|Grem1,23892:up|B
growth 45926 |~ ' mp4,12159:up|Sfrp2,20319:up|Tgfb2,21808:down|Serpine2,20720:up|Enppl,18605:down
Htr2b,15559:down|Vdr,22337:down|Gpm6b,14758:up|Cxcl12,20315:up|Htr2a,15558:down|Serpine2,2072
GO:00 0:up|Slc40al,53945:up|Gas6,14456:up|Glplr,14652:down|Hven1,74096:up|Fxyd1,56188:up|Trf,22041:up|C
cation transport 06812 2.78E-03|1.55E-02 |d4,12504:up|Ccl12,20293:up|Ptgs2,19225:down|Stc1,20855:up|Tfrc,22042:up|Kenj15,16516:down|Fxyd2,1
1936:up|Ccl4,20303:up|Sncg,20618:up|Serinc2,230779:down|Maob,109731:up|Bmp4,12159:up|lgf1,1600
0:up|Tgfb2,21808:down|S100a1,20193:up
Ice1,218333:down|Ccl2,20296:up|Gpm6b,14758:up|Lrrcl5,74488:down|Gas6,14456:up|Tnf,21926:up|Egfr,
regulation of cellular  |GO:19 2 81E-03|1.566-02 13649:down|C1qtnf3,81799:down|Bmprla,12166:down|Wnt5a,22418:down|Ptgs2,19225:down|Grem1,23
protein localization 03827 |~ ' 892:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:
down
‘rfgrtgﬁgger §§§§“m g&fg 2.83E-03|1.57E-02 |Wnt5a,22418:down|Tgfb2,21808:down|Fgfr2,14183:up|Bmp4,12159:up
;egé‘l:a;'r%’ﬂfg‘;a""ticg:ated Se%gg 2.83E-03|1.57E-02 |Cd24a,12484:down|Igf2,16002:up|Tnfsf9,21950:up|lgf1,16000:up
neural crest cell CO:001, a6r_03|1.586-02 |Hir2b, 15559:down|Ret,19713:up|Ednrb,13618:up|Sema7a,20361:down|Kitl, 17311:up
migration 01755
positive regulation of GO:00
epithelial cell 30858 2.86E-03|1.58E-02 |Vdr,22337.down|Sfrp4,20379:up|Kitl,17311:up|Bmp4,12159:up|Adipoq,11450:up
differentiation
regulation of
transforming growth  |GO:00 2 86E-03l1.586-02 Htra3,78558:down|Chst11,58250:down|Tgfbr3,21814:up|Npnt,114249:up|Cd109,235505:down|Aspn,6669
factor beta receptor 17015 (™ ' 5:down
signaling pathway
glucose metabolic GO:00 2 876-03l1.59E-02 Tnf,21926:up|lgfbp4,16010:up|Fabp5,16592:up|C1qtnf3,81799:down|lgfl,16000:up|Adipoq,11450:up|lgfb
process 06006 |~ ' p3,16009:up|lgf2,16002:up|Enppl,18605:down
negative regulation of |GO:00 2 88E-03l1.59E-02 Cd24a,12484.down|ll1rn,16181:up|Bmp4,12159:up|Adipog,11450:up|Ceacam1,26365:up|Cxcl12,20315:u
cell-cell adhesion 22408 | ' p|Vegfa,22339:down|Serpine2,20720:up




regulation of

. GO:00 Cd24a,12484.down|Has2,15117:down|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgf1,16000:up|Bmp4,12
Zgg‘e‘;gg'c cell-cell 34770 |289E-03/1.59E-02 | 159 1 ctia2a 13024:down|Ceacam1 26365:up|Serpine2,20720:up|Igf2,16002:up| Tnfsf9,21950:up
requlation of synantic |GO:00 Tnf,21926:up|PIk2,20620:down|Lama2,16773:down|Egfr,13649:down|Ncam1,17967:down|Ccl2,20296:up|
tre?nsmission ynap 50304 2.91E-03|1.61E-02 |Ptgs2,19225:down|Sncg,20618:up|Adipoq,11450:up|Gpm6b,14758:up|Htr2a,15558:down|Serpine2,20720

:up|Cx3crl,13051:down
female sex GO:00 2 956-03l1.626-02 Sfrp1,20377:up|Wnt5a,22418:down|Vegfa,22339:down|Inhba,16323:down|Mmp2,17390:down|Kitl,17311:
differentiation 46660 |~ ' up|Bmp4,12159:up
ositive requlation of |GO:00 Fgfr1,14182:down|Cd24a,12484:down|Ptk7,71461:down|Wnt5a,22418:down|Dpysl|3,22240:down|Sema7a
geuron dif?erentiation 45666 2.95E-03|1.62E-02 |,20361:down|Bmp4,12159:up|Ankrd1,107765:down|Tnfrsf12a,27279:down|Crabp2,12904.down|Ret, 1971
3:up|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720:up
Igfbp4,16010:up|FIrt2,399558:down|Sfrp4,20379:up|C3,12266:up|Gstt1,14871:up|lgfbp3,16009:up|Cd109,
235505:down|LoxI2,94352:down|PIk2,20620:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|
Mark1,226778:up|ll1rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr
2,14183:up|Htr2b,15559:down|Efemp1,216616:up|Ccl6,20305:up|Aspn,66695:down|Saa3,20210:up|Fabp4
,11770:up|Htr2a,15558:down|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr
macromolecule G000 3,21814:up|Ceacaml,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Fam20a,208659:down|Npnt,114249:up|Tnf
modification 434'12 2.98E-03|1.64E-02 |rsf11b,18383:up|Prkar2b,19088:up|Neurl3,214854:down|Ccl2,20296:up|Ccl7,20306:up|Ednrb,13618:up|Pd
gfc,54635:down|Pdzrn3,55983:down|Sema7a,20361:down|Uchl5,56207:up|Ddah1,69219:down|Dok2,134
49:up|Man2a2,140481:up|Mamdc2,71738:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ret,
19713:up|Vegfb,22340:up|Sdf211,64136:up|Plpp3,67916:up|Kitl,17311:up|P4hal,18451:down|Ccl9,20308:
up|Iinhba,16323:down|Ccl3,20302:up|Crlf1,12931:down|Vegfa,22339:down|Lrrc15,74488:down|lgf2,16002
:up|Nxn,18230:down|Tnf,21926:up|Fgfrl,14182:down|Cd4,12504:up|Grem1,23892:up|Col3al,12825:dow
n|Errfil,74155:down|Enppl,18605:down
embrvo develooment Cthrc1,68588:down|Adm,11535:up|Ptk7,71461:down|Gjb5,14622:down|Aldh1a2,19378:up|Epasl,13819:u
endiny in birth K())r e GO:00 3.006-03/1.65E-02 p|Vegfa,22339:down|Col11al,12814:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Sulfl,240
hatchi‘% 99 09792 | : 725:down|Wnt5a,22418:down|Tgfbra,21814:up|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Chst
9 11,58250:down|Sfrp2,20319:up|Thx15,21384:down|Tgfb2,21808:down|Fgfr2,14183:up
positive regulation of GO00
peptidyl-serine 331'38 3.05E-03|1.67E-02 |Tnf,21926:up|Gas6,14456:up|Sfrp2,20319:up|Ret,19713:up|Wnt5a,22418:down|Vegfa,22339:down
phosphorylation
receptor internalization GO:00 3.05E-03|1.67E-02 |Htr2b,15559:down|Adm,11535:up|Vegfa,22339:down|Sfrp4,20379:up|Tfrc,22042:up|Grem1,23892:up
31623
gﬁ:'gﬁl response to g%gg 3.056-03|1.67E-02 |Vdr,22337:down|Egfr,13649:down|Inhba,16323:down|Ccl7,20306:up|Mmp2,17390:down|Bmp4,12159:up
response to fibroblast |GO:00 3.056-03/1.67E-02 FIrt2,399558:down|Fgfrl,14182:down|Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Fgfr2,14183
growth factor 71774 ) up
regulation of cellular
response to GO:19 3.056-03/1.67E-02 Htra3,78558:down|Chst11,58250:down|Tgfbr3,21814:up|Npnt,114249:up|Cd109,235505:down|Aspn,6669
transforming growth {03844 |~ ' 5:down
factor beta stimulus
Htr2b,15559:down|Lama2,16773:down|Ccl2,20296:up|Plat,18791:down|SIc29a1,63959:up|Gpm6b,14758:
synantic transmission GO:00 3.086-03/1.68E-02 up|Htr2a,15558:down|Cx3crl,13051:down|Serpine2,20720:up|Tnf,21926:up|Plk2,20620:down|Cd24a,1248
ynap 07268 |~ ' 4:down|Egfr,13649:down|Ncam1,17967:down|Ptgs2,19225:down|Sncg,20618:up|Adipoq,11450:up|Fgfr2,
14183:up|Syt13,80976:up
regulation of kidney ~ |GO:00 B B . . . : ; .
development 90183 3.10E-03|1.69E-02 |Ret,19713:up|Vegfa,22339:down|Grem1,23892:up|Bmp4,12159:up|Adipoqg,11450:up
negative regulation of G000 ' ' . . .
muscle cell 51148 3.10E-03|1.69E-02 |Tnf,21926:up|Prl2c2,18811:up|Cxcl14,57266:down|Ccl9,20308:up|Bmp4,12159:up
differentiation
smooth muscle cell GO:00 . . . . .
differentiation 51145 3.10E-03|1.69E-02 |Adm,11535:up|Npnt,114249:up|Ednrb,13618:up|Fgfr2,14183:up|Bmp4,12159:up
cell adhesion involved .
in heart S |3.14E-03(1.69E-02 |FIr2,399558:down|Tgfb2, 21808 cown
morphogenesis
positive regulation of G020 ' ‘ .
glycogen (starch) 00467 3.14E-03|1.69E-02 |Igf2,16002:up|Adipog,11450:up
synthase activity
regulation of bone .
mineralization involved go%é? 3.14E-03|1.69E-02 |Fam101b,76566:down|Grem1,23892:up
in bone maturation
regulation of
metanephric GO:00 ) ) )
glomerulus 79298 3.14E-03|1.69E-02 |Ret,19713:up|Adipoq,11450:up
development
positive regulation of
metanephric GO:00 ) ) )
glomerulus 72300 3.14E-03|1.69E-02 |Ret,19713:up|Adipoq,11450:up
development
regulation of ovulation g(%gg 3.14E-03|1.69E-02 |Inhba, 16323:down|Plat,18791:down
positive regulation of GO'19
peptidyl-tyrosine 00686 3.14E-03|1.69E-02 |Vegfa,22339:down|Grem1,23892:up
autophosphorylation
detoxification of GO:00 ) )
inorganic compound |61687 3.14E-03|1.69E-02 |Mt2,17750:up|Mt1,17748:up
midgut development | 29-90|3 14E-03[1.69E-02 |Wnt5a,22418:down|Ednrb, 13618:up
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positive regulation of

apoptotic cell 8&22? 3.14E-03|1.69E-02 |Ccl2,20296:up|C3,12266:up
clearance
regulation of dendritic |GO:20 ) .
cell differentiation 01198 3.14E-03|1.69E-02 [Tmem176a,66058:up|Tmem176b,65963:up
stress-activated MAPK |GO:00 3156-03/1.70E-02 Tnf,21926:up|Trf,22041:up|Sfrpl,20377:up|Wnt5a,22418:down|Sfrp4,20379:up|ll1rn,16181:up|Ceacam1l,2
cascade 51403 |™ ' 6365:up|Sfrp2,20319:up|Vegfa,22339:down|Tgfb2,21808:down
positive regulation of [GO:00 316E-03l1. 706202 Tnf,21926:up|PIk2,20620:down|Lama2,16773:down|Egfr,13649:down|Ccl2,20296:up|Ptgs2,19225:down|Se
synaptic transmission 50806 |~ ' rpine2,20720:up|Cx3crl1,13051:down
regulation of axon G000
extension involved in 48341 3.16E-03|1.70E-02 |PIxnd1,67784:up|Cxcl12,20315:up|Wnt5a,22418:down|Vegfa,22339:down
axon guidance
positive regulation of +|GO:001 51 6e 6311 7002 [Htrob, 15559:down|Fgfr1,14182:down|Htr2a, 15558:down|Fgfr2,14183:up
phospholipase activity {10518
Fstl3,83554:downllcel,218333:down|Adm,11535:up|Pdgfc,54635:down|Epasl,13819:up|Ddah1,69219:do
wn|Lyl1,17095:up|Sdpr,20324:down|Igfbp3,16009:up|Trf,22041:up|Ptx3,19288:up|Wnt5a,22418:down|Bm
ositive requlation of prla,12166:down|Maob,109731:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Ptgir,192
ﬁitro on cgm ound GO:00 321E-03l1.726-02 22:up|Creb3l1,26427:down|Fgfr2,14183:uplKitl,17311:up|Prl2c2,18811:up|Inhba,16323:down|Rasl11a,688
metagl]:)olic ropéess 51173 | ' 95:up|Ccl3,20302:up|Vdr,22337.down|Vegfa,22339:down|Htr2a,15558:down|Igf2,16002:up|Slc40al,53945
P :up|Pparg,19016:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|
Has2,15117:down|Tgfbr3,21814:up|Ptgs2,19225:down|Tfrc,22042:up|Grem1,23892:up|Sfrp2,20319:up|Np
nt,114249:up
reactive oxygen GO'19
species biosynthetic 034'09 3.25E-03|1.74E-02 |Tnf,21926:up|Ptx3,19288:up|Ddah1,69219:down|Egfr,13649:down|Ptgs2,19225:down|lgf1,16000:up
process
response to estrogen 53%3(7) 3.25E-03|1.74E-02 521\‘/3i3649:down|Cd24a,12484:down|Sfrp1,20377:up|Hmoxl,15368:up|Tgfb2,21808:down|l\/|mp2,17390:
positive regulation of |GO:00 3.95E-03|1.74E-02 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,2030
GTPase activity 43547 |~ ) 3:up|Ccl3,20302:up|Ccl8,20307:up
phosphate ion GO:00 . . .
transport 06817 3.29E-03|1.75E-02 |Ank,11732:down|Fgfr1,14182:down|Sfrp4,20379:up
ossification involved in |GO:00 . . .
bone maturation 43931 3.29E-03|1.75E-02 |Fam101b,76566:down|Grem1,23892:up|lgf1,16000:up
bone maturation %%3‘7) 3.29E-03|1.75E-02 |Fam101b,76566:down|Grem1,23892:up|IgfL,16000:up
activation of protein GO:00 . . )
kinase B activity 32148 3.29E-03|1.75E-02 |Gas6,14456:up|Wnt5a,22418:down|lgfl,16000:up
response to cadmium | 608913 29€-031.75E-02 |Sord20322:up|Akr1c18105349:up|HmoxL, 15368up
regulation of pathway-
L?Zt{;?ﬁed SMAD g(%gg 3.35E-03|1.78E-02 [Tgfb2,21808:down|inhba,16323:down|Bmpria,12166:down|Grem1,23892:up|Bmp4, 12159:up
phosphorylation
positive regulation of |GO:00 . ) ) ) )
fibroblast proliferation |48146 3.35E-03|1.78E-02 |Gas6,14456:up|Egfr,13649:down|Wnt5a,22418:down|Pdgfc,54635:down|lgf1,16000:up
FIrt2,399558:down|Sfrp4,20379:up|Ednrb,13618:up|Cst7,13011:up|Epasl,13819:up|Ankrd1,107765:down|l
gfbp3,16009:up|Cd109,235505:down|LoxI2,94352:down|LoxI3,16950:down|Ptx3,19288:up|Wnt5a,22418:d
own|Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Prg4,96875:down|Tgfb2,21808:down
negative regulation of GO:00 [Plpp3,67916:up|Fgfr2,14183:up|Kngl,16644:up|Slpi,20568:up|Aspn,66695:down|Plat,18791:down|Tfpi2,2
macromolecule 10605 3.38E-03|1.80E-02 [1789:down|Vdr,22337:down|Ctla2a,13024.down|Fabp4,11770:up|Vegfa,22339:down|Serpine2,20720:up|L
metabolic process rrc15,74488:down|Nxn,18230:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,
14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Tgfbr3,21814:up|Grem1,23892:up|Ceaca
m1,26365:up|Sfrp2,20319:up|Serpingl,12258:up|Serpina3g,20715:up|Prkar2b,19088:up|Errfil,74155:dow
n|Enpp1,18605:down|S100a1,20193:up
Fstl3,83554:downl|lcel,218333:down|Adm,11535:up|Ccl2,20296:up|Pdgfc,54635:down|Epas1,13819:up|D
dah1,69219:down|Lyl1,17095:up|Sdpr,20324:down|Trf,22041:up|Ptx3,19288:up|Wnt5a,22418:down|Bmpr
1a,12166:down|Bmp4,12159:up]lgfl,16000:up|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Ptgir,192
positive regulation of  [GO:00 3.40E-03/1 81E-02 22:up|Creb3l1,26427:down|Fgfr2,14183:up|Kitl,17311:up|Prl2c2,18811:up|Htr2b,15559:down|Inhba,16323
biosynthetic process {09891 |™ ' :down|Rasl11a,68895:up|Ccl3,20302:up|Vdr,22337:down|Vegfa,22339:down|Htr2a,15558:down|lgf2,1600
2:up|Slc40al,53945:up|Pparg,19016:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Fgfr1,14182:do
wn|Sfrpl,20377:up|Has2,15117:down|Tgfbr3,21814:up|Ptgs2,19225:down|Grem1,23892:up|Sfrp2,20319:u
pINpnt,114249:up
P4hal,18451:down|Hpgd,15446:up|Aldhla2,19378:up|C3,12266:up|Fabp4,11770:up|Fam132b,227358:do
monocarboxylic acid  |GO:00 3.426-03l1.81E-02 wn|Htr2a,15558:down|Cdo1,12583:up|Pparg,19016:up|Ggt5,23887:up|Akric18,105349:up|Lpl,16956:up|P
metabolic process 32787 ™ ' tgs2,19225:down|Adipoq,11450:up]lgfl,16000:up|Crabp2,12904:down|Aldh1a3,56847:down|Prkar2b,190
88:u
I'dIIIEUJ.U,IUJUU.UUVVIHFIILL,OUU\JJO.UUWII|LdIIIdL,J.UI 9. UOWIFIXTTUL,O 7 104 . UP[SEITId 1 d,ZUS0 L.UUWTII[TTTIT
cell morphogenesis GO:00 sf12a,27279:down|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|LoxI2,94352:down|LoxI3,16950
involved in 009'04 3.42E-03|1.81E-02 |:down|Sfrp1,20377:up|Has2,15117:down|Wnt5a,22418:down|Tgfbr3,21814:up|Stc1,20855:up|Grem1,2389
differentiation 2:up|Bmp4,12159:up|Sfrp2,20319:up|Crabp2,12904.down|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:u
positive regulation of GO'19 Tnf,21926:up|Gas6,14456:up|lcel,218333:down|Egfr,13649:down|Bmprla,12166:down|Ccl2,20296:up|Ptg
cellular protein 03329 3.46E-03|1.83E-02 |s2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacaml,26365:up|Sfrp2,20319:up|Tgfb2
localization ,21808:down
|-kappaB kinase/NF- |GO:00 351-03/1.856-02 Tnf,21926:up|PIk2,20620:down|Hmox1,15368:up|C1qtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:u
kappaB signaling 07249 |™ ) p|Saa3,20210:up|Adipoq,11450:up|Clec4n,56620:up|ll1rl1,17082:down
regulation of organ  |GO:00|5 5oe 6311 g5E_02 |Fgfr,14182:down|Sulfl 240725:down|Wnt5a,22418:down|Bmp4, 12159:up
formation 03156
negative regulation of G000
response to cytokine 607'61 3.52E-03|1.85E-02 |Pparg,19016:up|Gas6,14456:up]ll1rn,16181:up|Adipog,11450:up

stimulus
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GO:19

neuroblast 02692 3.52E-03|1.85E-02 |Prl2c2,18811:up|Cd24a,12484:down|Vegfa,22339:down|Cx3crl,13051:down
nralif, +i
Kng1,16644:up|C3,12266:up|SIpi,20568:up|Cst7,13011:up|Plat,18791:down|Tfpi2,21789:down|Ctla2a,130
regulation of GO:00 358E-03l1.886-02 24:down|Uchl5,56207:up|Vegfa,22339:down|Serpine2,20720:up|Cd109,235505:down|Gas6,14456:up|Ppa
proteolysis 30162 | ' rg,19016:up|Tnf,21926:up|PIk2,20620:down|lgfl,16000:up|Sfrp2,20319:up|Serping1,12258:up|Serpina3g,
20715:up|F3,14066:up
regulation of T cell GO:00 361E-03l1.90E-02 Cd24a,12484:down|Cd4,12504:up|Tfrc,22042:up|lgf1,16000:up|Bmp4,12159:up|Ceacam1,26365:up|lgf2,1
proliferation 42129 |™ ’ 6002:up|Tnfsf9,21950:up
response to GO:00 3636-03l1.91E-02 Htr2b,15559:down|Tfec,21426:up|Hmox1,15368:up|Htr2a,15558:down|Hspb7,29818:up|Ccl2,20296:up|Igf
temperature stimulus {09266 |~ ’ 1,16000:up
lr;r?]‘;'ﬁgg;eo;e diated gzc;:gg 2.63£.03| 10102 gggf:am1,26365:up|Tnf,21926:up|CIec2d,93694:up|Cd24a,12484:down|C3,12266:up|Tfrc,22042:up|Igf2,16
. . up
immunity
) . GO:00 Cd24a,12484:down|Cd4,12504:up|Tfrc,22042:up|lgf1,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Cxcll
T cell proliferation |59g|3.658-03|1.92E-02 |, 54315 1115f2.16002:up|Tnfsf9,21950-up
positive regulation of [GO:19 372E-03l1.956-02 Tnf,21926:up|Gas6,14456:up|Egfr,13649:down|Bmprla,12166:down|Cd4,12504:up|Ptgs2,19225:down|Gre
cytoplasmic transport 03651 |™ ' m1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up
G000 Cthrc1,68588:down|Sfrpl1,20377:up|Sulfl,240725:down|Ptk7,71461.down|Wnt5a,22418:down|Sfrp4,2037
Whnt signaling pathway 16(555 3.74E-03|1.96E-02 |9:up|Wispl,22402:down|Mark1,226778:up|Grem1,23892:up|Sfrp2,20319:up|Rspo2,239405:up|Plpp3,6791
6:up|Nxn,18230:down|Fgfr2,14183:up
negative regulation of [GO:00 3776-03l1.976-02 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Sfrp1,20377:up|Hmox1,15368:up|Clqtnf3,81799:down|ll1lrn
secretion 51048 |™ ' ,16181:up|Maob,109731:up|Adipoq,11450:up|Anpep,16790:up
receptor-mediated GO:00 3.80E-03l1.986-02 Htr2b,15559:down|Trf,22041:up|Adm,11535:up|Cd24a,12484:down|Mrc1,17533:up|Sfrp4,20379:up|Tfrc,2
endocytosis 06898 |~ ’ 2042:up|Grem1,23892:up|Vegfa,22339:down
lrrffe‘;:gﬂ‘;;og GO00(5 aor _a|1.008-02 |T7F21926:up|Gast, 14456:up|Prg4 96875:down|C1qtnf3,81799:down|WintSa 22418:down|Figf, 14205 up]T
) 32675 nfsf9,21950:up
production
regulation of GO:00 Htr2b,15559:down|Kng1,16644:up|Adm,11535:up|PIxnd1,67784:up|Ednrb,13618:up|Sema7a,20361:down|
anatomical structure 90666 3.86E-03|2.00E-02 |Tnfrsf12a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|Htr2a,15558:down|Mmp2,17390:down|Egfr,1
size 3649:down|Tgfbr3,21814:up|Wnt5a,22418:down|Ptgs2,19225:down|Crabp2,12904:down|Ret,19713:up
ovulation S(%gg 3.90E-03[2.00E-02 |Inhba,16323:down|Ptgs2,19225:down|Plat, 1879 1:down
irr?tsepr?enrscfnt—oalpha S&'gg 3.90E-03|2.00E-02 |Gas6, 14456:uplfit1,15957:uplIfit3,15959:up
positive regulation of GO:00
protein 319'54 3.90E-03|2.00E-02 |Vegfa,22339:down|Pdgfc,54635:down|Grem1,23892:up
autophosphorylation
;ﬁgﬁfgﬁg ::)f:emotaxis g(%'gg 3.90E-03[2.00E-02 |Cxcl12,20315:up|Cel2,20296:up|Grem1,23892:up
e eriation ?gz'gg 3.90E-03[2.00E-02 |Col1a2,12843:down|CLqtnf6, 72709:down|Adipog, 11450:up
regulation of GO:00
heterotypic cell-cell 341'14 3.90E-03|2.00E-02 |Tnf,21926:up|ll1rn,16181:up|Adipoqg,11450:up
adhesion
negative regulation of GO:00
smooth muscle cell 149'12 3.90E-03|2.00E-02 |Bmprla,12166:down|lgfbp3,16009:up|Adipoq,11450:up
migration
positive regulation of GO:00
epidermal cell 45606 3.90E-03|2.00E-02 |Vdr,22337:down|Sfrp4,20379:up|Bmp4,12159:up
differentiation
g‘e’igl"j)”p;?!'rft'e 3105'2? 3.90E-03|2.00E-02 |Vegfa,22339:down|Inhba,16323:down|Mmp2,17390:down|Kitl, 17311:up|Bmp4,12159:up
morphogenesis of a | GO:0015 g0 _g315 goE_02 | Cthret,68588:down|Sfrp2,20319:up|Sfrp1,20377:up|Ptk7, 71461:down|Wnit5a,22418:down
polarized epithelium 01738
regulation of GO:00
lymphocyte apoptotic 70228 3.90E-03|2.00E-02 |Ceacam1,26365:up|Cd24a,12484.down|Wntb5a,22418:down|Tgfb2,21808:down|Bmp4,12159:up
process
regulation of collagen |GO:0015 goe 6315 00E-02 | Pparg,19016:up|Ccl2,20296-up|Errfi1, 74155:down|Bmp4, 12159:up
metabolic process 10712 (™ ) ' ' ' ' ' ) ' '
regulation of T cell  |GO001 5 gne 6315 00E-02 |Ceacam?,26365:up|Wnit5a,22418:down[Tgfb2,21808:down|Bmp4, 12159-up
apoptotic process 70232
regulation of GO:00
polysaccharide 32881 3.90E-03|2.00E-02 |Has2,15117:down|Enpp1,18605:down|lgf2,16002:upllgfl,16000:up
metabolic process
metanephric nephron |GO:0015 gne 6315 00E-02 |Ret,19713:up|Grem1,23892:up|Bmpd4,12159:up|Adipog, 11450:up
development 72210 ’ ’ ' ’ ’ ’ ’ ' '
regulation of DNA GO:00 3.94£-03/2.026-02 Pparg,19016:up|Fgfrl,14182:down|Egfr,13649:down|Pdgfc,54635:down|Grem1,23892:up|lgf1,16000:up|B
replication 06275~ ' mp4,12159:up|Kitl,17311:up
neural tube formation GO:00 4.02E-032.06E-02 Cthrcl,6858§:down|Sfrp2,20319:uplAdm,11535:up|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down|
01841 Bmp4,12159:up




regulation of

Fstl3,83554:downl|lgfbp4,16010:up|Firt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|C3,12266:up|Ankrdl
,107765:down|Lyl1,17095:up|lgfbp3,16009:up|Cd109,235505:down|LoxI2,94352:down|Plk2,20620:down|L
ox13,16950:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|ll1rn,16181:up|Adipog,11450:up|B
mp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|F3,14066:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,16
644:up|Prl2c2,18811:up|Efemp1,216616:up|Ccl6,20305:up|Slpi,20568:up|Aspn,66695:down|Vdr,22337:do
wn|Fabp4,11770:up|Htr2a,15558:down|0as3,246727:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:do

wn|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Tfrc,22042:up|Ceacam1,26365:up|Ccl8,20307:u
p|Sfrp2,20319:up|Serpina3g,20715:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2

macromolecule gg;gg 4.05E-03|2.07E-02 |b,19088:up|S100a1,20193:up]|lcel,218333:down|Aldhla2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Pdgfc,5
metabolic process 4635:down|Cst7,13011:up|Ednrb,13618:up|Sema7a,20361:down|Epas1,13819:up|Htra3,78558:down|Uchl
5,56207:up|Sdpr,20324:down|Ptx3,19288:up|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Tnc,219
23:down|Ret,19713:up|Prg4,96875:down|Plpp3,67916:up|Creb3I1,26427:down|Kitl,17311:up|Ccl9,20308:u
plinhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Plat,18791:down|Ccl3,20302:up|Tfpi2,21789:d
own|Ctla2a,13024:down|Crlf1,12931:down|Vegfa,22339:down|Serpine2,20720:up|Lrrc15,74488:down|Nx
n,18230:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Glp1r,14652:down|Lmcd1,30937:up|Fgfrl, 141
82:down|Has2,15117:down|Hmox1,15368:up|Sulf1,240725:down|Cd4,12504:up|Grem1,23892:up|Phfl1ld,
219132:up|Tbx15,21384:down|Serping1,12258:up|Errfil,74155:down|Enpp1,18605:down
Adm,11535:up|Ccl2,20296:up|Aldh1a2,19378:up|C3,12266:up|Ampd3,11717:up|Serpinh1,12406:down|So
rd,20322:up|Cdo1,12583:up|Ggt5,23887:up|Akrlcl8,105349:up|Fabp5,16592:up|Wnt5a,22418:down|Adip
single-organism GO:00 00,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Gatm,67092:down|Pdxk,216134:up|Aldh
biosynthetic process 447'11 4.09E-03|2.09E-02 |1a3,56847:down|Ptgir,19222:up|Htr2b,15559:down|Vdr,22337:down|Htr2a,15558:down|lgf2,16002:up|Tnf
,21926:up|Pparg,19016:up|Fgfrl,14182:down|Lpl,16956:up|Has2,15117:down|C1lqgtnf3,81799:down|Ptgs2,
19225:down|Ceacam1,26365:up|Col5al,12831:down|Uck2,80914:down|Errfil,74155:down|Enppl,18605:
down
homotypic cell-cell GO:00 Ly9,17085:up|Ccl2,20296:up|Ctla2a,13024:down|Cxcl12,20315:up|Serpine2,20720:up|lgf2,16002:up|Cd24
adhesion 341'09 4.12E-03|2.11E-02 |a,12484:down|Ncam1,17967:down|Has2,15117:down|Cd4,12504:up|Tfrc,22042:up|Bmp4,12159:up|lgfl,1
6000:up|Ceacam1,26365:up|Plpp3,67916:up|Tnfsf9,21950:up|Clecde,56619:up
ovulation cycle 232%83 414E-03l2.11E-02 ngr,13649.down|Vegfa,22339.down|Inhba,16323.down|Mmp2,17390.down|K|t|,17311.up|Bmp4,12159.u
regulation of lipid GO:00 414E-03l2.11E-02 Htr2b,15559:down|Tnf,21926:up|Pparg,19016:up|Akrlc18,105349:up|C3,12266:up]|lgfl,16000:up|Adipoq,
metabolic process 19216 | ) 11450:up|Vdr,22337:down|Ceacam1,26365:up|Fam132b,227358:down|Htr2a,15558:down|lgf2,16002:up
Efempl,216616:up|PIxnd1,67784:up|Ptk7,71461:down|Dpysl3,22240:down|Ednrb,13618:up|Sema7a,2036
regulation of neuron  [GO:00 418E-03]2.13E-02 1:down|Ankrd1,107765:down|Tnfrsf12a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|Serpine2,20720
differentiation 45664 | ' :up|PIk2,20620:down|Cd24a,12484:down|Fgfrl,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|Bmp4,12
159:up|Sfrp2,20319:up|Crabp2,12904:down|Ret,19713:up
(rﬁgcrjpl)ahcosgeepﬁg?s g&fg’ 4.20E-03[2.14E-02 |Wnt5a,22418:down|Tgfb2,21808:down|Bmprla,12166:down|Fgfr2,14183:up|Bmp4,12159:up
Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|C3,1
2266:up|Ankrd1,107765:down|Lyl1,17095:up|lgfbp3,16009:up|Cd109,235505:down|LoxI2,94352:down|Plk
2,20620:down|LoxI3,16950:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:downl|ll1rn,16181:up|Ma
0b,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|F3,1406
6:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,16644:up|Prl2c2,18811:up|Dram1,71712:up|Efemp1,216616
:up|Ccl6,20305:up|Slpi,20568:up|Aspn,66695:down|Vdr,22337:down|Fabp4,11770:up|Fam132b,227358:d
own|Htr2a,15558:down|0as3,246727:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:
up|C1qtnf3,81799:down|Tgfbr3,21814:up|Tfrc,22042:up|Serinc2,230779:down|Ceacam1,26365:up|Ccl8,20
regulation of GO:00 307:up|Sfrp2,20319:up|Serpina3g,20715:up|Fam20a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|P
metabolic process 192'22 4.21E-03|2.14E-02 |rkar2b,19088:up|S100a1,20193:upllcel,218333:down|Aldhla2,19378:up|Ccl2,20296:up|Ccl7,20306:up|Pd
gfc,54635:down|Cst7,13011:up|Ednrb,13618:up|Sema7a,20361.down|Epas1,13819:up|Htra3,78558:down|
Uchl5,56207:up|Ddah1,69219:down|Sdpr,20324:down|Ptx3,19288:up|Akr1c18,105349:up|Bmprla,12166:
down|Ccl12,20293:up|Ccl4,20303:up|Tnc,21923:down|Ret,19713:up|Prg4,96875:down|Plpp3,67916:up|Cr
eb3l1,26427:down|Kitl,17311:up|Hp,15439:up|Ccl9,20308:up|Inhba,16323:down|Rasl11a,68895:up|Bnc2,2
42509:down|Plat,18791:down|Ccl3,20302:up|Tfpi2,21789:down|Ctla2a,13024:down|Srpx2,68792:down|Crl
1,12931:down|Plod2,26432:down|Vegfa,22339:down|Serpine2,20720:up|Lrrc15,74488:down|Nxn,18230:
down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down
|[Has2,15117:down|Hmox1,15368:up|Sulf1,240725:down|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:u
p|Phf11d,219132:up|Tbx15,21384:down|Serping1,12258:uplErrfil, 74155:down|Enppl,18605:down
response to GO:00 4.22E-03l2.14E-02 Ankrd1,107765:down|Tnf,21926:up|Col11al,12814:down|Htr2a,15558:down|Mmp2,17390:down|Serpine
mechanical stimulus {09612 | ) 2,20720:up|lgf1,16000:up
. GO:00 Fgfrl,14182:down|Sfrp1,20377:up|Sulfl,240725:down|Grem1,23892:up|Bmp4,12159:up|Adipog,11450:up
kidney development | ) g, |4.23E-03)2.14E-02 |, ~1¢1"1 5931 down|Ret,19713:up|Vegfa,22339:down|Npnt, 114249:up| Fgfr2,14183:up
regulation of JNK GO:00 4.30E-03]2.18E-02 Tnf,21926:up|Trf,22041:up|Sfrp1,20377:up|Wnt5a,22418:down|Sfrp4,20379:up|ll1rn,16181:up|Ceacam1l,2
cascade 46328 | ) 6365:up|Sfrp2,20319:up
stem cell division f%gg 4.32E-03|2.18E-02 |Sfrp2,20319:up|Fgfrl,14182:down|Tgfb2,21808:down|Fgfr2,14183:up
reyguiracturt ur Lardiac .
musdle cell o |4.326-03|2.18E-02 |Fofr1. 14182:down|Ncam1,17967:down|Bmprla 12166 down|Fgfr2, 14183 up
nralif +1
regulation of axon 1GO:191, 55¢ 435 18E-02 |PIxnd1,67784:up|Cxel12,20315:p|Wnt5a,22418:down|Vegfa 22339:down
guidance 02667
regulation of G000
monooxygenase 327'68 4.32E-03(2.18E-02 |Vdr,22337:down|Htr2b,15559:down|Tnf,21926:up|Egfr,13649:down
activity
Htr2b,15559:down|Vdr,22337:down|Cxcl12,20315:up|Htr2a,15558:down|Serpine2,20720:up|Slc40a1,5394
. GO:00 5:up|Gas6,14456:up|Trf,22041:up|Fxyd1,56188:up|Glplr,14652:down|Cd4,12504:up|Ccl12,20293:up|Ptgs2
metal ion transport |37 |4.326-03|2.18E-02 | 3 9555 6 wn|Ste1,20855:up|Tfrc, 22042-up| Kenj15,16516-down| Fxyd2,11936:up|Ccl4,20303:up|Bmp4. 1215
9:up|lgfl,16000:up|Tgfb2,21808:down|S100a1,20193:up
regulation of apoptotic|GO:20 Tnf,21926:up|Tnfrsf23,79201:down|Fgfrl,14182:down|Sfrp1,20377:up|Hmox1,15368:up|Inhba,16323:dow
~n |4.36E-03|2.20E-02 |n|lgf1,16000:up|Bmp4,12159:up|Tnfrsf12a,27279:down|Sfrp2,20319:up|Cxcl12,20315:up|Tgfb2,21808:do

signaling pathway

01233

wn|Cx3crl,13051:down|Creb3l1,26427:down




Adm,11535:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Trf,22041:up|Cd24a,12484:down|Wnt5
a,22418:down|Stc1,20855:up|ll1rn,16181:up|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,160

00:up|Mcoln2,68279:up|Tgfb2,21808:down|Fgfr2,14183:up|Clecde,56619:up|Htr2b,15559:down|Vdr,2233
7:down|Fam132b,227358:down|Cxcl12,20315:up|Htr2a,15558:down|Slc16a4,229699:down|Slc40al1,53945
:up|Gas6,14456:up|Egfr,13649:down|Sec23a,20334:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tfrc,22042
:up|Fxyd2,11936:up|Sncg,20618:up|Serinc2,230779:down|Ceacam1,26365:up|Sfrp2,20319:up|Syt13,80976

single-organism GO:19 436E-032 20E-02 :up|S100a1,20193:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:up|Slc29a1,63959:up|Gpm6b,14758:u
localization 02578 | " ' p|Clec4n,56620:up|Steapl,70358:down|Postn,50706:down|Cdol,12583:up|Ptx3,19288:up|Hvcn1,74096:u
p|Akrlc18,105349:up|Fabp5,16592:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,203
03:up|Ank,11732:down|Creb3l1,26427:down|ll1rl1,17082:down|Inhba,16323:down|Ccl3,20302:up|Vegfa,2
2339:down|Serpine2,20720:up|Lrrcl5,74488:down|Anpep,16790:up|Kdelr3,105785:down|Pparg,19016:up
|Tnf,21926:up|Fxyd1,56188:up|Glplr,14652:down|Fgfrl,14182:down|Lpl,16956:up|Hmox1,15368:up|Cd4,1
2504:up|Ptgs2,19225:down|Grem1,23892:up|Kcnj15,16516:down|Mcoln3,171166:up|Emb,13723:up|Enpp
1,18605:down
regulation of GO:00 Has2,15117:down|C1qtnf3,81799:down|Enppl,18605:down|lgf2,16002:up|lgf1,16000:up|Adipog,11450:u
carbohydrate . |4.38E-03|2.20E-02 ' ' ' ' ' ' ' ’ ' ' ' '
- ; 43255 p
biosynthetic process
Ras protein signal GO:00 Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|Ccl3,20302:up|Dok?2,13449:up|Coll1a2,12843:d
transduction g 07265 4.45E-03|2.24E-02 |own|PIk2,20620:down|Ccl12,20293:up|Wnt5a,22418:down|Ccl4,20303:up|lgf1,16000:up|Col3al,12825:do
wn|Ccl8,20307:up|Tgfb2,21808:down|Kitl,17311:up
PIxnd1,67784:up|Ccl2,20296:up|Ccl3,20302:up|Sema7a,20361:down|Tnfrsf12a,27279:down|Cxcl12,20315:
regulation of cell GO:00 4.49E-032 25E-02 up|Postn,50706:down|Vegfa,22339:down|Sfrp1,20377:up|Has2,15117:down|Ccl12,20293:up|Tgfbr3,21814
morphogenesis 22604 | ' :up|Wntba,22418:down|Grem1,23892:up|Sfrp2,20319:up|Crabp2,12904:down|Ret,19713:up|Tgfb2,21808:
down
positive regulation of  [GO:00 450E-0312 26E-02 Gas6,14456:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,1
leukocyte activation 02696 | ) 6000:up|Ceacam1,26365:up|lgf2,16002:up|ll1rl1,17082:down|Tnfsf9,21950:up
vitamin metabolic GO:001, 5ok _03|2.26E-02 |Vdr,22337:down|Tnf 21926:up|Akr1c18,105349-up|Fgfr1,14182:down|Pdxk 216134:up
process 06766
regulation of viral GO:00 B B . . . i . .
genome replication 45069 4.52E-03|2.26E-02 |Ceacam1,26365:up|Tnf,21926:up|Oasl1,231655:up|SIpi,20568:up|Oas3,246727:up
cellular response to GO:00 Htr2b,15559:down|Tnf,21926:up|Pparg,19016:up|Akrlc18,105349:up|Egfr,13649:down|Alpl,11647:up|Sfrp
organic cyclic 714'07 4.55E-03(2.27E-02 |1,20377:up|inhba,16323:down|Ccl12,20293:up]lgf1,16000:up|Bmp4,12159:up|Adipog,11450:up|Vdr,2233
compound 7:down|Mmp2,17390:down|Ifit1,15957:up
requlation of cell GO00 Ccl2,20296:up|Ctla2a,13024:down|Serpine2,20720:up|lgf2,16002:up|Gas6,14456:up|Cd24a,12484:down|H
acgtjivation 50865 4.55E-03(2.27E-02 |mox1,15368:up|Sfrp1,20377:up|Cd4,12504:up|Wnt5a,22418:down|Tfrc,22042:up|Bmp4,12159:up|lgfl,160
00:up|Ceacam1,26365:up|Tnfsf9,21950:up|ll1rl1,17082:down
positive regulation of  [GO:00 B B . . .
bone resorption 45780 4.57E-03|2.27E-02 |Trf,22041:up|Egfr,13649:down|Tfrc,22042:up
negative regulation of
cytokine production GO:00 B B . . .
involved in immune 02719 4.57E-03(2.27E-02 |Tnf,21926:up|Hmox1,15368:up|Tgfb2,21808:down
response
regulation of
macrophage derived |GO:00 B B . , ; .
foam cell 10743 4.57E-03|2.27E-02 |Pparg,19016:up|Lpl,16956:up|Adipog,11450:up
differentiation
regulation of non- G020
canonical Wnt OOdSO 4.57E-03(2.27E-02 |Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down
signaling pathway
positive regulation of |GO:00 B B . . .
bone remodeling 46852 4.57E-03|2.27E-02 |Trf,22041:up|Egfr,13649:down|Tfrc,22042:up
SMAD protein import  |GO:00 B _ . . .
into nucleus 07184 4.57E-03|2.27E-02 |Tgfb2,21808:down|Bmprla,12166:down|Bmp4,12159:up
positive regulation of |GO:19 B B . : .
myoblast fusion 01741 4.57E-03(2.27E-02 |Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up
regulation of |-kappaB . . ) . . . .
- GO:00 Tnf,21926:up|PIk2,20620:down|Hmox1,15368:up|C1qtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:u
;‘gﬁ;ﬁé ';F'kappaB 43122 [#99F-08|12.27E-02 | ) ) i000,11450-up|Clecdn, 56620:upllI1rl1,17082:down
positive regulation of
reactive oxygen GO0\ 6ae_03|2.276-02 [Tnf 21926:up|Akr1c18,105349-up|Ptx3,19288:up|Ddah1,69219:down|Egfr.13649:down|Ptgs2,19225:down
species metabolic 00379
process
) GO:00 Cthrc1,68588:down|Fgfrl,14182:down|Col11al,12814:down|Ptk7,71461:down|Wnt5a,22418:down|Aldhl
ear morphogenesis 12471 4.65E-03|2.27E-02 23,56847-down|Fgfr2,14183:up
virion attachment to  |GO:00 . .
host cell 19062 4.66E-03|2.27E-02 |Gas6,14456:up|Lrrc15,74488:down
negative regulation of G000
mesonephros 612'18 4.66E-03|2.27E-02 |Grem1,23892:up|Bmp4,12159:up
development
cardiac muscle fiber GO:00 ) )
development 48739 4.66E-03|2.27E-02 |Vegfa,22339:down|Bmp4,12159:up
response to UV-A ?&?f 4.66E-03|2.27E-02 |Egfr.13649:down|Mme,17380:up
positive regulation of
axon extension GO:00 . .
involved in axon 48842 4.66E-03(2.27E-02 |Cxcl12,20315:up|Vegfa,22339:down
guidance
positive regulation of [GO:19 B B ) )
axon guidance 02669 4.66E-03(2.27E-02 |Cxcl12,20315:up|Vegfa,22339:down




negative regulation of

non-canonical Wnt 88)52? 4.66E-03|2.27E-02 |Sfrp2,20319:up|Sfrp1,20377:up
signaling pathway
forebrain ventricular GO00
zone progenitor cell 21369 4.66E-03(2.27E-02 |Fgfrl,14182:down|Fgfr2,14183:up
division
regulation of GO'19
endodermal cell 7 14.66E-03|2.27E-02 |Col5a2,12832:down|Col5al,12831:down

. e 03224
differentiation
negative regulation of G000
receptor biosynthetic 10571 4.66E-03(2.27E-02 |Pparg,19016:up|Adipog,11450:up
process
negative regulation of [GO:19 ) ) ) )
bone development 03011 4.66E-03|2.27E-02 |Fam101b,76566:down|Grem1,23892:up
stress response to GO:00 . )
- etal ion 97507 |+-B6E-03[2.27E-02 | Mt2,17750:up|Mt1,17748:up
adhesion of symbiont |GO:00 ) )
to host cell 44650 4.66E-03|2.27E-02 |Gas6,14456:up|Lrrcl5,74488:down
positive regulation of G000
catecholamine 459'15 4.66E-03|2.27E-02 |Maob,109731:up|Epasl,13819:up
metabolic process
regulation of G000
phosphatidylinositol 105'11 4.66E-03|2.27E-02 |Htr2b,15559:down|Htr2a,15558:down
biosynthetic process
regulation of peptidyl- GO19
tyrosine o |4.66E-03|2.27E-02 |Vegfa,22339:down|Grem1,23892:up

) 00084
autophosphorylation
integrin biosynthetic  |GO001, 65 6315 276-02 |Colsat,12831:down|Tgfb2,21808:down
process 45112
positive regulation of GO:00
dopamine metabolic 45§64 4.66E-03|2.27E-02 |Maob,109731:up|Epasl,13819:up
process
cellular response to GO19 Htr2b,15559:down|Col5a2,12832:down|Tnf,21926:up|Pparg,19016:up|Colla2,12843:down|Egfr,13649:do
nitroqen cc?m ound 01699 4.66E-03(2.27E-02 |wn|Sfrp1,20377:up|Pdgfc,54635:down|Col3al,12825:down|lgfl,16000:up|Adipog,11450:up|Mmp2,17390:
9 P down|lfit1,15957:up|Enpp1,18605:down|lgf2,16002:up
NF-kappaB import into|GO:001, 25c 6315 30E_02 |Tnf.21926:up|C1qtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:up
nucleus 42348
activated T cell GO:00 ) . ) )
proliferation 50798 4.76E-03|2.30E-02 |Cd24a,12484:down|lgf2,16002:up|Tnfsf9,21950:upl|lgfl,16000:up
regulation of NF- GO:00
kappaB import into 423'45 4.76E-03|2.30E-02 |Tnf,21926:up|C1lqgtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:up
nucleus
negative regulation of |GO181, 260 6315 30E_02 |Ceacam?,26365:up|Kng1,16644:up|Serpingl,12258:up|Serpine2,20720:u
hemostasis 00047 | ™ ) ' upltng.L, UPISerping, UPISETp ' up
cell adhesion mediated |GO:00 ) ) ) )
by integrin 33627 4.76E-03|2.30E-02 |Cd24a,12484:down|Ret,19713:up|Tgfb2,21808:down|Npnt,114249:up
negative regulation of |GO:00 ) ) ) ) . )
blood coagulation 30195 4.76E-03|2.30E-02 |Ceacam1,26365:up|Kngl,16644:up|Serpingl,12258:up|Serpine2,20720:up
requlation of leukocvte |GO:00 Gas6,14456:up|Cd24a,12484:down|Sfrp1,20377:up|Hmox1,15368:up|Wnt5a,22418:down|Ccl2,20296:up|C
ac?ivation vt 02694 4.77E-03|2.31E-02 |d4,12504:up|Tfrc,22042:up|lgfl,16000:up|Bmp4,12159:up|Ctla2a,13024:down|Ceacam1,26365:up|lgf2,16
002:up|ll1rl1,17082:down|Tnfsf9,21950:up
lipid storage fgcg)gfg 4.85E-03|2.34E-02 |Tnf,21926:up|Pparg,19016:up|Lpl,16956:up|C3,12266:up|Enppl,18605:down
interleukin-1 GO001, g5k _032.34E-02 | Ceacam1,26365:up|Gas6, 14456:up|Wnit5a,22418:down|Errfil, 74155:down|Ccl3,20302:up
production 32612
interleukin-6 GO:00 Tnf,21926:up|Gas6,14456:up|Prg4,96875:down|C1qtnf3,81799:down|Wnt5a,22418:down|Figf,14205:up|T
. 4.88E-03|2.35E-02 .
production 32635 nfsf9,21950:up
regulation of organ GO:00 4 Fgfrl,14182:down|Ncam1,17967:down|Bmprla,12166:down|Wispl,22402:down|Fgfr2,14183:up|lgfl,160
\91E-03|2.37E-02 .
growth 46620 00:up
E:gl‘igﬁtlz“n?ef diator of 18900 oar_oalo aar_op |T121926:Up|Gas6,14456:up|Hmox1,15368:up|Wnt5a,22418:down|Tfrc,22042:up|Sema7a, 2036 1:down|C
. 02440 ™ ' eacam1,26365:up|Tgfb2,21808:down
immune response
mammary gland GO:00 \dr,22337:down|Wnt5a,22418:down|Vegfa,22339:down|Fgfr2,14183:up|lgf1,16000:up|Cdo1,12583:up|B
5.11E-03|2.46E-02 -

development 30879 mp4,12159:up

rotein localization to 1GO:00 Tnf,21926:up|Gas6,14456:up|Akrlc18,105349:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:d
P ~|5.18E-03]|2.49E-02 |own|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:
nucleus 34504 .

up|Tgfb2,21808:down
smooth muscle GO:00 Htr2b,15559:down|Sulf1,240725:down|Htr2a,15558:down|Ptgs2,19225:down|Npnt,114249:up|Ednrb,1361
) 5.19E-03|2.49E-02 |,.

contraction 06939 8:up
z‘:g::sléa' cell apoptotic ggig 5.19E-03|2.49E-02 |Gas6,14456:up|Akricl8,105349:up|Hmox1,15368:up|Sfrp4,20379:up|lgfl,16000:up|Bmp4,12159:up
endoderm CO001 5 50E_03|2.49E-02 |Col5a2,12832:down|Col5at,12831:down|inhba, 16323:down|Bmpria,12166:down|Bmpd, 12159:up
development 07492
ventricular septum GO:00 ) ) ) ) )
development 03281 5.20E-03|2.49E-02 |Ptk7,71461:down|Wntb5a,22418:down|Tgfb2,21808:down|Fgfr2,14183:up|Bmp4,12159:up
regulation of steroid  |GO:00 ) ) ) ) :
biosynthetic process 50810 5.20E-03|2.49E-02 |Vdr,22337:down|Tnf,21926:up|Akrlc18,105349:up|lgf2,16002:upl|lgfl,16000:up




neuron projection

extension involvedin - |GO:19\ 5 oap 4305 49E_02 [plxndi1 67784:up|Cxcl12,20315:up|Wnit5a,22418:down|Vegfa, 22339:down
neuron projection 02284
guidance
regulation of
transcription from RNA GO00
polymerase || 43618 5.23E-03|2.49E-02 |Hmox1,15368:up|Vegfa,22339:down|Creb3l1,26427:down|Epas1,13819:up
promoter in response
to stress
negative regulation of G000
leukocyte mediated 027'04 5.23E-03|2.49E-02 |Ceacaml,26365:up|Clec2d,93694:up|Hmox1,15368:up|lgf2,16002:up
immunity
axon exte_nsion G000
involved in axon 48546 5.23E-03|2.49E-02 |PIxnd1,67784:up|Cxcl12,20315:up|Wnt5a,22418:down|Vegfa,22339:down
guidance
negative regulation of G000
peptidyl-tyrosine 507'32 5.23E-03|2.49E-02 |[Sfrp2,20319:up|Sfrp1,20377:up|Errfil,74155:down|lgf1,16000:up
phosphorylation
retinoid metabolic 1GO:0015 53¢ 32 4902 |Crabp2,12904:down|Akr1c18,105349:up|Aldh1a2, 19378:up|Aldh1a3,56847:down
process 01523
regulation of G000
metanephros 722'15 5.30E-03|2.51E-02 |Ret,19713:up|Bmp4,12159:up|Adipoq,11450:up
development
post-anal tail 60:00)5 30€-03|2.51E-02 |Chst11,58250:down|Sfrp2,20319:up|Wnt5a,22418:down
morphogenesis 36342
gg'r'ﬁ;)agu’:gtsflsgge fg%gg 5.30E-03[2.51E-02 |Pdxk,216134:up|Uck2,80914:down|Ampd3,11717:up
positive regulation of GO:00
NF-kappaB import into 42346 5.30E-03|2.51E-02 |Tnf,21926:up|Ptgs2,19225:down|Grem1,23892:up
nucleus
regulation of cell GO:00
migration involved in 900'49 5.30E-03|2.51E-02 |Srpx2,68792:down|Vegfa,22339:down|Ptgs2,19225:down
sprouting angiogenesis
- GO:00 Tnf,21926:up|Gas6, 14456:up|Ptx3,19288:up|Slpi,20568:up|Ccl4,20303:up|Ceacam1,26365:up|Oasl1,23165
viral life cycle 10058 |221E-03|261E-02 |5 )| 1 1c15,74488-down|0as3,246727-up
roex?s(')‘jzgﬂc‘t’;se sctiviy g%g? 5.57E-03[2.63E-02 |Vdr,22337:down|Htr2b,15559:down|Tnf,21926:up|Egfr,13649:down|Hp, 15439:up
P4ha1,18451:down|Hpgd,15446:up|Aldh1a2,19378:up|C3,12266:up|Ddah1,69219:down|Fabp4,11770:up|
carboxylic acid cO00 Fam132b,227358:down|Htr2a,15558:down|Gfpt2,14584:down|Npl,74091:up|Cdo1,12583:up|Pparg,19016
metabolic process 1975 |5-70E-03|2.69E-02 |:up|Ggt5,23887:up|Akrlc18,105349:up|Lpl,16956:up|Ptgs2,19225:down|Serinc2,230779:down|Adipog, 114
50:up|Hal,15109:up|Igf1,16000:up|Crabp2,12904:down|Gatm,67092:down|Aldh1a3,56847:down|Prkar2b,
19088:up
negative regulation of |GO:19 5.71E-03l2.69E-02 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Sfrp1,20377:up|Hmox1,15368:up|C1qtnf3,81799:down|lllrn
secretion by cell 03531 |™ ) ,16181:up|Maob,109731:up|Adipoq,11450:up
ﬁg:gfg'ﬁ;p%‘;;ir;@c fo%f? 5.73E-03[2.69E-02 |Lmcd1,30937:up|Wisp1,22402:down|Errfil,74155:downIgfL, 16000:up
positive regulation of GO:00
transcription factor 429'93 5.73E-03|2.69E-02 |Ceacam1,26365:up|Tnf,21926:up|Ptgs2,19225:down|Grem1,23892:up
import into nucleus
positive regulation of |GO00| 5 2ac 6315 69E_02 |Tnfrsf12a,27279:down|Cxcl12,20315:up|Vegfa,22339:down|Sema7a, 2036 1:down
axon extension 45773
Qgggﬂl‘;etigigu'a“on of g(%fg 5.73E-03|2.69E-02 |Ceacam1,26365:up|Kng1,16644:up|Serpingl,12258:up|Serpine2,20720:up
regulation of cellular | Igfbp4,16010:up|CLqtnf3,81799:down|IgfL, 16000:up|Adipog, 11450:up|Htr2a,15558:down|lgfbp3,16009:u
carbohydrate 5.73E-03|2.69E-02 : )
) 10675 pllgf2,16002:up|Enpp1,18605:down
metabolic process
regulation of viral life  |GO:19 Ceacam1,26365:up|Tnf,21926:up|Ptx3,19288:up|Oasl1,231655:up|Slpi,20568:up|Oas3,246727:up|Ccl4,203
5.87E-03|2.76E-02 )
cycle 03900 03:up
. GO:00 Pparg,19016:up|Fgfrl,14182:down|Ly9,17085:up|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:dow
cell fate commitment {0 |5.90E-03(2.77E-02 | r 71 13819:up|Bmpd, 12159-up|Sfrp2,20319:up|Tgfb2,21808:down|Fgfr2.14183:up
fibroblast growth GO:00
factor receptor 08543 5.95E-03|2.79E-02 |FIrt2,399558:down|Fgfr1,14182:down|Sulfl,240725:down|Wntb5a,22418:down|Fgfr2,14183:up
signaling pathway
{;iiitgﬁer;?gﬁggag; %%'gg 5.95E-03|2.79E-02 |Ceacam1,26365:up|Cd24a,12484:down|Ccl12,20293:up|Grem1,23892:up|Bmp4,12159:up
negative regulation of | GO:00|g goe g5 70802 |pIk,20620:down|Gpm6b, 14758:up|Htr2a,15558:down|Ptgs2,19225:down|Adipog, 11450:up
synaptic transmission |50805
embryonic digit CO001 5 95E_03|2.79E-02 |Chst11,58250:down|Sfrp2,20319:up|Wiit5a,22418:down|Bmpria,12166:down|Bmp4,12159:up
morphogenesis 42733
embryonic organ GO:00 Cthrc1,68588:down|Fgfrl,14182:down|Col11al,12814:down|Ptk7,71461:down|Wnt5a,22418:down|Aldh1
) -~ |5.96E-03|2.79E-02 |a2,19378:up|Bmp4,12159:up|Chst11,58250:down|Tbx15,21384:down|Tgfb2,21808:down|Aldh1a3,56847:
morphogenesis 48562 d )
own|Fgfr2,14183:up
negative regulation of |GO:20g 1 1¢ g5 gap_02 |Cdi24a,12484:down|Wnt5a,22418:down|Bmp4,12159:up
stem cell proliferation |00647
S?gvcv’f:o”dra' bone gga'fg 6.11F-03/|2.84E-02 |Stc1,20855:up|Bnc2,242509:down|Mmp13,17386:up
negative regulation of GO:00
interleukin-1 32692 6.11E-03|2.84E-02 |Ceacam1,26365:up|Gas6,14456:uplErrfil,74155:down

production




positive regulation of |GO:00 ) B . . - .
positive chemotaxis 50927 6.11E-03|2.84E-02 [Cxcl12,20315:up|Vegfa,22339:down|Figf,14205:up
response to GO:00 B B . . ; .
prostaglandin 34694 6.11E-03|2.84E-02 |Akrlc18,105349:up|Tgfbr3,21814:up|Ptgir,19222:up
paraxial mesoderm |GO:001¢ 11¢ 6315 84 02 |Fgfr 14182:down|Wnt5a 22418:down|Bmprla, 12166:down
development 48339
positive regulation of G000
phospholipase C 10863 6.11E-03|2.84E-02 |Htr2b,15559:down|Fgfrl,14182:down|Htr2a,15558:down
activity
positive regulation of
branching involved in  [{GO:00 ) ) )
ureteric bud 90190 6.11E-03|2.84E-02 |Vegfa,22339:down|Grem1,23892:up|Bmp4,12159:up
morphogenesis
regulation of myoblast {GO:19 ) ) ) ) )
fusion 01739 6.11E-03|2.84E-02 |Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up
female gonad GO:00 . . . . . . .
development 08585 6.11E-03|2.84E-02 |Sfrp1,20377:up|Vegfa,22339:down|Inhba,16323:down|Mmp2,17390:down|Kitl,17311:up|Bmp4,12159:up
regulation of axon GO:00 Tnfrsf12a,27279:down|PIxnd1,67784:up|Cxcl12,20315:up|Wnt5a,22418:down|Vegfa,22339:down|Sema7a,
. 6.11E-03|2.84E-02 ]
extension 30516 20361:down
regulation of reactive ) . . . . . .
. GO:20 Tnf,21926:up|Akrlc18,105349:up|Ptx3,19288:up|Egfr,13649:down|Hp,15439:up|Ptgs2,19225:down|lgfl,16
Oxygen species 00377 |6-19E-03/2.87€-02 ooo-up|Ddar|?|1 69219:down P PlEe e PIPte o
metabolic process ' ' ’
FIrt2,399558:down|Sfrp4,20379:up|Ednrb,13618:up|Cst7,13011:up|Epasl,13819:up|Ankrd1,107765:down||
gfbp3,16009:up|Cd109,235505:down|LoxI2,94352:down|LoxI3,16950:down|Akrlc18,105349:up|Ptx3,1928
8:up|Wnt5a,22418:down|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Prg4,96875:dow
n|Tgfb2,21808:down|Plpp3,67916:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,16644:up|Hp,15439:up|Slpi
negative regulation of |GO:00 6.20E-03|2.87E-02 ,20568:up|Aspn,66695:down|Plat,18791:down|Tfpi2,21789:down|Vdr,22337:down|Ctla2a,13024:down|Fa
metabolic process 09892 |~ ' bp4,11770:up|Vegfa,22339:down|Serpine2,20720:up|Lrrc15,74488:down|Nxn,18230:down|Pparg,19016:u
p|Gas6,14456:up|Tnf,21926:up|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfr
p1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|
Serping1,12258:up|Serpina3g,20715:up|Prkar2b,19088:up|Errfil,74155:down|Enpp1,18605:down|S100al,
20193:up
P4hal,18451:down|Efempl,216616:up|Pdgfc,54635:down|Crlf1,12931:down|Vegfa,22339:down|Htr2a,15
eotidvl-amino acid  |G0O:00 558:down|lgf2,16002:up|Mamdc2,71738:down|Gas6,14456:up|Tnf,21926:up|PIk2,20620:down|Fgfrl,1418
pmopdifization 181'93 6.21E-03|2.88E-02 |2:down|Egfr,13649:down|Cd24a,12484:down|Sfrp1,20377:up|Wnt5a,22418:down|Cd4,12504:up|Grem1,2
3892:up|Adipoq,11450:up|lgfl,16000:up|Sfrp2,20319:up|Ret,19713:up|Plpp3,67916:up|Errfil,74155:down
|Fgfr2,14183:up|Kitl,17311:up
patteming of blood  |GO:001 ¢ »se 6315 89E_02 |Sfrp2,20319:up|Plxnd1,67784:up|Cxcl12,20315:up|Vegfa,22339:down
vessels 01569 |~ ) ' ) ' ' ' ) ' )
ggssesnmd metabolic fggg 6.26E-03|2.89E-02 |Crabp2,12904:down|Akr1c18,105349:up|Aldh1a2,19378:up|Aldh1a3,56847:down
brown fat cell GO:00 . . ) . _
differentiation 50873 6.26E-03|2.89E-02 |Pparg,19016:up|Fabp4,11770:up|Ptgs2,19225:down|Adipoq,11450:up
pLUSILUvVE TTyuiauult Ul . . . . . . .
. GO:00 B B Fgfrl,14182:down|Egfr,13649:down|Pdgfc,54635:down|Tfrc,22042:up|Grem1,23892:up|lgf1,16000:up|Bm
DNA metabolic 51054 | 0-34E-03|12.928-02 | ) 15159 11pigfbop3,16009:up|Kitl,17311:up
cardiac muscle GO:00 ) ) ) ) ' ) )
hypertrophy 03300 6.36E-03|2.92E-02 |Htr2b,15559:down|Lmcd1,30937:up|Wispl,22402:downl|Errfil,74155:down|lgf1,16000:up
positive regulation of G000
canonical Wnt 90263 6.36E-03|2.92E-02 |Sfrp2,20319:up|Sfrp1,20377:up|Rspo2,239405:up|Sfrp4,20379:up|Fgfr2,14183:up
signaling pathway
canonical Wnt GO:00 6.40E-03/2.92E-02 Cthrc1,68588:down|Sfrp1,20377:up|Ptk7,71461:down|Wnt5a,22418:down|Sfrp4,20379:up|Grem1,23892:u
signaling pathway 60070 |~ ) p|Sfrp2,20319:up|Rspo2,239405:up|Plpp3,67916:up|Fgfr2,14183:up
negative regulation of [GO:00 6.42E-03l2.926-02 Cthrc1,68588:down|Sfrp2,20319:up|Sfrpl,20377:up|Wnt5a,22418:down|Sfrp4,20379:up|Nxn,18230:down|
Wnt signaling pathway {30178 | ™ ) Grem1,23892:up
cellular carbohydrate  |GO:00 6.436-03l2.926-02 Igfbp4,16010:up|Has2,15117:down|C1qtnf3,81799:down|Aoah,27052:up]|lgfl,16000:up|Adipog,11450:up|
metabolic process 44262 |~ ) Sord,20322:up|Htr2a,15558:down|lgfbp3,16009:up|Enpp1,18605:down|lgf2,16002:up
negative regulation of GO:00
canonical Wnt 900'90 6.44E-03|2.92E-02 |Cthrc1,68588:down|Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Sfrp4,20379:up|Grem1,23892:up
signaling pathway
negative regulation of GO:00
metanephros 722'17 6.44E-03|2.92E-02 |Bmp4,12159:up|Adipoqg,11450:up
development
. GO:00 . .
nucleotide salvage 43173 6.44E-03|2.92E-02 |Uck2,80914:down|Ampd3,11717:up
regulation of calcidiol G000
1-monooxygenase 60558 6.44E-03|2.92E-02 |Vdr,22337:down|Tnf,21926:up
activity
” GO:00 . .
parturition 07567 6.44E-03|2.92E-02 |Akrl1c18,105349:up|Hpgd,15446:up
positive regulation of G000
phospholipid . |6.44E-03|2.92E-02 |Htr2b,15559:down|Htr2a,15558:down
. X 71073
biosynthetic process
ferrous iron transport (1350632 6.44E-03|2.926-02 |Trf.22041:up|SIc40a1,53945:up
bud elongation GO:00
involved in lung o 16.44E-03|2.92E-02 |Fgfr2,14183:up|Bmp4,12159:up
) 60449
branching
fibroblast growth GO:00 ) )
factor production 90269 6.44E-03|2.92E-02 |Fgfrl,14182:down|Ptgs2,19225:down
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involved in g(%gg 6.44E-03|2.926-02 |Sfrp1,20377:up|Wnt5a,22418:down

o trilation

epithelial cell

proliferation involved  |GO:00 B _ . :

in salivary gland 60664 6.44E-03|2.92E-02 |Tnf,21926:up|Fgfr2,14183:up

morphogenesis

positive regulation of

chemokine (C-X-C GO:20 . .

motif) ligand 2 00343 6.44E-03|2.92E-02 |Tnf,21926:up|Postn,50706:down

production

cellular response to GO:00 ) )

ZinG ion 71294 6.44E-03|2.92E-02 |Hvenl,74096:up|Mt1,17748:up

regulation of glycogen G020

(starch) synthase 00465 6.44E-03|2.92E-02 |Igf2,16002:up|Adipog,11450:up

activity

blood vessel GO:00 ) ,

maturation 01955 6.44E-03|2.92E-02 |Lyl1,17095:up|Mmp2,17390:down

regulation of G000

branching involved in 61646 6.44E-03|2.92E-02 |Tnf,21926:up|Bmp4,12159:up

lung morphogenesis

regulation of fibroblast G000

growth factor 902'70 6.44E-03|2.92E-02 |Fgfrl,14182:down|Ptgs2,19225:down

production

positive regulation of - |GO:20g 44e 6315 92E_02 |Ceacam,26365:up|Adm,11535:up

vasculogenesis 01214

regulation of apoptotic|GO:20 ) .

cell clearance 00425 6.44E-03|2.92E-02 |Ccl2,20296:up|C3,12266:up

positive regulation of |GO:00 6.62E-03]2.99E-02 Gasb,14456:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,1

cell activation 50867 | ) 6000:up|Ceacam1,26365:up|lgf2,16002:up|ll1rl1,17082:down|Tnfsf9,21950:up

positive regulation of . . . ) . . )

lymphotyte GO:00 6.71E-03/3.036-02 Ceagam1,26365.up|Cd24a,12484.down|Cd4,12504.up|Tfrc,22042.up|Igf2,16002.up|Tnfsf9,21950.up|Igfl,l

: g 50671 6000:up

proliferation

regulation of GO0/ 78€-03[3.05€-02 |Adm, 11535:up|Egfr,13649:down|Htr2a, 15558:down|Ptgs2,19225:down|Mmp2,17390:down

vasoconstriction 19229

response toheat | SO0016.78E-03(3.05E-02 | Trec,21426:up|Hmox1, 15368:uplHspb7,20818:up|Cel2.20296:upllgf1, 16000:up

regulation of epithelial GO:00

to mesenchymal 107'17 6.78E-03|3.05E-02 |Sfrp2,20319:up|Sfrp1,20377:up|Tgfb2,21808:down|Tgfbr3,21814:up|Grem1,23892:up

transition

leukocyte homeostasis Sf{%? 6.78E-03[3.05E-02 |Ceacam!,26365:up|Cd24a,12484:down|Tgfb2,21808:down|Ccl2,20296:up|Slc40a1,53945:up|Kitl, 1731 1:up

development of GO:00

primary female sexual 46545 6.78E-03|3.05E-02 |[Sfrpl1,20377:up|Vegfa,22339:down|Inhba,16323:down|Mmp2,17390:downlKitl,17311:up|Bmp4,12159:up

characteristics

positive regulation of GO:00

receptor-mediated 48260 6.82E-03|3.06E-02 |Trf,22041:up|Vegfa,22339:down|Sfrp4,20379:up|Grem1,23892:up

endocytosis

negative regulation of GO:00

interleukin-6 327'15 6.82E-03|3.06E-02 |Tnf,21926:up|Gas6,14456:up|Prg4,96875:down|C1qtnf3,81799:down

production

regulation of muscle  |GO:00 ) . ) ) ) )

hypertrophy 14743 6.82E-03|3.06E-02 |Lmcd1,30937:up|Wispl,22402:down|Errfil,74155:down|lgf1,16000:up
Igfbp4,16010:up|Aoah,27052:up|Sord,20322:up|Htr2a,15558:down|Gfpt2,14584:down|Npl,74091:up|Igfb

carbohydrate GO:00 6.86E-03/3.086-02 p3,16009:up|lgf2,16002:up|Man2a2,140481:up|Tnf,21926:up|Fabp5,16592:up|Has2,15117:down|C1gtnf3,

metabolic process 05975 | ' 81799:down|Adipoq,11450:up|lgfl,16000:up|Chst11,58250:down|Hpse,15442:up|Vegfb,22340:up|Sdf2l1,
64136:up|Enpp1,18605:down

positive regulation of T|GO:00 6.956-03/3.10E-02 Cd24a,12484.down|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,16000:up|Ceacam1,26365:up|lgf2,16

cell activation 50870 | ' 002:up|Tnfsf9,21950:up

cochlea GO:0015 98E-03[3.10E-02 |Cthre1,68588:down|Ptk7,71461:down|Wnt5a 22418:down

morphogenesis 90103

cellular response to - 1GO:0016 gae 33 10€-02 |Vdr,22337:down|Gas6,14456:up|Postn, 50706:down

nutrient 31670

somatic stem cell GO:00 ) ) )

division 48103 |6-98E-03[3.10E-02  |Fgfr1,14182:down|Tgfb2,21808:down|Fgfr2,14183:up

positive regulation of  [GO:00 ) ) . . .

receptor internalization|02092 6.98E-03|3.10E-02 |Vegfa,22339:down|Sfrp4,20379:up|Grem1,23892:up

regulation of GO:00

transforming growth 71634 6.98E-03|3.10E-02 |Cd24a,12484.down|Tgfb2,21808:down|Ptgs2,19225:down

factor beta production

positive regulation of GO:00

mesonephros 61213 6.98E-03|3.10E-02 |Vegfa,22339:down|Grem1,23892:up|Bmp4,12159:up

development

regulation of positive |GO:00 ) i ) )

chemotaxis 50926 6.98E-03|3.10E-02 |Cxcl12,20315:up|Vegfa,22339:down|Figf,14205:up

monovalent inorganic |GO:00 ) ) )

anion homeostasis 55083 6.98E-03|3.10E-02 |Sfrp4,20379:up|Stc1,20855:up|Enppl,18605:down

collagen catabolic CO:001 6 98e_03(3.10E-02 [Mmp2,17390:down|Mmp13,17386:up|Mrc2,17534:down

process 30574




macrophage derived

foam cell GO:00 6.98E-03|3.10E-02 |Pparg,19016:up|Lpl,16956:up|Adipoqg,11450:up
. - 10742
differentiation
pharyngeal system GO:00 B B . . .
development 60037 6.98E-03|3.10E-02 |Tgfb2,21808:down|Bmprla,12166:down|Bmp4,12159:up
phosphatidylinositol 3- |GO:00 714£-03l3 166202 Htr2b,15559:down|Tgfb2,21808:down|Htr2a,15558:down|Pdgfc,54635:down|Serpine2,20720:up|lgfl,160
kinase signaling 14065 - ' 00:up
POStvE TEgUTAtonT Ot ; ; X N " N ]
cell-substrate GO:00 714£-03l3 166202 Ha.52,15117.down|Vegfa,22339.down|Npnt,114249.up|Smoc2,64074.down|Co|8a1,12837.dovvn|N|njl,180
T 10811 81:up
cell-cell adhesion via ) ) ) ) ) )
plasma-membrane GO:00 731E-03l3.236202 C.eacam'1,26365.up‘|Pcdh19,279653.down|Cd24a,12484.down|Ret,19713.up|Tgfb2,21808.down|II1rn,1618
. 98742 1:up|Adipoq,11450:up
adhesion molecules
positive regulation of . . . . . . .
mononuclear cell GO:00 731E-03l3.236-02 Ceactam1,26365.up|Cd24a,12484.down|Cd4,12504.up|Tfrc,22042.up|Igf2,16002.up|Tnfsf9,21950.up|Igfl,l
. ’ 32946 6000:up
proliferation
Inhba,16323:down|Tnfrsf12a,27279:down|Vdr,22337:down|Cxcl12,20315:up|Cx3crl,13051:down|Tnf,2192
apoptotic signaling GO:00 7336-03l3 246202 6:up|Tnfrsf23,79201:down|Cd24a,12484:.down|Fgfrl,14182:down|Hmox1,15368:up|Sfrp1,20377:up|Bmp4,
pathway 97190 | ' 12159:up|lgfl,16000:up|Sfrp2,20319:up|Tgfb2,21808:down|Tnfrsf11b,18383:up|Creb3l1,26427:down|Kitl,
17311:up
regulation of extrinsic
apoptotic signaling GO:19 ) ) ) ) ) )
pathway via death 02041 7.41E-03|3.27E-02 |Sfrp2,20319:up|Tnfrsf23,79201:down|Sfrp1,20377:up|Hmox1,15368:up
domain receptors
mesenchyme CO0015 41£-03|3.276-02 |Fgfr114182:down|Wnt5a,22418:down|Tgfb2,21808:down|Bmpria,12166:down
morphogenesis 72132
regulation of GO:00 ) ) . )
phospholipase activity |10517 7.41E-03|3.27E-02 |Htr2b,15559:down|Fgfrl,14182:down|Htr2a,15558:down|Fgfr2,14183:up
regulation of DNA-
templated GO:00 . ) ) .
transcription in 43620 7.41E-03|3.27E-02 |Hmox1,15368:up|Vegfa,22339:down|Creb311,26427:down|Epas1,13819:up
response to stress
carbohydrate GO:00 7 49£-03|3.30E-02 Has2,15117:down|C1qtnf3,81799:down|lgf1,16000:up|Adipoq,11450:up|Sord,20322:up|Chst11,58250:do
biosynthetic process  |16051 | " ) wn|lgf2,16002:up|Enpp1,18605:down
positive regulation of . . . . . . .
I-kappaB kinase/NF- GO:00 7 636-0313.36E-02 T_r1f,21926.uP|PIk2,20620.down|Clec4n,56620.up|Hmoxl,15368.up|PtgsZ,19225.down|Grem1,23892.up|A
! ; 43123 dipoq,11450:up
kappaB signaling
striated muscle GO:00 ) ) ) ) ' ) )
hypertrophy 14897 7.68E-03|3.38E-02 |Htr2b,15559:down|Lmcd1,30937:up|Wisp1,22402:down|Errfil,74155:down|lgf1,16000:up
GO:00 Tnf,21926:up|Trf,22041:up|Sfrpl,20377:up|Wnt5a,22418:down|Sfrp4,20379:up|ll1rn,16181:up|Ceacaml,2
INK cascade 07254 7.78E-03|3.42E-02 6365-up|Sfrp2,20319:up
response to vitamin %Ozgg 7.92E-03|3.46E-02 |Vdr,22337:down|Gas6,14456:up|Postn,50706:down
foam cell GO:00 ) ) . )
differentiation 90077 7.92E-03|3.46E-02 |Pparg,19016:up|Lpl,16956:up|Adipoq,11450:up
innervation g(%gg 7.92E-03|3.46E-02 |Ret,19713:up|Sulfl,240725:down|Serpine2,20720:up
receptor biosynthetic |GO:00 ) ) . )
orocess 32800 7.92E-03|3.46E-02 |Tnf,21926:up|Pparg,19016:up|Adipoqg,11450:up
positive regulation of GO:00
myoblast ~n | 7.92E-03]3.46E-02 |Ccl8,20307:up|Cxcl9,17329:up|lgfbp3,16009:up
X L 45663
differentiation
labyrinthine layer GO:00 . . . .
morphogenesis 60713 7.92E-03|3.46E-02 |Adm,11535:up|Gjb5,14622:down|Fgfr2,14183:up
transforming growth  |GO:00 ) ) .
factor beta production |71604 7.92E-03|3.46E-02 |Cd24a,12484:down|Tgfb2,21808:down|Ptgs2,19225:down
regulation of GO:00 . . .
interleukin-1 secretion |50704 7.92E-03|3.46E-02 |Gas6,14456:up|Wnt5a,22418:down|Ccl3,20302:up
regulation of insulin-
like growth factor GO:00 ) ) )
receptor signaling 43567 7.92E-03|3.46E-02 |lgfbp4,16010:up|lgfbp3,16009:up|lgfl,16000:up
pathway
requlation of GO:00 Icel,218333:down|Ccl2,20296:up|Gas6,14456:up|Tnf,21926:up|Egfr,13649:down|Hmox1,15368:up|Cd4,12
intgracellulartrans ort 323;86 7.94E-03|3.47E-02 |504:up|Bmprla,12166:down|C1lgtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:up|Adipoq,11450:up|
P Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,21808:down
protein trimerization %)282 8.04E-03|3.51E-02 |Colla2,12843:down|C1qtnf3,81799:down|C1lqtnf6,72709:down|Adipog,11450:up
blood vessel GO:00
endothelial cell 435'34 8.16E-03|3.55E-02 |Prl2c2,18811:up|Srpx2,68792:down|Vegfa,22339:down|Ptgs2,19225:down|Grem1,23892:up
migration
positive regulation of |GO:00| g 15e 6313 55_02 |Tnfrsf12a,27279:down|Crabp2,12904:down|Cxcl12,20315:up|Vegfa,22339:down|Sema7a, 2036 1:down
axonogenesis 50772




Fstl3,83554:down|lgfbp4,16010:up]Adm,11535:up|FIrt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|Serpi
nh1,12406:down|Lyl1,17095:up|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|Plk2,20620:down|Cd24
a,12484:down|Mme,17380:up|Fkbp14,231997:down|ll1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Hps
e,15442:up|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Ccl6,20305:up|SIpi,20568:up|Aspn,66695:d
own|Fam132b,227358:down|Nabp1,109019:down|Mmp2,17390:down|Oas3,246727:up|Pappa,18491:do
wn|SIc40a1,53945:up|Egfr,13649:down|C1rb,667277:up|Tfrc,22042:up|Ccl8,20307:up|Gstm1,14862:up|Ser
pina3g,20715:up|Fam20a,208659:down|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Ampd3,11717:
up|Mmp13,17386:up|Htra3,78558:down|Uchl5,56207:up|Sord,20322:up|Enpp3,209558:down|Cdo1,12583
:up|Dok2,13449:up|Mamdc2,71738:down|Ptx3,19288:up|Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:
up|Aldh1a3,56847:down|Plpp3,67916:up|Mrc2,17534:down|Ccl9,20308:up|Inhba,16323:down|Bnc2,2425
09:down|Tfpi2,21789:down|Crlf1,12931:down|C1s1,50908:up|Vegfa,22339:down|Gfpt2,14584:down|Cbr2,
12409:up|Serpine2,20720:up|Nxn,18230:down|lgf2,16002:up|Tnf,21926:up|Fgfrl,14182:down|Lpl,16956:u
p|Sulf1,240725:down|Cd4,12504:up|Col3al,12825:down|Thx15,21384:down|Serping1,12258:up|Uck2,809
14:down|Enpp1,18605:down|Hpgd,15446:up|C3,12266:up|Enpp5,83965:up|Ankrd1,107765:down|Cd109,

Omrg;rggl.suwa”ce %07'82 8.20E-03[3.57E-02 |235505:down|Ggt5,23887:up|Lox12.94352-down|Trf,22041:up|Lox|3, 16950:down|Adam12,11489:down|W
IC process nt5a,22418:down|Mark1,226778:up|Adipoq,11450:up|Hal,15109:up|Igf1,16000:up|Crabp2,12904:down|T

gfb2,21808:down|F3,14066:up|Adamts4,240913:down|Kngl,16644:up|Prl2c2,18811:up|Efempl,216616:u
p|Saa3,20210:up|Gdpd1,66569:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Htr2a,15558:dow
n|Gas6,14456:up|Colllal,12814:down|Sfrpl,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Serinc2,230
779:down|TlI1,21892:down|Ceacam1,26365:up|Sfrp2,20319:up|Pamrl,210622:up|Tnfrsf11b,18383:up|Prk
ar2b,19088:up|Npnt,114249:up|S100a1,20193:up|lcel,218333:down|Neurl3,214854:down|Ccl7,20306:up]|
Pdzrn3,55983:down|Pdgfc,54635:down|Cst7,13011:up|Epasl,13819:up|Marcl,66112:up|Sema7a,20361.d
own|Ddah1,69219:down|Fkbp10,14230:down|Sdpr,20324:down|Npl,74091:up|Man2a2,140481:up|Akrlcl
8,105349:up|Fabp5,16592:up|Ccl12,20293:up|Bmprla,12166:down|Klk1b11,16613:up|Tnc,21923:down|Ga
tm,67092:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|Pdxk,216134:up|C1s2,317677:up|Creb3l
1,26427:down|Kitl,17311:up|P4hal,18451:down|Hp,15439:up|Aoah,27052:up|Rasl11a,68895:up|Ccl3,2030
2:up|Plat,18791:down|Ctla2a,13024:down|Adamts12,239337:down|Lrrc15,74488:down|Anpep,16790:up|P
parg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Hmox1,15368:up|Has2,15117:down|Ptgs2,19225:dow
n|Grem1,23892:up|Phf11d,219132:up|Col5al,12831:down|Errfil,74155:down

embryonic skeletal GO:00 Chst11,58250:down|Tbx15,21384:down|Col11a1,12814:down|Tgfb2,21808:down|Fgfr2,14183:up|Bmp4,1

. 8.29E-03|3.60E-02 ;
system morphogenesis {48704 2159:up
nephron development GO:00 829E-03|3.60E-02 Rgt,197l3:up|Sulfl,240725:down|Vegfa,22339:down|ant,114249:up|Grem1,23892:up|Bmp4,12159:up|A
72006 dipoq,11450:up
gtfzgs'vzgg\?:t'ggol\: /ng GO00g 2o sl 0g-02 |CeaCaM1,26365up{Tnf 21926.up|Trf 22041 up|Wht5a, 22418 down|Vegfa, 22339 down|Tgfb2,21808:down
32874 [111rn,16181:up

cascade

regulation of cellular  |GO:00 Hp,15439:up|Sfrp4,20379:up|Ankrd1,107765:down|Cxcl12,20315:up|Vegfa,22339:down|Tnf,21926:up|Trf,

response to stress 801'35 8.34E-03|3.61E-02 |22041:up|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Bmprla,12166:down|Wnt5a,22418:down|ll1
rn,16181:up|Ceacam1,26365:up|Sfrp2,20319:up|Sdf211,64136:up|Tgfb2,21808:down|Creb3I1,26427:down

regulation of GO:00 8.36E-03/3.61F-02 PIxnd1,67784:up|Wnt5a,22418:down|Sema7a,20361:down|Tnfrsf12a,27279:down|Crabp2,12904.down|Re

axonogenesis 50770 | ) t,19713:up|Cxcl12,20315:up|Vegfa,22339:down

lung lobe development (6354)123 8.49E-03|3.61E-02 |Fgfr2,14183:up|lgf1,16000:up

cell-cell adhesion GO:00

mediated by integrin |33631 8.49E-03|3.61E-02 |Cd24a,12484:down|Npnt,114249:up

positive regulation of  [GO:00 ) )

fever generation 31622 8.49E-03|3.61E-02 |Tnf,21926:up|Ptgs2,19225:down

;‘;ﬁg{;ﬁ?ﬂ;"gﬁﬂgfﬂe 3?2%(5)2 8.49E-03|3.61E-02 |Inhba, 16323:down|Tgfbr3 21814-up

negative regulation of GO:00

glial cell apoptotic 343'51 8.49E-03|3.61E-02 |Gas6,14456:up|Ccl12,20293:up

process

Wnt signaling pathway G000

involved in 902'44 8.49E-03|3.61E-02 |Sfrp2,20319:up|Sfrp1,20377:up

somitogenesis

negative regulation of |GO:00 . .

osteoblast proliferation|33689 8.49E-03|3.61E-02 |Sfrp1,20377:up|Grem1,23892:up

Eggfg\f’f/g?g'ritc'ggsby fggg 8.49E-03|3.61E-02 |Ceacam1,26365:up|Ptx3,19288:up

negative regulation of G020

fibroblast apoptotic 002'70 8.49E-03|3.61E-02 |Gas6,14456:up|Sfrpl,20377:up

process

glomerular visceral G000

epithelial cell 720'15 8.49E-03|3.61E-02 |Bmp4,12159:up|Adipoqg,11450:up

development

negative regulation of G000

heterotypic cell-cell 341'15 8.49E-03|3.61E-02 |111rn,16181:up|Adipog,11450:up

adhesion

olfactory bulb G000

interneuron 21391 8.49E-03|3.61E-02 |Fgfrl,14182:down|Wnt5a,22418:down

development

f;grr‘g: g‘g’;‘:&is g(%gg 8.49E-03|3.616-02 |Fgfr2,14183:up|Bmp4,12159:up

regulation of G000

activation-induced cell 702'35 8.49E-03|3.61E-02 |Ceacam1,26365:up|Tgfb2,21808:down

death of T cells

regulation of cell-cell G000

adhesion involved in 70587 8.49E-03|3.61E-02 |ll1rn,16181:up|Adipoq,11450:up

gastrulation




gastro-intestinal

GO:00

system smooth muscle 14831 8.49E-03|3.61E-02 |Htr2b,15559:down|Sulf1,240725:down
contraction
positive regulation of G000
macrophage cytokine 60907 8.49E-03|3.61E-02 |Wnt5a,22418:down|Sema7a,20361:down
production
negative regulation of G000
granulocyte —~ |8.49E-03|3.61E-02 |Ceacam1,26365:up|Adipoq,11450:up
. 7 30853
differentiation
... |GO:00 . .
astrocyte cell migration 43615 8.49E-03|3.61E-02 |Ccl12,20293:up|Ccl3,20302:up
negative regulation of G000
mesenchymal cell 722'01 8.49E-03|3.61E-02 |Wnt5a,22418:down|Bmp4,12159:up
proliferation
lung lobe GO:00 ) )
morphogenesis 60463 8.49E-03|3.61E-02 |Fgfr2,14183:up|lgf1,16000:up
glomerular epithelial  |GO:00 ) ) ) . )
cell development 72310 8.49E-03|3.61E-02 |Bmp4,12159:up|Adipoq,11450:up
positive regulation of G000
calcineurin-NFAT 70586 8.49E-03|3.61E-02 |Lmcd1,30937:up|lgfl,16000:up
signaling cascade
positive regulation of G000
chemokine o~ |8.49E-03|3.61E-02 |Tnf,21926:up|Wnt5a,22418:down
} . 45080
biosynthetic process
TOW=UCTISILY
lipoprotein particle GO:00 . . )
receptor biosynthetic |45713 8.49E-03|3.61E-02 |Pparg,19016:up|Adipog,11450:up
positive regulation of GO:00
protein kinase C 900'37 8.49E-03|3.61E-02 |Wnt5a,22418:down|Vegfa,22339:down
signaling
. GO:00 Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Adm,11535:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp
hormone secretion | ysg7q|8.588-03/3.65E-02 |1 51377, 101C1qtnf3.81799-down|Inhba, 16323:down|i1rn. 16181 up|Adipog, 1 1450:up|Htr2a,15558:down
positive regulation of
stress-activated GO:00 Ceacam1,26365:up|Tnf,21926:up|Trf,22041:up|Wntba,22418:down|Vegfa,22339:down|Tgfb2,21808:down
N 8.64E-03|3.67E-02 )
protein kinase 70304 |11rn,16181:up
signaling cascade
muscle hypertrophy f%gg 8.66E-03|3.67E-02 |Htr2b,15559:down|Lmcd1,30937:up|Wisp1,22402:downl|Errfil,74155:down|lgf1,16000:up
g’rrgfg;cyte apoptotic %jz:gg 8.66E-03[3.67E-02 |Ceacam!1,26365:up|Cd24a,12484:down|Wnt5a,22418:down|Tgfb2,21808:down|Bmpé,12159:up
IICHGLIVC ICHUIGLIUII Ul GOZO
stem cell 007'37 8.70E-03|3.68E-02 |Sfrp2,20319:up|Sfrp1,20377:up|Tgfb2,21808:down|Tgfbr3,21814:up
ALf£ tintion
developmental GO:00
programmed cell 10623 8.70E-03|3.68E-02 |Vdr,22337:down|Tgfb2,21808:down|Tgfbr3,21814:up|Kitl,17311:up
death
nucleocvtoplasmic GO:00 Tnf,21926:up|Gas6,14456:up|Akrlc18,105349:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:d
ytop . |8.90E-03]|3.76E-02 |own|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacaml,26365:up|Sfrp2,20319:
transport 06913 A
up|Tgfb2,21808:down
endodermal cell GO:0014 93¢ _03|3.76E-02 |Col5a2,12832:down|Col5a1,12831:down|Inhba, 16323:down
differentiation 35987
regulation of glucan GO:00 ) ) )
biosynthetic process | 10962 8.93E-03|3.76E-02 |Enppl,18605:down|lgf2,16002:up|lgfl,16000:up
regulation of GO'19
phospholipase C 002'74 8.93E-03|3.76E-02 |Htr2b,15559:down|Fgfrl,14182:down|Htr2a,15558:down
activity
chondroitin sulfate GO:00
proteoglycan 50654 8.93E-03|3.76E-02 |Mamdc2,71738:down|Chst11,58250:down|lgf1,16000:up
metabolic process
regulation of glycogen |GO:00 . . .
biosynthetic process 05979 8.93E-03|3.76E-02 |Enppl,18605:down|lgf2,16002:up|lgfl,16000:up
dopamine secretion i%gg 8.93E-03|3.76E-02 |Cxcl12,20315:up|Htr2a,15558:down|Sncg,20618:up
regulation of GO:00 ) ) )
dopamine secretion 14059 8.93E-03|3.76E-02 |Cxcl12,20315:up|Htr2a,15558:down|Sncg,20618:up
ICgUIOLIUII Ul
branching involved in  |GO:00 . . .
ureteric bud 90189 8.93E-03|3.76E-02 |Vegfa,22339:down|Grem1,23892:up|Bmp4,12159:up
mornh cic
positive regulation of |GO:19 Glplr,14652:down|Adm,11535:up|Egfr,13649:down|Tgfb2,21808:down|Htr2a,15558:down|Ptgs2,19225:d
. ; 9.12E-03|3.83E-02
blood circulation 03524 own
negative regulation of . . . . . . .
S ; GO:20 B B Tnf,21926:up|Tnfrsf23,79201:down|Hmox1,15368:up|lgfl,16000:up|Bmp4,12159:up|Sfrp2,20319:up|Cxcll
ngh‘itvca’sc signaling {51534 9-136-03|383E-02 {5 5331 5. Cx3cr1,13051:down|Creb3I1,26427-down
intracellular receptor  |GO:00 931E-03/3.91F-02 Pparg,19016:up|Akrlc18,105349:up|Sfrp1,20377:up|Aldhla2,19378:up|lgfl,16000:up|Vdr,22337:down|Cr
signaling pathway 30522 | ' abp2,12904:down|Aldh1a3,56847:down
positive regulation of |GO:00 Htr2b,15559:down|Tnf,21926:up|Pparg,19016:up|Htr2a,15558:down|lgf2,16002:up|lgfl,16000:up|Adipoq,
o . 9.37E-03|3.93E-02 ;
lipid metabolic process [45834 11450:up
terpenoid metabolic  |GO:001g 44 313 93802 |Crabp2,12904:down|Akric18,105349:up|Aldh1a2,19378:up|Aldh1a3,56847:down
process 06721
cellular polysaccharide |GO:00 ) ) ) )
biosynthetic process  |33692 9.40E-03|3.93E-02 |Has2,15117:down|Enppl,18605:down|lgf2,16002:up|Igfl,16000:up




positive regulation of

pathway-restricted GO:00 . ) . .
SMAD protein 10862 9.40E-03|3.93E-02 |Tgfb2,21808:down|inhba,16323:down|Bmprla,12166:down|Bmp4,12159:up
phosphorylation
GO00 Tnf,21926:up|Gas6,14456:up|Akrlcl8,105349:up|Egfr,13649:down|C1lqtnf3,81799:down|Bmprla,12166:d
nuclear transport a|9.53E-03|3.99E-02 |own|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:
51169 )
up|Tgfb2,21808:down
negative regulation of
cell morphogenesis GO:00 Sfrp2,20319:up|Sfrp1,20377:up|Postn,50706:down|Wnt5a,22418:down|Tgfb2,21808:down|Tgfbr3,21814:u
. : 9.56E-03|4.00E-02
involved in 10771 p
differentiation
. GO:00 ) ) Glplr,14652:down|Fxyd1,56188:up|Adm,11535:up|Stc1,20855:up|Epasl,13819:up|Vegfb,22340:up|Tgfb2,
heart contraction 60047 9.64E-03|4.03E-02 21808:down|S100a1,20193:up
Ly9,17085:up|Ccl2,20296:up|Ctla2a,13024:down|Lyl1,17095:up|Cxcl12,20315:up|Cx3crl,13051:down|Serp
S GO:00 ) ) ine2,20720:up|lgf2,16002:up|Gas6,14456:up|Tnf,21926:up|Egfr,13649:down|Cd24a,12484.down|Hmox1,1
cell activation 01775 | 73E-03|4.05E-02 | soea. 01Sfrp1,20377-up|Wit5a,22418:down| Cd4, 12504:up|Tfrc,22042:up|Bmp4, 12159:up|lgf1, 16000:up|
Ceacam1,26365:up|ll1rl1,17082:down|Clecde,56619:up|Tnfsf9,21950:up
extrinsic apoptotic
signaling pathway via |GO:00 ) ) . . . . .
death domain 08625 9.73E-03|4.05E-02 |Tnf,21926:up|Sfrp2,20319:up|Tnfrsf23,79201:down|Sfrp1,20377:up|Hmox1,15368:up
receptors
cellular hormone GO:0014 258 _034.056-02 |Crabp2,12904:down|Akr1c18,105349:up|Adm, 11535:up|Aldh1a2,19378:up|Aldh1a3,56847:down
metabolic process 34754
GO:00 ) ) Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Adm,11535:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp
hormone transport | 5qq,,|9-956-08|14.12E-02 |1 51397, 011 tnf3.81799-down|Inhba, 16323:down|iI1rn. 16181 up|Adipog, 1 1450:up|Htr2a,15558:down
regulation of canonical |GO:00 9.98E-03l4.126-02 Cthrc1,68588:down|Sfrp1,20377:up|Wnt5a,22418:down|Sfrp4,20379:up|Grem1,23892:up|Sfrp2,20319:up|
Whnt signaling pathway |60828 |~ ) Rspo2,239405:up|Fgfr2,14183:up
) GO:00 LoxI2,94352:down|Cd24a,12484:down|Hmox1,15368:up|Plat,18791:down|Epasl,13819:up|Tgfb2,21808:d
response to hypoxia |16 |9-98E-08|14.12E-02 | (1 \v/e o2 99339-down|Mmp2,17390:down
leukocvte cell-cell GO:00 Tnf,21926:up|Cd24a,12484:down|Ly9,17085:up|Has2,15117:down|Ccl2,20296:up|Cd4,12504:up|Tfrc,2204
adhesign 071'59 1.00E-02|4.12E-02 |2:up|lgf1,16000:up|Bmp4,12159:up|Ctla2a,13024:down|Ceacam1,26365:up|Cxcl12,20315:up|lgf2,16002:u
p|Clec4de,56619:up|Tnfsf9,21950:up
regulation of excretion Sd%gg 1.00E-02|4.12E-02 |[Stc1,20855:up|Ednrb,13618:up|Anpep,16790:up
positive regulation of
syncytium formation |GO:00 ) ) )
by plasma membrane |60143 1.00E-02|4.12E-02 |Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up
fusion
monocyte GO:00 ) . )
differentiation 30224 1.00E-02|4.12E-02 |Pparg,19016:up|Vegfa,22339:down|Bmp4,12159:up
positive regulation of GO'19
epithelial cell apoptotic 040'37 1.00E-02|4.12E-02 |Akr1c18,105349:up|Sfrp4,20379:up|Bmp4,12159:up
process
regulation of vascular
endothelial growth GO:00 ) . ) )
factor receptor 30047 1.00E-02|4.12E-02 |Vegfa,22339:down|Figf,14205:up|Bmp4,12159:up
signaling pathway
negative regulation of
extrinsic apoptotic GO'19
signaling pathway via 020'42 1.00E-02|4.12E-02 |Sfrp2,20319:up|Tnfrsf23,79201:down|Hmox1,15368:up
death domain
receptors
regulation of GO:00
inflammatory response 02861 1.00E-02|4.12E-02 |Tnf,21926:up|Cd24a,12484:down|C3,12266:up
to antigenic stimulus
positive regulation of GO:00
acute inflammatory 02675 1.00E-02|4.12E-02 |Tnf,21926:up|C3,12266:up|Ptgs2,19225:down
response
isoprenoid biosynthetic GO:001, 50e_g54 19 02 [Akric18,105349:up|Aldh1a2,19378:up|Aldh1a3,56847:down
process 08299
regulation of GO:00
mesonephros 61217 1.00E-02|4.12E-02 |Vegfa,22339:down|Grem1,23892:up|Bmp4,12159:up
development
IIIUILIL,.CIIUIOI . GOOO
organismal catabolic 442'43 1.00E-02|4.12E-02 {Mmp2,17390:down|Mmp13,17386:up|Mrc2,17534:down
positive regulation of GO:00
steroid biosynthetic 10893 1.00E-02|4.12E-02 |Tnf,21926:up|lgf2,16002:up|lgf1,16000:up
process
PUSILVE TTyulaturt Ut GOOO
neuroblast 020'52 1.00E-02|4.12E-02 |Prl2c2,18811:up|Vegfa,22339:down|Cx3crl,13051:down
oralif, 41
regulation of hormone [GO:00 ) . .
biosynthetic process | 46885 |- 00E-02|412E-02 Akr1c18,105349:upllgf2,16002:up|Igf1,16000:up
Htr2b,15559:down|Adm,11535:up|Aoah,27052:up|Ampd3,11717:up|Vegfa,22339:down|Htr2a,15558:dow
carbohydrate GO'19 n|Gfpt2,14584:down|Npl,74091:up|Adamts12,239337:down|Man2a2,140481:up|Mamdc2,71738:down|Ptx
derivative metabolic 011'35 1.01E-02|4.14E-02 |3,19288:up|Akrlc18,105349:up|Colllal,12814:down|Has2,15117:down|Sulf1,240725:down|Wnt5a,22418
process :down|Serinc2,230779:down|lgfl,16000:up|Chst11,58250:down|Vegfb,22340:up|Hpse, 15442:up|Sdf2l1,64
136:up|Ptgir,19222:up|Uck2,80914:down|Enpp1,18605:down
aorta development 6O:00 1.01E-02|4.15E-02 [PIxnd1,67784:up|Tgfb2,21808:down|Bmprla,12166:down|Col3al,12825:down

35904




positive regulation of |GO:001, 1¢ 6514 15-02 |Htr2b,15559:down|Fgfr,14182:down|Hr2a 15558:down|Fgfr2,14183:up
lipase activity 60193
lung epithelium GO:00 ) ) ) ) )
development 60428 1.01E-02|4.15E-02 |Errfil,74155:down|Fgfr2,14183:up|lgfl,16000:up|Bmp4,12159:up
positive regulation of G000
smooth muscle cell 149'11 1.01E-02|4.15E-02 |Has2,15117:down|Postn,50706:down|F3,14066:up|lgfl,16000:up
migration
negative regulation of [{GO:00 ) ) ) ) ) . )
fat cell differentiation 145599 1.01E-02|4.15E-02 |Wntb5a,22418:down|Vegfa,22339:down|Enppl,18605:down|Adipoq,11450:up
ICQUIGLIUII Ul
multicellular GO:00 ) i . ) }
organismal metabolic |44246 1.01E-02|4.15E-02 |Pparg,19016:up|Ccl2,20296:uplErrfil,74155:down|Bmp4,12159:up
BFoté‘iﬂnﬁimport into GO:00 B B . . . .
nucleus, translocation |00060 1.01E-02|4.15E-02 |Tnf,21926:up|Gas6,14456:up|Akrlcl8,105349:up|lgfl,16000:up
regulation of heart GO:00 Glplr,14652:down|Fxyd1,56188:up|Adm,11535:up|Tgfb2,21808:down|Stc1,20855:up|S100al,20193:up|Ep
: 1.01E-02|4.15E-02 .
contraction 08016 as1,13819:up
regulation of glucose |[GO:00 B B . . . . : .
transport 10827 1.03E-02|4.21E-02 |Tnf,21926:up|C3,12266:up|Enppl,18605:down|ligfl,16000:up|Adipoq,11450:up
neural tube GO:00 103E-02l4.226-02 Cthrc1,68588:down|Adm,11535:up|Sfrp1,20377:up|Ptk7,71461.down|Wnt5a,22418:down|Aldh1a2,19378:
development 21915|™ ) up|Bmp4,12159:up|Sfrp2,20319:up
! . GO:00 ) ) PIxnd1,67784:up|Wnt5a,22418:down|Sema7a,20361:down|Tnfrsf12a,27279:down|Crabp2,12904:down|Re
regulation of cell size | 5grc7 | 1.03E-02/14.22E-02 |\ 197131/ Cxcl12,20315:up|Vegfa,22339:down
o GO:00 ) ) FIrt2,399558:down|PIxnd1,67784:up|Wnt5a,22418:down|Pdzrn3,55983:down|Sncg,20618:up|Srpx2,68792:
synapse organization - |gqanq|1.038-02/4.228-02 | 4 1110 91923 down|Fgfr2,14183:up|Thbs2,21826:down
glycoprotein metabolic|GO:00 1.056-02|4.286-02 Mamdc2,71738:down|Ptx3,19288:up|Col11al,12814:down|Sulf1,240725:down|lgf1,16000:up|Chst11,5825
process 09100 |™ ) 0:down|Hpse,15442:up|Vegfb,22340:up|Sdf211,64136:up|Adamts12,239337:down|Man2a2,140481:up
Rap protein signal GO:00 1.06E-02/4.31F-02 PIk2,20620:down|Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,2
transduction 32486 | ) 0293:up|Ccl4,20303:up|Ccl3,20302:up|Ccl8,20307:up
GO:00 Glplr,14652:down|Fxyd1,56188:up|Adm,11535:up|Stc1,20855:up|Epasl,13819:up|Vegfb,22340:up|Tgfb2,
heart process 03015 | FO7E-02|4.338-02 51515 down|S100a1,20193:up
regulation of glial cell |GO:00 . )
apoptotic process 34350 1.08E-02|4.33E-02 |Gas6,14456:up|Ccl12,20293:up
positive regulation of GO:00
steroid hormone . |1.08E-02|4.33E-02 |Igf2,16002:up]|lgfl,16000:up
: . 90031
biosynthetic process
forebrain neuroblast  |GO:00 ) .
division 21873 1.08E-02|4.33E-02 |[Fgfrl,14182:down|Fgfr2,14183:up
mammary gland GO:00 ) )
formation 60592 1.08E-02|4.33E-02 |Fgfr2,14183:up|Bmp4,12159:up
vitamin D biosynthetic |GO:001; ge 0914 336-02 |Vdr,22337:down[Tnf,21926:up
process 42368
negative regulation of
macrophage derived |GO:00 ) ) )
foam cell 10745 1.08E-02|4.33E-02 |Pparg,19016:up|Adipog,11450:up
differentiation
regulation of vitamin D |GO:00 ) .
biosynthetic process 60556 1.08E-02|4.33E-02 |Vdr,22337:down|Tnf,21926:up
negative regulation of GO:00
collagen metabolic 107'13 1.08E-02|4.33E-02 |Pparg,19016:up|Errfil,74155:down
process
negative regulation of GO:00
collagen biosynthetic 32966 1.08E-02|4.33E-02 |Pparg,19016:up|Errfil,74155:down
process
negative regulation of |GO:00 . )
vascular permeability 43116 1.08E-02|4.33E-02 |Ceacaml,26365:up|Adm,11535:up
positive regulation of
cell growth involved in |GO:00 . ) )
cardiac muscle cell 61051 1.08E-02|4.33E-02 |Wisp1,22402:down|Igfl,16000:up
development
PVIOOU VESSEI
endothelial cell G000
proliferation involved 020'43 1.08E-02|4.33E-02 |Vegfa,22339:down|Bmp4,12159:up
in sprouting
2EMeERaTiEsTO 5500
involved in 70586 1.08E-02|4.33E-02 |ll1rn,16181:up|Adipoq,11450:up
o trialation
negative regulation of |GO:19 . )
interleukin-6 secretion |00165 1.08E-02|4.33E-02 |Gas6,14456:up|Clqgtnf3,81799:down
positive regulation of GO:00
catenin import into 354'13 1.08E-02|4.33E-02 |Sfrp2,20319:up|Egfr,13649:down
nucleus
establishment of GO:00
epithelial cell ‘o |1.08E-02|4.33E-02 |Ptk7,71461:down|Wnt5a,22418:down
. ) 45198
apical/basal polarity
positive regulation of GO:00
NFAT protein import 515'33 1.08E-02|4.33E-02 |Ceacam1,26365:up|Tnf,21926:up
into nucleus
cellular response to X- |GO:00 ) )
ray 71481 1.08E-02|4.33E-02 |Sfrp2,20319:up|Sfrp1,20377:up




regulation of

GO:00

neurological system 31644 1.09E-02|4.36E-02 |Tnf,21926:up|Trf,22041:up|Fgfrl,14182:down|Ncam1,17967:down|Ednrb,13618:up

process

positive regulation of G000

lipid biosynthetic 46389 1.09E-02|4.36E-02 |Htr2b,15559:down|Tnf,21926:up|Htr2a,15558:down|lgf2,16002:up|lgfl,16000:up

process

odontogenesis of G000

dentin-containing 424'75 1.09E-02|4.36E-02 |Bmprla,12166:down|Rspo2,239405:up|Fam20a,208659:down|Tnfrsf11b,18383:up|Bmp4,12159:up

tooth

response to nutrient g%gg 1.09E-02|4.36E-02 |Vdr,22337:down|Gas6,14456:up|Gatm,67092:down|Postn,50706:down

T cell apoptotic GO0014 19k _02|4.36E-02 |Ceacam1,26365:up|Wnt5a 22418:down|Tgfb2,21808:down|Bmp4, 12159:up

process 70231
Adm,11535:up|Hpgd,15446:up|Mrcl,17533:up|Ccl2,20296:up|Ednrb,13618:upl||fit3,15959:up|Ankrd1,1077
65:down|Clec4n,56620:up|Akrlc18,105349:up|Ptx3,19288:up|Cd24a,12484:down|Wnt5a,22418:down|Ccl

multi-organism G000 12,2A0293:up|Cc|4,20303:up|Bmp4,;2159:up|Igfl,16000:up|Cch9,17329:up|OasI1,231655:up|Ifit1,15957:up

rOCEsS 517'04 1.09E-02|4.37E-02 ||Ptgir,19222:up|Clecde,56619:up|Kitl,17311:up|Adamts4,240913:down|Hp,15439:up|inhba,16323:down|SI

P pi,20568:up|Plat,18791:down|Vdr,22337:down|Cxcl12,20315:up|Mmp2,17390:down|Serpine2,20720:up|Lr
rc15,74488:down|Oas3,246727:up|Gas6,14456:up|Tnf,21926:up|Lmcd1,30937:up|Cd4,12504:up|Ptgs2,192
25:down|Ceacam1,26365:up|Tnfrsf11b,18383:up
Fstl3,83554:downllcel,218333:down|Adm,11535:up|Pdgfc,54635:down|Epasl,13819:up|Ddah1,69219:do
wn|Lyl1,17095:up|Sdpr,20324:down|Trf,22041:up|Ptx3,19288:up|Wnt5a,22418:down|Bmprla,12166:down

positive regulation of G000 |Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Ptgir,19222:up|Creb311,26427:down|Fgfr2,1

cellular biosynthetic 313.28 1.10E-02|4.41E-02 |4183:up|Kitl,17311:up|Prl2c2,18811:up|Htr2b,15559:down|Rasl11a,68895:up|inhba,16323:down|Ccl3,2030

process 2:up|Vdr,22337:down|Vegfa,22339:down|Htr2a,15558:down|lgf2,16002:up|Slc40a1,53945:up|Pparg,1901
6:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:u
p|Ptgs2,19225:down|Grem1,23892:up|Sfrp2,20319:up|Npnt,114249:up

response to decreased |GO:00 111E-02l4.41-02 LoxI2,94352:down|Cd24a,12484:down|Hmox1,15368:up|Plat,18791:down|Epasl,13819:up|Tgfb2,21808:d

oxygen levels 36293 | ) own|Vegfa,22339:down|Mmp2,17390:down

single-organism GO:00 PIk2,20620:down|Glp1r,14652:down|Egfr,13649:down|Ncam1,17967:down|Ptgs2,19225:down|ll1rn,16181

behavior 447-08 1.11E-02|4.41E-02 |:up|Sncg,20618:up|lgfl,16000:up|Srpx2,68792:down|Cxcl12,20315:up|Htr2a,15558:down|Prkar2b,19088:u
p|Serpine2,20720:up|Cx3crl,13051:down|lgf2,16002:up

roeszilggstr?oenm Sé)d?g 1.12E-024.436-02 | Alpl,11647:up|Mmp13,17386:up|Bmp4, 12159:up

regulation of fibroblast GO:00

growth factor receptor 40636 1.12E-02|4.43E-02 |Sulf1,240725:down|Wnt5a,22418:down|Fgfr2,14183:up

signaling pathway

{%?;‘Larfg’;‘egggr:‘srgora' gfg'gg 1.12E-024.436-02 | Tnf,21926:up|Serpingl,12258:up|C3,12266:up

ﬁnrgkr’g{%ggn%s;e”ta g&gg 1.12E-02|4.436-02 | Adm,11535:up|Gjb5, 14622:down|Fgfr2,14183:up

detoxification 557'22 1.12E-02|4.43E-02 | Tnf,21926:up|Mt2,17750:up|Mt1,17748:up

ggjggg;’ggra' gl%gg 1.12E-02[4.43E-02 |Alpl,11647:up|Mmp13,17386:up|Bmp4,12159:up

cardiac epithelial to GO:00

mesenchymal 603;17 1.12E-02|4.43E-02 [Has2,15117:down|Tgfb2,21808:down|Tgfbr3,21814:up

transition

negative regulation of

f;gggﬁtl;”n?ef diator of 5207'8? 1.12E-02[4.43E-02 |Tnf,21926:up|Hmox1,15368:up|Tgfb2,21808:down

immune response

positive regulation of |GO:00 114E-02/4.526-02 Cthrc1,68588:down|Plk2,20620:down|PIxnd1,67784:up|Wnt5a,22418:down|Tgfb2,21808:down|lgf1,16000

binding 51099 | ™ ) :up|Bmp4,12159:up

regulation of Ras ) ) ) . ) ) )

protein signal GO:00 1 14E-02/4.526-02 Ccl9,20308.up|CcI6,20305.up|Wnt5a,22418.down|Cc|7,20306.uplCcI2,20296.up|Ccl12,2029.3.up|Ccl4,2030

transduction 46578 3:up|Ccl3,20302:up|Col3al,12825:down|lgfl,16000:up|Ccl8,20307:up|Tgfb2,21808:down|Kitl,17311:up

Li%;'jgct’l';sf blood g(%gg 1.15E-02|4.54E-02 |Ceacam1,26365:up|Kngl,16644:up|Serpingl,12258:up|Hpse,15442:up|Serpine2,20720:up

Li%‘f;;:g:f go%ig 1.15E-02[4.54E-02 |Ceacam1,26365:up|Kng1,16644:up|Serping1,12258:up|Hpse,15442:up|Serpine2,20720:up

positive regulation of

adaptive immune

response based on

somatic recombination | GO:001, 15 o514 548 07 |Trf,21926:up|Cd24a,12484:down|Cd4,12504:up|C3,12266:up| Tfrc,22042:up

of immune receptors |02824

built from

immunoglobulin

superfamily domains

regulation of GO:00

transcription factor 429'90 1.15E-02|4.54E-02 |Ceacam1,26365:up|Tnf,21926:up|C1qtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:up

import into nucleus

protein GO:00 1176-02la 61E-02 Fgfrl,14182.down|Egfr,13649:down|Pdgfc,54635:down|Grem1,23892:up|Adipoq,11450:up|Vegfa,22339:d

autophosphorylation  |46777 |~ ) own|Errfil,74155:down|Fgfr2,14183:up|Enpp1,18605:down

regulation of blood GO:00

vessel endothelial cell 435'35 1.17E-02|4.62E-02 |Prl2c2,18811:up|Srpx2,68792:down|Vegfa,22339:down|Ptgs2,19225:down

migration

negative regulation of G020

leukocyte apoptotic 001'07 1.17E-02|4.62E-02 |Gas6,14456:up|Cxcl12,20315:up|Kitl,17311:up|Bmp4,12159:up

pprocess




regulation of T cell GO:00 1186-02l4 65602 Cd24a,12484:down|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,16000:up|Bmp4,12159:up|Ctla2a,130
activation 50863 |~ ) 24:down|Ceacam1,26365:up|lgf2,16002:up|Tnfsf9,21950:up
regulation of ion GO:20 118€-02l4 666-02 Htr2b,15559:down|Glp1r,14652:down|Cd4,12504:up|Ednrb,13618:up|Bmp4,12159:up|Htr2a,15558:down|
homeostasis 00021 |™ ) Tgfb2,21808:down|Anpep,16790:up
. - GO:00 Cthrc1,68588:down|Plk2,20620:down|PIxnd1,67784:up|Hmox1,15368:up|Wnt5a,22418:down|Tgfbr3,2181
regulation of binding - |5 qq|1.19E-02/4.69E-02 | . 01611 50568:up|Igf1,16000:up|Bmpd, 12159-up|Adipog,11450:up|Tgfb2,21808:down
glucose transport %.722 1.20E-02|4.71E-02 |Tnf,21926:up|Fabp5,16592:up|C3,12266:up|Enppl,18605:down|lgfl,16000:up|Adipoqg,11450:up
fnegf;g;ﬁfgfggg?j”de 4?402'22 1.21E-024.76-02 |Has2,15117:down|Aoah,27052:up|Enpp1,18605:down|igf2,16002:up|igfL,16000:up
monoamine transport f{%j)g 1.21E-02|4.76E-02 |Gpm6b,14758:up|Cxcl12,20315:up|Htr2a,15558:down|Sncg,20618:up|Maob,109731:up
pancreas development gloofg 1.21E-02|4.76E-02 |Wntb5a,22418:down|Aldhla2,19378:up]|lgf2,16002:up|lgf1,16000:up|Bmp4,12159:up
regulation of DNA GO:00 1236-02l4.836-02 Pparg,19016:up|Fgfrl,14182:down|Egfr,13649:down|Pdgfc,54635:down|Tfrc,22042:up|Grem1,23892:up|!
metabolic process 51052 |~ ) gf1,16000:up|Bmp4,12159:up|Adipoq,11450:up|Ankrd1,107765:down|lgfbp3,16009:up|Kitl,17311:up
[]eiiitg?erf}%gttg;mc gzoégg 1.24E-02|4.856-02 | Cxcl12,20315:up|Ccl12,20293:up|Grem 1, 23892:up
rr;ejrr[t)f:':gbeerfgslz?s g%gg 1.24E-02|4.856-02 |Tgfb2,21808:down|Bmpria,12166:down|Tgfbr3 21814:up
modification by
f%’;“rg'ﬁ;‘lgzygft ioo'gg 1.24E-02|4.856-02 | Ceacam1,26365:up|Ptx3,19288:up|Cd4,12504:up
physiology
positive regulation of |GO:00, »4e 4514 g5E_ 02 |L0xI2,94352:down|Wnt5a,22418:down|Bmpd, 12159:up
cartilage development |61036
Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|Serpi
nh1,12406:down|Lyl1,17095:up|Gstt1,14871:up|lgfbp3,16009:up|PIk2,20620:down|Cd24a,12484:down|M
me,17380:up|Fkbp14,231997:down|ll1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Hpse,15442:up|Ptgir
,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Ccl6,20305:up|Slpi,20568:up|Aspn,66695:down|Fam132b,22
7358:down|Nabp1,109019:down|Mmp2,17390:down|Oas3,246727:up|Pappa,18491:down|Slc40al,53945:
up|Egfr,13649:down|C1rb,667277:up|Tfrc,22042:up|Ccl8,20307:up|Serpina3g,20715:up|Fam20a,208659:d
own|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Ampd3,11717:up|Mmp13,17386:up|Htra3,78558:d
own|Uchl5,56207:up|Sord,20322:up|Enpp3,209558:down|Cdo1,12583:up|Dok?2,13449:up|Mamdc2,71738:
down|Ptx3,19288:up|Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,679
16:up|Ccl9,20308:up|Inhba,16323:down|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:down|C1s1,50
908:up|Vegfa,22339:down|Gfpt2,14584:down|Cbr2,12409:up|Serpine2,20720:up|Nxn,18230:down|lgf2,16
002:up|Tnf,21926:up|Fgfrl,14182:down|Lpl,16956:up|Sulf1,240725:down|Cd4,12504:up|Col3al,12825:do
wn|Tbx15,21384:down|Serping1,12258:up|Uck2,80914:down|Enpp1,18605:down|Hpgd,15446:up|C3,1226
primary metabolic GO:00 124E-024.86E-02 6:up|Enpp5,83965:up|Ankrd1,107765:down|Cd109,235505:down|Ggt5,23887:up|LoxI2,94352:down|Trf,22
process 44238 |~ ' 041:up|LoxI3,16950:down|Adam12,11489:down|Wnt5a,22418:down|Mark1,226778:up|Adipoq,11450:up|
Hal,15109:up|lgf1,16000:up|Crabp2,12904:down|Tgfb2,21808:down|F3,14066:up|Adamts4,240913:down|
Kng1,16644:up|Prl2c2,18811:up|Efemp1,216616:up|Saa3,20210:up|Gdpd1,66569:up|Vdr,22337:down|Pdi
ab,72599:down|Fabp4,11770:up|Htr2a,15558:down|Gas6,14456:up|Colllal,12814:down|Sfrpl,20377:up|
C1qtnf3,81799:down|Tgfbr3,21814:up|Serinc2,230779:down|Tl1,21892:down|Ceacam1,26365:up|Sfrp2,2
0319:up|Pamr1,210622:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,20193:upllcel,
218333:down|Neurl3,214854:down|Ccl7,20306:up|Pdzrn3,55983:down|Pdgfc,54635:down|Cst7,13011:up|
Epas1,13819:up|Sema7a,20361:down|Ddah1,69219:down|Fkbp10,14230:down|Sdpr,20324:down|Npl,740
91:up|Man2a2,140481:up|Akr1c18,105349:up|Fabp5,16592:up|Ccl12,20293:up|Bmprla,12166:down|Klk1
b11,16613:up|Gatm,67092:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|C1s2,317677:up|Creb3l
1,26427:down|Kitl,17311:up|P4hal,18451:down|Hp,15439:up|Aoah,27052:up|Rasl11a,68895:up|Ccl3,2030
2:up|Plat,18791:down|Ctla2a,13024:down|Adamts12,239337:down|Lrrc15,74488:down|Anpep,16790:up|P
parg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Hmox1,15368:up|Has2,15117:down|Ptgs2,19225:dow
n|Grem1,23892:up|Phf11d,219132:up|Errfil,74155:down
syncytium formation G000
by plasma membrane 007'68 1.25E-02|4.90E-02 [Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up|Cd109,235505:down
fusion
regulation of protein  [GO:00 126€-02l4.936-02 Cthrc1,68588:down|Plk2,20620:down|PIxnd1,67784:up|Wnt5a,22418:down|Tgfbr3,21814:up|Slpi,20568:u
binding 43393 ™ ) p|Bmp4,12159:up|Adipoq,11450:up
GO00 Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Adm,11535:up|Fgfrl,14182:down|Egfr,13649:down|Sfrp
signal release 23661 1.27E-02|4.94E-02 |1,20377:up|C1lqtnf3,81799:down|Inhba,16323:down|ll1rn,16181:up|Sncg,20618:up|Adipoq,11450:up|Htr2
a,15558:down|Syt13,80976:up
hormone metabolic GO:00 1976-02l4.966-02 Crabp2,12904:down|Akr1c18,105349:up|Adm,11535:up|Aldhla2,19378:up|Aldh1a3,56847:down|lgf2,160
process 42445 ™ ) 02:up|lgfl,16000:up
positive regulation of |GO:001, »ae 6514 96E-02 |Cthrel,68588:down|PIk2,20620:down|PIxnd1,67784-up|Wnt5a,22418:down|Bmp4 12159:up
protein binding 32092
synaptic transmission, |GO:001, e 0514 96E_02 |Egfr.13649:down|Htr2a,15558:down|Ptgs2,19225:down|Serpine2,20720:up|Plat, 18791:down
glutamatergic 35249
response to ketone 8106512 1.28E-02|4.96E-02 |Gas6,14456:up|Postn,50706:down|Tgfb2,21808:down|Tgfbr3,21814:up|Bmp4,12159:up
transcription factor - 1GO:001; e 514 96E_02 |Ceacam1,26365:up|Tnf 21926:up|Clatnf3,81799:down|Ptgs2,19225:down|Grem1,23892:up
import into nucleus 42991
ovulation cycle process ;;20682 1.28E-02|4.96E-02 |Vegfa,22339:down|Inhba,16323:down|Mmp2,17390:down|Kitl,17311:up|Bmp4,12159:up
maintenance of GO:00 128E-02l4.986-02 Kdelr3,105785:down|Htr2b,15559:down|Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Lpl,16956:up|C
location 51235|™ ) d4,12504:up|C3,12266:up|Tgfb2,21808:down|Htr2a,15558:down|Enpp1,18605:down
Ly9,17085:up|Ccl2,20296:up|Ctla2a,13024:down|Lyl1,17095:up|Cxcl12,20315:up|Cx3crl,13051:down|lgf2,
leukocyte activation GO:00 129E-02/4.996-02 16002:up|Gas6,14456:up|Cd24a,12484:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down|Cd4,1
45321 (™ ' 2504:up|Tfrc,22042:up|Bmp4,12159:up|lgfl,16000:up|Ceacaml,26365:up|ll1rl1,17082:down|Tnfsf9,21950:

up|Clecde,56619:up




GO:00 Sfrp1,20377:up|Wnt5a,22418:down|Inhba,16323:down|Bmp4,12159:up|Sfrp2,20319:up|Vegfa,22339:dow
gonad development  {4a, ¢ |1.80E-02{5.06E-02 {1 o' 5 17300:down|Kitl, 17311 up
calcium ion transport  |GO:00 131E-02/5.066-02 Htr2b,15559:down|Glp1r,14652:down|Tgfb2,21808:down|Htr2a,15558:down|Cd4,12504:up|Bmp4,12159:
into cytosol 60402 | ) up
hexose transport 880622 1.31E-02|5.06E-02 |Tnf,21926:up|Fabp5,16592:up|C3,12266:up|Enppl,18605:down|lgfl,16000:up|Adipoqg,11450:up
G000 FIrt2,399558:down|Lama2,16773:down|PIxnd1,67784:up|Wnt5a,22418:down|Sema7a,20361:down|Tnfrsfl
axon development 61564 1.32E-02|5.10E-02 |2a,27279:down|Crabp2,12904:down|Tnc,21923:down|Ret,19713:up|Cxcl12,20315:up|Vegfa,22339:down|T
gfb2,21808:down|Mmp2,17390:down|Fgfr2,14183:up
G000 Col5a2,12832:down|Egfr,13649:down|Inhba,16323:down|Aldh1a2,19378:up|Col8al1,12837:down|Ninj1,18
eye development 01654 1.32E-02|5.10E-02 |081:up|Bmp4,12159:up|Col5al,12831:down|Vegfa,22339:down|Tgfb2,21808:down|Aldh1a3,56847:down|
Fgfr2,14183:up
S GO:00 Htr2b,15559:down|Glp1r,14652:down|Cxcl12,20315:up|Tgfb2,21808:down|Htr2a,15558:down|Ccl12,2029
calcium ion import 70509 1.32E-02|5.11E-02 3:up|Stcl,20855:up
regulation of GO:20 ) ) ) )
vasculogenesis 01212 1.33E-02|5.11E-02 |Ceacaml,26365:up|Adm,11535:up
regulation of cytokine G000
secretion involved in 027'39 1.33E-02|5.11E-02 |Tnf,21926:up|Wnt5a,22418:down
immune response
induction of positive  |GO:00 ) ) ]
chemotaxis 50930 1.33E-02|5.11E-02 |Cxcl12,20315:up|Figf,14205:up
ICQUIGLIUII Ul
branching involved in  [{GO:00 . .
salivary gland 60693 1.33E-02|5.11E-02 |Tnf,21926:up|Fgfrl,14182:down
maornhannnacic
exocrine pancreas GO:00 ) )
development 31017 1.33E-02|5.11E-02 |{Igf2,16002:up|lgf1,16000:up
positive regulation of GO:00
SMAD protein import 60391 1.33E-02|5.11E-02 |Bmprla,12166:down|Bmp4,12159:up
into nucleus
surfactant homeostasis %Olgg 1.33E-02|5.11E-02 |Vegfa,22339:down|Epasl,13819:up
regulation of
chemokine (C-X-C GO:20 ) )
motif) ligand 2 00341 1.33E-02|5.11E-02 |Tnf,21926:up|Postn,50706:down
production
IICHOLIVC ICHUIGLIUII Ul
multicellular GO:00 ) ' ]
organismal metabolic |44252 1.33E-02|5.11E-02 |[Pparg,19016:up|Errfil,74155:down
positive regulation of G020
endothelial cell 01628 1.33E-02|5.11E-02 |Fgfrl,14182:down|Vegfa,22339:down
chemotaxis
regulation of leukocyte |GO:00 . . ) )
mediated cytotoxicity |01910 1.34E-02|5.14E-02 [Ceacam1,26365:up|Clec2d,93694:up|Ccl2,20296:up|lgf2,16002:up
negative regulation of |GO:20 ) ) ) )
reproductive process |00242 1.34E-02|5.14E-02 |Sulf1,240725:down|Wnt5a,22418:down|lgf1,16000:up|Bmp4,12159:up
GO:00 Cd24a,12484:down|Ly9,17085:up|Has2,15117:down|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,1600
leukocyte aggregation 70486 1.34E-02|5.14E-02 |0:up|Bmp4,12159:up|Ctla2a,13024:down|Ceacam1,26365:up|Cxcl12,20315:up|lgf2,16002:up|Clecde, 5661
9:up|Tnfsf9,21950:up
response to oxygen GO:00 1356-02/5.156-02 LoxI2,94352:down|Cd24a,12484:down|Hmox1,15368:up|Plat,18791:down|Epasl,13819:up|Tgfb2,21808:d
levels 70482 | ' own|Vegfa,22339:down|Mmp2,17390:down
regulation of peptidyl- |GO:00 . . . . . .
serine phosphorylation |33135 1.36E-02|5.21E-02 |Tnf,21926:up|Gas6,14456:up|Sfrp2,20319:up|Ret,19713:up|Wnt5a,22418:down|Vegfa,22339:down
placenta development GO:00 1376-02/5.21F-02 Pparg,190-16:up|Adm,11535:up|ngr,13649:down|Gjb5,14622:down|PtgsZ,19225:down|Fgfr2,14183:up|Ep
01890 as1,13819:up
phagocytosis gg;%(())g 1376-02/5.21F-02 ;nf,21926:up|Pparg,19016:up|Ga36,14456:up|Ptx3,19288:up|Ccl2,20296:up|C3,12266:up|Ad|poq,11450:u
cartilage development
involved in GO:00 . . ) .
endochondral bone 60351 1.37E-02|5.21E-02 |Serpinh1,12406:down|Stc1,20855:up|Mmp13,17386:up
morphogenesis
negative regulation of |GO:19 ) . ) . _
protein maturation 03318 1.37E-02|5.21E-02 |Ctla2a,13024:down|Serpingl,12258:up|Serpine2,20720:up
regulation of glycogen |GO:00 . . .
metabolic process 70873 1.37E-02|5.21E-02 |Enppl,18605:down|igf2,16002:up|lgfl,16000:up
ICQUIOLIUII Ul
syncytium formation  |GO:00 ) ) ) ) )
by plasma membrane |60142 1.37E-02|5.21E-02 |Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up
fucion
aorta morphogenesis %.988 1.37E-02|5.21E-02 |Tgfb2,21808:down|Bmprla,12166:down|Col3al,12825:down
negative regulation of G020
DNA biosynthetic 002'79 1.37E-02|5.21E-02 |Ankrd1,107765:down|Pparg,19016:up|Adipog,11450:up
process
negative regulation of |GO:00 ) ) ) . _
protein processing 10955 1.37E-02|5.21E-02 |Ctla2a,13024:down|Serpingl,12258:up|Serpine2,20720:up
Htr2b,15559:down|Adm,11535:up|Hpgd,15446:up|Aoah,27052:up|Aldh1a2,19378:up|C3,12266:up|Gdpdl
GO:00 ,66569:up|Vdr,22337:down|Fabp4,11770:up|Fam132b,227358:down|Htr2a,15558:down|lgf2,16002:up|Pp
lipid metabolic process 06629 1.39E-02|5.26E-02 |arg,19016:up|Tnf,21926:up|Ggt5,23887:up|Akrlcl8,105349:up|Fgfrl,14182:down|Fabp5,16592:up|Lpl,16

956:up|Ptgs2,19225:down|ll1rn,16181:up|Serinc2,230779:down|Adipoq,11450:up]|lgfl,16000:up|Ceacaml
,26365:up|Crabp2,12904:down|Aldh1a3,56847:down|Plpp3,67916:up|Prkar2b,19088:up




regulation of multi- GO:00 1 416-02l5.376-02 Tnf,21926:up|Lmcd1,30937:up|Ptx3,19288:up|Inhba,16323:down|SIpi,20568:up|Ednrb,13618:up|Plat,1879

organism process 43900 | ' 1:down|Ccl4,20303:up|lgfl,16000:up|Ceacam1,26365:up|Oasl1,231655:upllfit1,15957:up|Oas3,246727:up

negative regulation of GO19

vasculature 013'43 1.42E-02|5.37E-02 |Sulf1,240725:down|Ccl2,20296:up|Cx3crl,13051:down|Thbs2,21826:down|Bmp4,12159:up

development

Ligzagljr;(t)igr?f S(%Sg 1.42E-02|5.37E-02 |Ceacam1,26365:up|Kngl,16644:up|Serpingl,12258:up|Hpse,15442:up|Serpine2,20720:up

columnar/cuboidal | o Fgfr1,14182:down|Mcoln3,171166:up|Wnt5a,22418:down|Ednrb,13618:up|Fgfr2,14183:up|Kitl, 17311:up|B

epithelial cell 02065 1.42E-02|5.37E-02 mod 12159:

' e p4, ‘up

differentiation

regulation of hormone [GO:00 1 426-0215.376-02 Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,20377:up|Clq

secretion 46883 | ' tnf3,81799:down|Iinhba,16323:down|Adipoq,11450:up|Htr2a,15558:down

cytosolic calcium ion  |GO:00 1 426-0215.376-02 Htr2b,15559:down|Glplr,14652:down|Tgfb2,21808:down|Htr2a,15558:down|Cd4,12504:up|Bmp4,12159:

transport 60401 | ) up

monosaccharide G000 42€-02/5.37E-02 [Tnf,21926:up|FabpS,16592:up|C3,12266:up|Enpp1, 18605:downligf1, 16000:up|Adipog, 11450:up

transport 15749

syncytium formation 8(%2(2 1.436-02|5.41E-02 | Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up|Cd109,235505:down

mrrgr;gg;r?f;sd g&fg 1.436-02|5.416-02 |Vdr,22337:down|Wnt5a 22418:down|Fgfr2,14183:up|Bmp4,12159:up

development of GO:00 Sfrp1,20377:up|Wnt5a,22418:down|Inhba,16323:down|Bmp4,12159:up|Sfrp2,20319:up|Vegfa,22339:dow

primary sexual 45137 | FA3E-02\5.41E-02 | 0 17390:downKitl 17311:up

characteristics
Adm,11535:up[Sfrp4,20379:up|C3,12266:up]Ankrd1,107765:down[Trf,22041:up[Cd24a,12484:down[Wnt5
a,22418:down|Stc1,20855:up|ll1rn,16181:up|Maob,109731:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,160
00:up|Crabp2,12904:down|Mcoln2,68279:up|Tgfb2,21808:down|Fgfr2,14183:up|Clecde,56619:up|Htr2b,1
5559:down|Mfsd12,73822:up|Vdr,22337:down|Fabp4,11770:up|Fam132b,227358:down|Cxcl12,20315:up|
Htr2a,15558:down|Slc16a4,229699:down|Slc40a1,53945:up|Gas6,14456:up|Egfr,13649:down|Sec23a,2033
4:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tfrc,22042:up|Sncg,20618:up|Fxyd2,11936:up|Serinc2,23077

GO:00 9:down|Ceacam1,26365:up|Sfrp2,20319:up|Syt13,80976:up|S100a1,20193:up|lcel,218333:down|Mrc1,17

transport 06810 1.48E-02|5.57E-02 |533:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:up|Slc29a1,63959:up|Gpm6b,14758:up|Clec4n,566
20:up|Steapl,70358:down|Postn,50706:down|Cdo1,12583:up|Ptx3,19288:up|Hvcn1,74096:up|Akric18,10
5349:up|Fabp5,16592:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,20303:up|Ank,11
732:down|Creb3I1,26427:down|Mrc2,17534:down|l11rl1,17082:down|Inhba,16323:down|Ccl3,20302:up|V
egfa,22339:down|Serpine2,20720:up|Anpep,16790:up|Kdelr3,105785:down|Pparg,19016:up|Tnf,21926:up
|Fxyd1,56188:up|Glplr,14652:down|Fgfrl,14182:down|Lpl,16956:up|Hmox1,15368:up|Cd4,12504:up|Ptgs
2,19225:down|Grem1,23892:up|Kcnj15,16516:down|Mcoln3,171166:up|Emb,13723:up|Enppl,18605:dow
n

negative regulation of |GO:00 Ctla2a,13024:down|Pparg,19016:up|C1qtnf3,81799:down|Aoah,27052:up|Cx3crl,13051:down|Adipog,11

. 1.48E-02|5.58E-02 ;

inflammatory response |50728 450:up

regulation of adaptive

immune response

based on somatic GO:00

recombination of 02322 1.48E-02|5.58E-02 [Tnf,21926:up|Cd24a,12484:down|Cd4,12504:up|C3,12266:up|Tfrc,22042:up|ll1rl1,17082:down

immune receptors built

from immunoglobulin

superfamily domains

{ffnuslgg‘r’t” of amine (531%(533 1.49E-02|5.60E-02 [Tnf,21926:up|Cxcl12,20315:up|Htr2a,15558:down|l11rn,16181:up|Sncg,20618:up

L:’gt‘ﬂit;%’;‘e’;gi” gl%gg 1.49E-02|5.60E-02 |Gpm6b,14758:up|Postn,50706:down|Vegfa,22339:down|Grem1,23892:up|Ninj1,18081:up

g’?;;ig%:‘e%ﬁ ;{23” GO00|; ¢1¢ ools gsg_gp | CC19:20808:Up|Ccl6,20305:up|WntSa, 22418:down|Cal7,20306:up|Cel2,20296:up|Ccl12,20293:up|Ccl4,2030

i . 51056 |~ ’ 3:up|Ccl3,20302:up|Col3al,12825:down|lIgfl,16000:up|Ccl8,20307:up|Tgfb2,21808:down|Kitl,17311:up

signal transduction

regulation of GO:00

keratinocyte 10337 1.51E-02|5.65E-02 |Vdr,22337:down|Has2,15117:down|Cd109,235505:down

proliferation

protein kinase C GO0, 516 02]565-02 |Htr2b, 15559:down|Wnt5a 22418 down|Vegfa,22339:down

signaling 70528

negative regulation of G000

lymphocyte mediated 027'07 1.51E-02|5.65E-02 |Ceacaml,26365:up|Clec2d,93694:up|lgf2,16002:up

immunity

apoptotiq process GO:00

involved in 60561 1.51E-02|5.65E-02 |Vdr,22337:down|Tgfb2,21808:down|Tgfbr3,21814:up

morphogenesis

single-organism G000 Igfbp4,16010:up|Aoah,27052:up|Sord,20322:up|Htr2a,15558:down|lgfbp3,16009:up|lgf2,16002:up|Man2

carbohydrate 447'23 1.55E-02|5.79E-02 |a2,140481:up|Tnf,21926:up|Fabp5,16592:up|Has2,15117:down|C1lqtnf3,81799:down|Adipoq,11450:up|igf

metabolic process 1,16000:up|Chst11,58250:down|Vegfb,22340:up|Sdf211,64136:up|Enppl,18605:down

positive regulation of  [GO:00 156E-0215.826-02 Gas6,14456:up|Cd24a,12484:down|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,16000:up|Ceacaml,2

lymphocyte activation [51251 |~ ' 6365:up|lgf2,16002:up|Tnfsf9,21950:up

Sf‘f?eorf;i'lft'lgﬁ” 55%22 1.56E-02|5.84E-02 |Ceacam1,26365:up|Tnf,21926:up|Vegfa,22339:down|Stc1,20855:up|Bmp4,12159:up

positive regulation of G000

adaptive immune 02321 1.56E-02|5.84E-02 |Tnf,21926:up|Cd24a,12484:down|Cd4,12504:up|C3,12266:up|Tfrc,22042:up

response




positive regulation of
nucleobase-containing

GO:00

Fstl3,83554:downllcel,218333:down|Adm,11535:up|Pdgfc,54635:down|Epasl,13819:up|Lyl1,17095:up|Sd
pr,20324:down|lgfbp3,16009:up|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:upll
gf1,16000:up|Ret,19713:up|Plpp3,67916:up|Ptgir,19222:up|Creb3l1,26427.down|Fgfr2,14183:up|Kitl,1731

compound metabolic 45935 1.59E-02|5.84E-02 |1:up|Prl2c2,18811:up|Rasl11a,68895:up|inhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Vegfa,22339:d
rochs own|Htr2a,15558:down|lgf2,16002:up|Slc40al,53945:up|Pparg,19016:up|Tnf,21926:up|Glplr,14652:down
P |Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Grem1,23892:up|Sfrp
2,20319:up|Npnt,114249:up
requlation of vesicle- 16000 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Trf,22041:up|Ptx3,19288:up|Ncam1,17967:down|Hmox1,15
au!’ '~ |1.60E-02|5.84E-02 |368:up|Wntb5a,22418:down|Sfrp4,20379:up|Ccl2,20296:up|C3,12266:up|Grem1,23892:up|Adipog,11450:u
mediated transport 60627 :
p|Vegfa,22339:down
regulation of tumor G000
necrosis factor 32680 1.61E-02|5.84E-02 |Gas6,14456:up|Ccl2,20296:up|Errfil,74155:down|Ccl4,20303:up|Ccl3,20302:up|Adipoq,11450:up
production
axon extension GO:00 161E-02l5.84E-02 Tnfrsf:.LZa,27279:down|PIxnd1,67784:up|Cxc|12,20315:up|Wnt5a,22418:down|\/egfa,22339:down|Sema7a,
48675 20361:down
regulation of chronic ]GO0, 51¢ 5|5 84 02 |Tnf 21926:up|Cx3erl, 13051:down
inflammatory response [02676
negative regulation of [{GO:00 ) ) ) )
JUN kinase activity 43508 1.61E-02|5.84E-02 |Sfrp2,20319:up|Sfrp1,20377:up
nucleoside G000
triphosphate catabolic 091'43 1.61E-02|5.84E-02 |Enppl,18605:down|Enpp3,209558:down
process
olfactory bulb G000
interneuron oc | 1.61E-02|5.84E-02 |Fgfrl,14182:down|Wnt5a,22418:down
. L 21889
differentiation
positive regulation of G020
DNA-dependent DNA 001'05 1.61E-02|5.84E-02 |Fgfrl,14182:down|Bmp4,12159:up
replication
regulation of type B GO:00
pancreatic cell 61469 1.61E-02|5.84E-02 |Sfrp1,20377:up|Errfil,74155:down
proliferation
negative regulation of
tumor necrosis factor- |GO:00 . . )
mediated signaling 10804 1.61E-02|5.84E-02 |Gas6,14456:up|Adipoq,11450:up
pathway
pulmonary valve CO001, 618 02|5.84E-02 |Tgfb2,21808:down|Bmp4,12159:up
morphogenesis 03184 |™ ' ' ' ' '
response to lithium ion foozgg 1.61E-02|5.84E-02 |Pparg,19016:up|Fabp4,11770:up
positive regulation of GO:00
humoral immune 029'22 1.61E-02|5.84E-02 |Tnf,21926:up|C3,12266:up
response
cellular response to GO:00 ) )
lithium ion 71285 1.61E-02|5.84E-02 |Pparg,19016:up|Fabp4,11770:up
regulation of GO:00
chemokine ' |1.61E-02|5.84E-02 |Tnf,21926:up|Wnt5a,22418:down
: . 45073
biosynthetic process
polarized epithelial cell |GO:00 . )
differentiation 30859 1.61E-02|5.84E-02 |Ptk7,71461:down|Wnt5a,22418:down
negative regulation of |GO:00 . )
vasoconstriction 45906 1.61E-02|5.84E-02 |Adm,11535:up|Mmp2,17390:down
ferric iron transport i_%gg 1.61E-02|5.84E-02 |[Trf,22041:up|Tfrc,22042:up
regulation of
transcription from RNA GO:00
polymerase Il 43619 1.61E-02|5.84E-02 |Hmox1,15368:up|Epasl,13819:up
promoter in response
to oxidative stress
negative regulation of | GO:00\, 1¢ 455 84802 |C1qtnf3,81799:down|Adipog, 11450:u
gluconeogenesis 45721 | ' d ' ' poq. up
anatomical structure  |GO:00 ) - )
regression 60033 1.61E-02|5.84E-02 |Bmprla,12166:down|Ninj1,18081:up
chemokine GO:00 ) )
biosynthetic process  |42033 1.61E-02|5.84E-02 [Tnf,21926:up|Wnt5a,22418:down
chemokine (C-X-C GO:00
motif) ligand 2 72567 1.61E-02|5.84E-02 |Tnf,21926:up|Postn,50706:down
production
negative regulation of |GO:00 ) . )
platelet aggregation 90331 1.61E-02|5.84E-02 |Ceacaml,26365:up|Serpine2,20720:up
regulation of cCAMP- G020
dependent protein 004'79 1.61E-02|5.84E-02 |Prkar2b,19088:up|Adipoq,11450:up
kinase activity
regulation of GO:00
sequestering of on | 1.61E-02|5.84E-02 |Pparg,19016:up|Lpl,16956:up
. - 10889
triglyceride
trivalent inorganic GO:00 ) )
anion homeostasis 79506 1.61E-02|5.84E-02 |[Sfrp4,20379:up|Enppl,18605:down
pulmonary valve GO:00 ) )
development 03177 1.61E-02|5.84E-02 [Tgfb2,21808:down|Bmp4,12159:up




positive regulation of |GO:00 ) ) . .

heat generation 31652 1.61E-02|5.84E-02 |Tnf,21926:up|Ptgs2,19225:down

adhesion of symbiont |GO:00 . .

to host 44406 1.61E-02|5.84E-02 |Gas6,14456:up|Lrrcl5,74488:down

phosphate ion GO:00 . .

homeostasis 55062 1.61E-02|5.84E-02 |Sfrp4,20379:up|Enppl,18605:down

modulation by virus of {GO:00 ) )

host process 19054 1.61E-02|5.84E-02 |Ceacaml,26365:up|Cd4,12504:up

regulation of GO:00 ) ) ) )

cholesterol storage 10885 1.61E-02|5.84E-02 |Pparg,19016:up|Lpl,16956:up

Peyer's patch GO:00 ) )

development 48541 1.61E-02|5.84E-02 |Ceacaml1,26365:up|Ret,19713:up

mesenchymal to

epithelial transition GO:00

involved in 033'37 1.61E-02|5.84E-02 |Grem1,23892:up|Bmp4,12159:up

metanephros

morphogenesis

regulation of GO:00 ) ) . ) )

complement activation |30449 1.61E-02|5.84E-02 |Serpingl,12258:up|C3,12266:up

positive regulation of

myeloid leukocyte G000

cytokine production 61(581 1.61E-02|5.84E-02 |Wnt5a,22418:down|Sema7a,20361:down

involved in immune

response

trivalent inorganic GO:00 ) )

cation transport 79512 1.61E-02|5.84E-02 |Trf,22041:up|Tfrc,22042:up

regulation of synaptic GO:00

transmission, 51§66 1.63E-02|5.84E-02 |Egfr,13649:down|Htr2a,15558:down|Ptgs2,19225:down|Serpine2,20720:up

glutamatergic

glomerulus GO:00 ) ) ) . )

development 32835 1.63E-02|5.84E-02 |Ret,19713:up|Sulf1,240725:down|Bmp4,12159:up|Adipog,11450:up

positive regulation of G020

extrinsic apoptotic 01238 1.63E-02|5.84E-02 |Tnfrsf12a,27279:down|Sfrp1,20377:up|Tgfb2,21808:down|inhba,16323:down

signaling pathway

axis specification 6590735(3) 1.64E-02|5.84E-02 |[Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down|Stc1,20855:up|Bmp4,12159:up

response to nicotine Ssoogg 1.65E-02|5.84E-02 |Tnf,21926:up|Hmox1,15368:up|lgf2,16002:up

interleukin-1 secretion 20078? 1.65E-02|5.84E-02 |Gas6,14456:up|Wnt5a,22418:down|Ccl3,20302:up

apoptotic cell GO:00 . . .

clearance 43277 1.65E-02|5.84E-02 |Gas6,14456:up|Ccl2,20296:up|C3,12266:up

regulation of cell GO:00

adhesion mediated by 33628 1.65E-02|5.84E-02 [Cd24a,12484:down|Ret,19713:up|Tgfb2,21808:down

integrin

lactation g%gg 1.65E-02|5.84E-02 |Vdr,22337:down|Vegfa,22339:down|Cdol,12583:up

tumor necrosis factor |GO:00 ) ) ) ) ) ) . i

production 32640 1.67E-02|5.84E-02 |Gas6,14456:up|Ccl2,20296:up|Errfil,74155:down|Ccl4,20303:up|Ccl3,20302:up|Adipoq,11450:up

reactive oxygen . . . . . . .

. . GO:00 B B Tnf,21926:up|Akrlc18,105349:up|Ptx3,19288:up|Egfr,13649:down|Hp,15439:up|Ptgs2,19225:down|Igfl,16

;?ggf:s metabolic 72503 |FB9E-02|5.84E-02 135 1 b i 69675:down|Ddah1,69219:down

neuron projection GO:19 1.69E-02/5.84E-02 Tnfrsf12a,27279:down|PIxnd1,67784:up|Cxcl12,20315:up|Postn,50706:down|Wnt5a,22418:down|Vegfa,22

extension 90138 |™ ' 339:down|Sema7a,20361:down

regulation of GO:00 1.726-02|5.84E-02 Gas6,14456:up|Cd24a,12484:down|Sfrp1,20377:up|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,16000

lymphocyte activation [51249 |~ ' :up|Bmp4,12159:up|Ctla2a,13024:down|Ceacam1,26365:up|lgf2,16002:up|Tnfsf9,21950:up

regulation of innate GO:00 172E-02/5.84E-02 Tnf,21926:up|Pparg,19016:up|Clec2d,93694:up|Wnt5a,22418:down|Ceacam1,26365:up|Serping1,12258:u

immune response 45088 | ' pIMmp2,17390:down|lgf2,16002:up

positive regulation of | GO:201, 7a¢ 455 848 02 |Wiit5a,22418:down|inhba, 16323:down|Ednrb, 13618:up|Plat, 18791:down

reproductive process |00243
Adm,11535:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Trf,22041:up|Cd24a,12484.down|Wnt5
a,22418:down|Stc1,20855:uplll1rn,16181:up|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,160
00:up|Crabp2,12904:down|Mcoln2,68279:up|Tgfb2,21808:down|Fgfr2,14183:up|Clec4e,56619:up|Htr2b,1
5559:down|Mfsd12,73822:up|Vdr,22337:down|Fabp4,11770:up|Fam132b,227358:down|Cxcl12,20315:up|
Htr2a,15558:down|Slc16a4,229699:down|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sec23a,2033
4:down|Sfrp1,20377:up|C1lgtnf3,81799:down|Tfrc,22042:up|Sncg,20618:up|Fxyd2,11936:up|Serinc2,23077

establishment of GO:00 9:down|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up|Syt13,80976:up|S100a1,20193:up|lcel,21833

localization 512'34 1.74E-02|5.84E-02 |3:down|Mrc1,17533:up|Ccl2,20296:up|Ednrb,13618:up|Mmp13,17386:up|Slc29al1,63959:up|Gpm6b,1475
8:up|Clec4n,56620:up|Steapl,70358:down|Postn,50706:down|Cdo1,12583:up|Ptx3,19288:up|Hvcn1,7409
6:up|Akrlcl8,105349:up|Fabp5,16592:up|Ncam1,17967:down|Ccl12,20293:up|Bmprla,12166:down|Ccl4,
20303:up]Ank,11732:down|Creb3I1,26427:down|Mrc2,17534:down]ll1rl1,17082:down|Inhba,16323:down|
Ccl3,20302:up|Vegfa,22339:down|Serpine2,20720:up|Lrrcl5,74488:down|Anpep,16790:up|Kdelr3,105785:
down|Pparg,19016:up|Tnf,21926:up|Fxyd1,56188:up|Glplr,14652:down|Fgfrl,14182:down|Lpl,16956:up|
Hmox1,15368:up|Cd4,12504:up|Ptgs2,19225:down|Grem1,23892:up|Kcnj15,16516:down|Mcoln3,171166:
up|Emb,13723:up|Enppl1,18605:down

regulation of tumor

necrosis factor GO:19 ) ) ) ) ) ) . )

superfamily cytokine 03555 1.74E-02|5.84E-02 |Gas6,14456:up|Ccl2,20296:up|Errfil,74155:down|Ccl4,20303:up|Ccl3,20302:up|Adipoq,11450:up

production




sulfur compound GO:00 1 746-0215.846-02 Mamdc2,71738:down|Ggt5,23887:up|Sulf1,240725:down|lgf1,16000:up|Chst11,58250:down|Gstm1,14862
metabolic process 06790 | ) :up|Gstt1,14871:up|Hpse,15442:up|Enppl,18605:down|Cdol,12583:up
Fstl3,83554:down|lgfbp4,16010:up]Adm,11535:up|FIrt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|Serpi
nh1,12406:down|Lyl1,17095:up|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|Plk2,20620:down|Cd24
a,12484:down|Mme,17380:up|Fkbp14,231997:down|ll1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Hps
e,15442:up|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Dram1,71712:up|Ccl6,20305:up|Slpi,20568:
up|Aspn,66695:down|Mt2,17750:up|Fam132b,227358:down|Nabp1,109019:down|Mmp2,17390:down|Oa
§3,246727:up|Pappa,18491:down|Slc40al,53945:up|Egfr,13649:down|Alpl,11647:up|Clrb,667277:up|Tfrc,
22042:up|Ccl8,20307:up|Gstm1,14862:up|Serpina3g,20715:up|Fam20a,208659:down|Mt1,17748:up|Aldh
1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Ampd3,11717:up|Mmp13,17386:up|Htra3,78558:down|Uchl
5,56207:up|Sord,20322:up|Steapl,70358:down|Enpp3,209558:down|Cdol,12583:up|Dok2,13449:up|Mam
dc2,71738:down|Ptx3,19288:up|Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:up|Aldh1a3,56847:down
|Plpp3,67916:up|Mrc2,17534:down|Ccl9,20308:up|Inhba,16323:down|Gsta4,14860:up|Bnc2,242509:down|
Tfpi2,21789:down|Crlf1,12931:down|C1s1,50908:up|Plod2,26432:down|Vegfa,22339:down|Gfpt2,14584:d
own|Serpine2,20720:up|Cbr2,12409:up|Nxn,18230:down|lgf2,16002:up|Tnf,21926:up|Fgfrl,14182:down]|L
pl,16956:up|Sulf1,240725:down|Cd4,12504:up|Col3al,12825:down|Tbx15,21384:down|Serping1,12258:u
GO:00 p|Uck2,80914:down|Enppl,18605:down|Hpgd,15446:up|C3,12266:up|Enpp5,83965:up|Ankrd1,107765:do
metabolic process 081.52 1.75E-02|5.84E-02 |wn|Cd109,235505:down|Ggt5,23887:up|LoxI2,94352:down|Trf,22041:up|LoxI3,16950:down|Adam12,1148
9:down|Wntba,22418:down|Mark1,226778:up|Adipoqg,11450:up|Hal,15109:up|lgf1,16000:up|Crabp2,1290
4:down|Tgfb2,21808:down|F3,14066:up|Adamts4,240913:down|Kngl1,16644:up|Prl2c2,18811:up|Efempl,
216616:up|Saa3,20210:up|Gdpdl,66569:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Htr2a,15
558:down|Gas6,14456:up|Colllal,12814:down|Sfrpl,20377:up|C1lqtnf3,81799:down|Tgfbr3,21814:up|Ser
inc2,230779:down|TlI1,21892:down|Ceacam1,26365:up|Sfrp2,20319:up|Pxdn,69675:down|Pamrl1,210622:
up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,20193:upllcel,218333:down|Neurl3,21
4854:down|Ccl7,20306:up|Pdzrn3,55983:down|Pdgfc,54635:down|Cst7,13011:up|Sema7a,20361:down|Ep
as1,13819:up|Marc1,66112:up|Ddah1,69219:down|Sdpr,20324:down|Fkbp10,14230:down|Npl,74091:up|
Man2a2,140481:up|Akrlc18,105349:up|Fabp5,16592:up|Ccl12,20293:up|Bmprla,12166:down|Klk1b11,16
613:up|Tnc,21923:down|Gatm,67092:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|Pdxk,216134
:up|C1s2,317677:up|Creb3l1,26427:down|Kitl,17311:up|P4hal,18451:down|Hp,15439:up|Acah,27052:up|
Rasl11a,68895:up|Plat,18791:down|Ccl3,20302:up|Ctla2a,13024:down|Srpx2,68792:down|Adamts12,2393
37:downl|Lrrc15,74488:down|Anpep,16790:up|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Hmox
1,15368:up|Has2,15117:down|Ptgs2,19225:down|Grem1,23892:up|Phf11d,219132:up|Col5al1,12831:down
|Errfil,74155:down
palate development gc%gg 1.80E-02|5.84E-02 |Wntb5a,22418:down|inhba,16323:down|Bmprla,12166:down|Tgfbr3,21814:up|Bnc2,242509:down
amine transport (135?32? 1.80E-02|5.84E-02 |Tnf,21926:up|Cxcl12,20315:up|Htr2a,15558:downl|ll1rn,16181:up|Sncg,20618:up
spleen trabecula GO:00 B B .
formation 60345 1.81E-02|5.84E-02 [SIc40a1,53945:up
CMP metabolic GO0, 81 _02|5.84E-02 |Uck2,80914:down
process 46035
negative regulation of
metanephric comma- |GO:20 B B .
shaped body 00007 1.81E-02|5.84E-02 |Bmp4,12159:up
morphogenesis
positive regulation of
activation of GO:00 )
membrane attack 01970 1.81E-02|5.84E-02 |C3,12266:up
complex
regulation of protein  [GO:19 B B .
Kinase D signaling 03570 1.81E-02|5.84E-02 |Vegfa,22339:down
pentitol metabolic GO:00 B B )
pracess 19519 1.81E-02|5.84E-02 |Sord,20322:up
negative regulation of G000
branching involved in 61648 1.81E-02|5.84E-02 [Tnf,21926:up
lung morphogenesis
bud dilation involved |GO:00 )
in lung branching 60503 1.81E-02|5.84E-02 [Bmp4,12159:up
mesodermal cell fate  [GO:00 .
determination 07500 1.81E-02|5.84E-02 [Bmp4,12159:up
Cdnorncdl vvrit
signaling pathway
involved in positive GO:00 .
regulation of 24328 1.81E-02|5.84E-02 |Plpp3,67916:up
endothelial cell
miaratian
intermediate GO:00 .
mesoderm formation 148391 1.81E-02|5.84E-02 [Bmp4,12159:up
dichloromethane GO:00 .
metabolic process 18900 1.81E-02|5.84E-02 |Gstt1,14871:up
L-xylitol catabolic GO:00 .
pracess 51160 1.81E-02|5.84E-02 |Sord,20322:up
positive regulation of T G000
cell homeostatic '~ |1.81E-02|5.84E-02 |Cd24a,12484:down
. f 42103
proliferation
hematopoietic stem G000
cell migration to bone 972'41 1.81E-02|5.84E-02 |Gas6,14456:up
marrow
paraxial mesoderm GO:00 B B )
structural organization 48352 1.81E-02|5.84E-02 |Bmprla,12166:down




regulation of renal GO:20 ) . . )
alburnin absorption 00532 1.81E-02|5.84E-02 |Adipoq,11450:up
negative regulation of
hepatocyte growth  |GO:191, g1¢ 6515 84 02 | Adamis12,239337:down
factor receptor 02203
signaling pathway
fibroblast growth
factor receptor
§|gnal|ng_pathvyay G000 '
involved in positive 1.81E-02|5.84E-02 |Fgfr2,14183:up
) 35604
regulation of cell
proliferation in bone
marrow
positive regulation of GO'19
chemokine (C-C motif) o |1.81E-02|5.84E-02 |Postn,50706:down
. ) 04209
ligand 2 secretion
negative regulation of G020
hydrogen peroxide .~ |1.81E-02|5.84E-02 |Hp,15439:up
) 00296
catabolic process
regulation of GO'19
oligodendrocyte © 7 11.81E-02(5.84E-02 |Gas6,14456:up
) 00141
apoptotic process
renal system GO:00 )
segmentation 61150 | L81E-02(5.84E-02 |Bmp4,12159:up
convergent extension GO:00
involved in o~ |1.81E-02|5.84E-02 |[Sfrp1,20377:up
. . 90246
somitogenesis
chemokine receptor GO:00
transport within lipid ~~|1.81E-02|5.84E-02 |Cd24a,12484:down
| 33606
bilayer
motogenic signaling
involved in postnatal  |GO:00 )
olfactory bulb 21837 1.81E-02|5.84E-02 |Fgfrl,14182:down
interneuron migration
negative regulation of G020
sodium-dependent "~ |1.81E-02|5.84E-02 |Sfrp4,20379:up
00119
phosphate transport
negative regulation of
chronic inflammatory |GO:001; g1¢ 0515 84g-02 |Cx3er1,13051:down
response to non- 02881
antigenic stimulus
intermediate GO:00
mesodermal cell - |1.81E-02|5.84E-02 |Bmp4,12159:up
X L 48392
differentiation
negative regulation of
canonical Wnt
signaling pathway GO:20 )
involved in controlling |00080 1.81E-02|5.84E-02 |Sfrpl,20377:up
type B pancreatic cell
proliferation
tooth eruption i%g? 1.81E-02|5.84E-02 |Fam20a,208659:down
BMP signaling pathway GO:00
involved in nephric 5 |1.81E-02|5.84E-02 |Bmp4,12159:up
: 71893
duct formation
cellular response to GO:00 )
chromate 71247 1.81E-02|5.84E-02 |Mt1,17748:up
pyridoxal 5'- GO:00 B B )
phosphate salvage 09443 1.81E-02|5.84E-02 |Pdxk,216134:up
pentitol catabolic GO:00 )
process 19527 1.81E-02|5.84E-02 |Sord,20322:up
regulation of GO:00 B B )
erythrocyte clearance |34106 1.81E-02|5.84E-02 |Cd24a,12484.down
regulation of renal GO:19 B B )
phosphate excretion 03402 1.81E-02|5.84E-02 |Stc1,20855:up
L-cysteine catabolic GO:00 )
orocess to pyruvate | 19450 1.81E-02|5.84E-02 |Cdo1,12583:up
specification of ureteric
bud anterior/posterior |GO:00 )
symmetry by BMP 72101 1.81E-02|5.84E-02 |Bmp4,12159:up
signaling pathway
induction by virus of  |GO:00 )
host cell-cell fusion 06948 1.81E-02|5.84E-02 |Cd4,12504:up
pancreatic trypsinogen |GO:19 )
secretion 90747 1.81E-02|5.84E-02 |Mmp13,17386:up
pulmonary artery )
endothelial tube Sﬁgg 1.81E-02|5.84E-02 |Bmp4,12159:up

morphogenesis




negative regulation of

metanephric GO:20 . )
mesenchymal cell 00590 1.81E-02|5.84E-02 |Adipoq,11450:up
migration
iron cation export GO:19 1.81E-02|5.84E-02 |Slc40a1,53945:up
03414 ™ ) ’ '
enteric smooth muscle |GO:00 )
cell differentiation 35645 1.81E-02|5.84E-02 |Ednrb,13618:up
GO:00 .
CMP salvage 06238 1.81E-02|5.84E-02 |Uck2,80914:down
renal phosphate GO:00 )
excretion 24722 1.81E-02|5.84E-02 |Stc1,20855:up
ossification involved in |GO:00 )
bone remodeling 43932 1.81E-02|5.84E-02 |Cthrcl,68588:down
negative regulation of GO'19 .
oligodendrocyte 1.81E-02|5.84E-02 |Gas6,14456:up
: 00142
apoptotic process
sorbitol catabolic GO:00 )
process 06062 1.81E-02|5.84E-02 [Sord,20322:up
protein deamination f802$$ 1.81E-02|5.84E-02 |LoxI2,94352:down
negative regulation of )
erythrocyte gﬁfg 1.81E-02|5.84E-02 |Cd24a,12484.down
aggregation
lipopolysaccharide GO:00 )
metabolic process 08653 1.81E-02|5.84E-02 |A0ah,27052:up
negative regulation of )
retinoic acid GO19 1.81E-02|5.84E-02 |Akrlc18,105349:up
i ; 00053
biosynthetic process
BMP S|gn_a||ng pathway GO:00 .
involved in ureter 61149 1.81E-02|5.84E-02 |Bmp4,12159:up
morphogenesis
nucleus accumbens G001, g1 455 848 02 |Aldh1a3,56847:down
development 21768
L-cysteine catabolic
process to pyruvate, GO:00 B B .
Using cysteine 19451 1.81E-02|5.84E-02 [Cdol1,12583:up
dioxygenase
coronal suture GO:00 )
morphogenesis 60365 1.81E-02|5.84E-02 |Fgfr2,14183:up
regulation of )
pancreatic trypsinogen gﬁg 1.81E-02|5.84E-02 |Mmp13,17386:up
secretion
negative regulation of )
long-term synaptic | C02|1 81E-02[5.84E-02 |Cx3cr1,13051:down
- 00272
potentiation
negative regulation of |GO:00 )
osteoclast proliferation |90291 1.81E-02/5.84E-02 | Grem1,23892:up
response to serotonin gﬁ)llj 1.81E-02|5.84E-02 |Htr2b,15559:down
negative regulation of |GO:00 B B )
erythrocyte clearance |34107 1.81E-02|5.84E-02 |Cd24a,12484:down
specn‘lcatlpn of uretgrlc GO:00 .
bud anterior/posterior 72100 1.81E-02|5.84E-02 |Bmp4,12159:up
symmetry
Cartormcdl Vvvriit
signaling pathway .
involved in positive 6000 1.81E-02|5.84E-02 |Plpp3,67916:up
) 44329
regulation of cell-cell
adhacinn
positive regulation of )
mitotic cell cycle DNA g&ég 1.81E-02|5.84E-02 |Fgfr1,14182:down
replication
regulation of
metanephric comma- |GO:20 )
shaped body 00006 1.81E-02|5.84E-02 |Bmp4,12159:up
morphogenesis
positive regulation of GO'19 -
trophectodermal cell 1.81E-02|5.84E-02 |Igf1,16000:up
. . 04075
proliferation
polysaccharide CO:001, g1 02[5.84E-02 |Chst11,58250:down
localization 33037
positive regulation of )
renal albumin CO201, 51 02|5.84E-02 |Adipog,11450:up
: 00534
absorption
stromal-epithelial cell
signaling involved in ~ |GO:00 B B )
prostate gland 44345 1.81E-02|5.84E-02 |Sfrp1,20377:up
development
response to luteinizing |GO:00 )
hormone 34699 1.81E-02|5.84E-02 |Tgfbr3,21814:up




negative regulation of

GO:20

metanephric S-shaped 1.81E-02|5.84E-02 |Bmp4,12159:up
. ~~ 100005
body morphogenesis
ureter epithelial cell GO:00 )
differentiation 7210 |L81E-02(5.84E-02 |Bmp4,12159:up
positive regulation of GO'19
pancreatic trypsinogen 042'44 1.81E-02|5.84E-02 |Mmp13,17386:up
secretion
metanephric comma- G000
shaped body o |1.81E-02(5.84E-02 |Bmp4,12159:up
. 72278
morphogenesis
cellular response to - |GOA91y g1¢_0ol5 84E 02 |Htr2b, 15559:down
serotonin 04015
UMP salvage GO0 g1 02[5.84E-02 |Ucke,80914:down
9 44206 | ' ' '
pyrimidine nucleotide |GO:001, ¢ 515 848 _02 |Ucke,80914:down
salvage 32262
intermediate G000
mesoderm -~ |1.81E-02|5.84E-02 |Bmp4,12159:up
. 48390
morphogenesis
regulation of
transcription from RNA
polymerase || GO:00 ) ) )
promoter involved in 61216 1.81E-02(5.84E-02 |Bmp4,12159:up
mesonephros
development
L-xylitol metabolic GO:00 .
progess 51164 1.81E-02|5.84E-02 [Sord,20322:up
mesoderm structural  |GO:00 .
organization 48338 1.81E-02|5.84E-02 |Bmprla,12166:down
C21-steroid hormone |GO:00 )
catabolic process 08208 1.81E-02|5.84E-02 |Akrlc18,105349:up
erythrocyte clearance Sﬂgg 1.81E-02|5.84E-02 |Cd24a,12484:down
chemokine receptor GO:00
transport out of ~~|1.81E-02|5.84E-02 |Cd24a,12484:down
32600
membrane raft
detection of oxidative |GO:00 . )
stross 70994 | L81E-02(5.84E-02 |Adipog,11450:up
. GO:00 .
uridine transport 15862 1.81E-02|5.84E-02 |SIc29a1,63959:up
posterior midgut GO:00 )
development 07497 1.81E-02|5.84E-02 |Ednrb,13618:up
insulin catabolic GO:19 .
orocess 01143 1.81E-02|5.84E-02 |Ceacam1,26365:up
regulation of GO'19
chemokine (C-C motif) - |1.81E-02|5.84E-02 |Postn,50706:down
; . 04207
ligand 2 secretion
negative regulation of
transforming growth  |GO:00 )
factor beta3 32913 1.81E-02|5.84E-02 |Cd24a,12484:down
production
seminal vesicle GO:00
epithelium o |1.81E-02|5.84E-02 |Serpine2,20720:up
61108
development
inorganic diphosphate |GO:00 )
transport 30505 1.81E-02|5.84E-02 |Enppl,18605:down
negative regulation of
branch elongation GO:00
involved in ureteric 720'97 1.81E-02|5.84E-02 |Bmp4,12159:up
bud branching by BMP
signaling pathway
GO:00 .
response to chromate 46687 1.81E-02|5.84E-02 |Mt1,17748:up
cellular response to | GO:00y g1 ol5 84802 |Htr2b,15559:down
amine stimulus 71418
hyaloid vascular plexus |GO:19 . )
regression 90384 1.81E-02|5.84E-02 |Ninj1,18081:up
hexitol catabolic GO:00 )
process 19407 1.81E-02|5.84E-02 |Sord,20322:up
neural plate GO:00
mediolateral ‘o |1.81E-02|5.84E-02 |Bmprla,12166:down
: e 21998
regionalization
negative regulation of
branch elongation GO:00 )
involved in ureteric 72096 1.81E-02|5.84E-02 |Bmp4,12159:up

bud branching




positive regulation of

cell proliferation GO:19 .
involved in outflow 01964 1.81E-02|5.84E-02 |Bmp4,12159:up
tract morphogenesis
regulation of cardiac G000
muscle fiber o |1.81E-02|5.84E-02 |Bmp4,12159:up
55018
development
negative regulation of G020
pancreatic stellate cell -~ |1.81E-02|5.84E-02 |Pparg,19016:up
) ) 00230
proliferation
protein transport out  [{GO:00 B B )
of membrane raft 32599 1.81E-02|5.84E-02 |Cd24a,12484:down
negative regulation of G020
natural killer cell ~11.81E-02|5.84E-02 |Ccl12,20293:up
X 00502
chemotaxis
BMP signaling pathway G000
involved in renal ‘=, |1.81E-02|5.84E-02 |Bmp4,12159:up
. 61151
system segmentation
pyrimidine GO:00 ) ) )
ribonucleotide salvage |10138 1.81E-02|5.84E-02 |Uck2,80914:down
negative regulation of
cell proliferation GO:20 )
involved in heart 00137 1.81E-02|5.84E-02 |Bmp4,12159:up
morphogenesis
renal albumin GO:00 . )
absorption 97018 1.81E-02|5.84E-02 |Adipoq,11450:up
progesterone catabolic|GO:001, g1¢ 655 84p_02 | Akr1c18,105349:up
process 06709
regulation of retinoic GO'19
acid biosynthetic 000'52 1.81E-02|5.84E-02 |Akrlc18,105349:up
process
growth plate cartilage |GO:00 )
axis specification 03421 1.81E-02|5.84E-02 |Stc1,20855:up
negative regulation of GO:00
dermatome ‘oc | 1.81E-02|5.84E-02 |Sfrp2,20319:up
61185
development
negative regulation of GO:00
isoprenoid metabolic 45827 1.81E-02|5.84E-02 |Akrlc18,105349:up
process
regulation of G020
metanephric S-shaped - |1.81E-02|5.84E-02 |Bmp4,12159:up
.~ 100004
body morphogenesis
endothelin receptor GO:00 )
signaling pathway 86100 1.81E-02|5.84E-02 |Ednrb,13618:up
negative regulation of
cellular response to GO:20 )
hepatocyte growth 01113 1.81E-02|5.84E-02 |Adamts12,239337:down
factor stimulus
anterior/posterior
pattern specification  |GO:00 )
involved in ureteric 72099 1.81E-02|5.84E-02 |Bmp4,12159:up
bud development
HOTORIASU YTOWLT
factor receptor G000
signaling pathway '~ |1.81E-02|5.84E-02 |Fgfr2,14183:up
; . 35603
involved in
hamanaiacic
regulation of GO'19
trophectodermal cell - |1.81E-02|5.84E-02 |Igf1,16000:up
. . 04073
proliferation
positive regulation of GO'19
protein kinase D 035'72 1.81E-02|5.84E-02 |Vegfa,22339:down
signaling
regulation of
metanephric G020
glomerular visceral - |1.81E-02|5.84E-02 |Adipoq,11450:up
L 00477
epithelial cell
development
ferrous iron GO'19
transmembrane 7 |1.81E-02|5.84E-02 |Slc40a1,53945:up
03874
transport
positive regulation of GO:00
cardiac muscle fiber -~ |1.81E-02|5.84E-02 |Bmp4,12159:up
55020
development
negative regulation of
mesenchymal cell GO:00 )
proliferation involved |72200 1.81E-02/584E-02 | Bmp4,12159:up
in ureter development
. GO:19 .
ferrous iron export 1.81E-02|5.84E-02 |Slc40a1,53945:up

03988




negative regulation of

renal phosphate giég 1.81E-02|5.84E-02 |Stc1,20855:up
excretion
negative regulation of G000
T cell homeostatic . ©11.81E-02|5.84E-02 |Cd24a,12484:down
) . 46014
proliferation
mesenchymal-
epithelial cell signaling |GO:00 )
involved in prostate 60739 1.81E-02|5.84E-02 |Tnc,21923:down
gland development
fibroblast growth
factor receptor
signaling pathway G000
involved in negative 35602 1.81E-02|5.84E-02 |Fgfr2,14183:up
regulation of apoptotic
process in bone
marrow
positive regulation of
metanephric G020
glomerular visceral 00478 1.81E-02|5.84E-02 |Adipoq,11450:up
epithelial cell
development
CMP biosynthetic GO0}, g1¢_nol5 84802 |Uck2,80914:down
process 09224
regulation of cellular
response to GO:20 )
hepatocyte growth 01112 1.81E-02|5.84E-02 |Adamts12,239337:down
factor stimulus
macrophage CO001 g1¢_0(5.84E-02 |Vegfa,22339:down|Bmp4,12159:up|Adipog, 11450:up
differentiation 30225 ) ' ) ' ' ' )
iron ion transport 36082(? 1.81E-02|5.84E-02 |Trf,22041:up|Tfrc,22042:up|Slc40al,53945:up
PJUDIUVC I.CyuICILIUII urb GOOO
gell medlated 02714 1.81E-02|5.84E-02 |Tnf,21926:up|C3,12266:up|Tfrc,22042:up
fat-soluble vitamin 1GO:001) g1 0515 84F 02 |Vdr,22337:down[Tnf,21926:up|Fgfr1,14182:down
metabolic process 06775
positive regulation of
immunoglobulin CO0011 g1E_02|5.84E-02 |Tnf,21926:up|C3,12266:up|Tfrc,22042:up
mediated immune 02891 |™ ' ' ' ' ' ' '
response
regulation of muscle  |GO:00 1.836-02/5.91F-02 Fxyd1,56188:up|Lmcd1,30937:up|Wispl,22402:down|Ptgs2,19225:down|Stc1,20855:up|lgfl,16000:up|Np
system process 90257 | ' nt,114249:uplErrfil,74155:down
lr;g;'sgg;t;f GO00|; gac gols g1p.qp |CA242.12484:down|Ca4,12504:up|Tirc,22042:uplIgf1,16000:up|Bmp4,12159:up|Ceacam1,26365:upligf2, 1
; f 50670 | ’ 6002:up|Tnfsf9,21950:up
proliferation
positive regulation of | CO:001, g/c 455 g3e_0p |Tif,21926:up|Trf,22041:up|Wnt5a,22418:down|liirn, 16181:up
JUN kinase activity 43507 | ) ' ) ' ' ' ) ' )
g‘fg:}iﬂiﬁ:ﬁg%ﬁﬁ;f g%gg 1.84E-02[5.93E-02 |Has2,15117:down|Enpp1,18605:down|igf2,16002:up]igf1,16000:up
g%:;i‘t’ﬁz;g%emcess SO%% 1.84E-02[5.93E-02 |Has2,15117:down|Enpp1,18605:down|igf2,16002:up]igf1,16000:up




GO:00

FSUS,65004.00WNIIGIOP4, LOULUUP|AAIT, LLOSO.UP|FINtZ,599000.AOWTI| TTHEM L /00,00903.UP[FIXNUL,0 7 o4
:up|Tfec,21426:up|Sfrp4,20379:up|Ltbp2,16997:down|Serpinh1,12406:down|Lyl1,17095:up|Gstt1,14871:up
|Blvrb,233016:up|lgfbp3,16009:up|lbsp,15891:up|Plk2,20620:down|Cd24a,12484:down|Mme,17380:up|Fk
bp14,231997:down|ll1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Oasl1,231655:up|Hpse,15442:up|Me
dag,70717:down|Ptgir,19222:up|Fgfr2,14183:up|Thbs2,21826:down|Htr2b,15559:down|Dram1,71712:up|
Ccl6,20305:up|Gjb5,14622:down|Slpi,20568:up|Aspn,66695:down|Mt2,17750:up|Cxcr6,80901:down|Fam1
32b,227358:down|Nabp1,109019:down|Mmp2,17390:down|Oas3,246727:up|Slc40al1,53945:up|Egfr,1364
9:down|Alpl,11647:up|Tfrc,22042:up|Sncg,20618:up|Ccl8,20307:up|Gstm1,14862:up|Serpina3g,20715:up|
Rspo2,239405:up|Fam20a,208659:down|Syt13,80976:up|Mt1,17748:up|Col5a2,12832:down|Mrc1,17533:u
p|Aldhla2,19378:up|Ccl2,20296:up|Ednrb,13618:up|Ampd3,11717:up|Mmp13,17386:up|Htra3,78558:dow
n|Tnfrsfl12a,27279:down|Uchl5,56207:up|Sord,20322:up|Clec4n,56620:up|Shroom4,208431:down|Enpp3,
209558:down|Cdo1,12583:up|Dok?2,13449:up|Mamdc2,71738:down|Csrp2,13008:down|Hven1,74096:up|
Ptx3,19288:up|Ncam1,17967:down|Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:up|Aldh1a3,56847:d
own|Plpp3,67916:up|Mrc2,17534:down|Lrrcl7,74511:down|Lama2,16773:down|Ccl9,20308:up|Ptk7,7146
1:down|Inhba,16323:down|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:down|Plod2,26432:down|V
egfa,22339:down|Gfpt2,14584:down|Serpine2,20720:up|Cbr2,12409:up|Nxn,18230:down|lgf2,16002:up|K
delr3,105785:down|Tmem176a,66058:up|Tnf,21926:up|Colla2,12843:down|Fxyd1,56188:up|Fgfrl,14182:
downl|Lpl,16956:up|Sulf1,240725:down|Susd2,71733:up|Cd4,12504:up|Col3al,12825:down|Thx15,21384:
downl|Serping1,12258:up|Emb,13723:up|Uck2,80914:down|Enpp1l,18605:down|Clec2d,93694:up|Hpgd,15

cellular process 09987 1.87E-02|6.02E-02 |446:up|C3,12266:up|Enpp5,83965:up|Ankrd1,107765:down|Cx3crl,13051:down|Cd109,235505:down|Ggt
5,23887:up|Lox|2,94352:down|LoxI3,16950:down|Trf,22041:up|Cxcl14,57266:down|Ceacam10,26366:up|
Whnt5a,22418:down|Stc1,20855:up|Mark1,226778:up|Col8al,12837:down|Adipog,11450:up|Hal,15109:up|
Igf1,16000:up|Crabp2,12904:down|Cxcl9,17329:up|Tgfb2,21808:down|F3,14066:up|Clecde,56619:up|Cthr
¢1,68588:down|Kng1,16644:up|Prl2c2,18811:up|Efempl,216616:up|Dpysl3,22240:down|Ninj1,18081:up|S
2a3,20210:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Cxcl12,20315:up|Htr2a,15558:down|SI
c16a4,229699:down|Smoc2,64074:down|Gas6,14456:up|Coll11al,12814:down|Sfrpl,20377:up|C1lqtnf3,81
799:down|Tgfbr3,21814:up|Fxyd2,11936:up|Serinc2,230779:down|TlI1,21892:down|Ceacam1,26365:up|Sf
rp2,20319:up|Pxdn,69675:down|Tnfrsf11b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,20193:up|
Ice1,218333:down|Ly9,17085:up|Neurl3,214854:down|Ccl7,20306:up|Pdzrn3,55983:down|Pdgfc,54635:do
wn|Mgp,17313:up|Figf,14205:up|Cst7,13011:up|lfit3,15959:up|Sema7a,20361:down|Epasl,13819:up|Slc29
al,63959:up|Marc1,66112:up|Gpm6b,14758:up|Ddah1,69219:down|Sdpr,20324:down|Fkbp10,14230:dow
n|Postn,50706:down|Npl,74091:up|Man2a2,140481:up|Akrlc18,105349:up|Fabp5,16592:up|Bmprla, 1216
6:down|Ccl12,20293:up|Wisp1,22402:down|Ank,11732:down|Tnc,21923:down|Gatm,67092:down|Ret,197
13:up|Prg4,96875:down|Sdf211,64136:up|Pdxk,216134:upllfit1,15957:up|Creb3I1,26427:downl|lI1rl1,17082
:down|Kitl,17311:up|Fam101b,76566:down|P4hal,18451:down|Hp,15439:up|Acah,27052:up|Rasl11a,6889
5:up|Plat,18791:down|Ccl3,20302:up|Ctla2a,13024:down|Srpx2,68792:down|Prelp,116847:up|Adamts12,2
39337:down|Lrrc15,74488:down|Anpep,16790:up|Pparg,19016:up|Glplr,14652:down|Lmcd1,30937:up|Tn
frsf23,79201:down|Has2,15117:down|Hmox1,15368:up|C1qtnf6,72709:down|Ptgs2,19225:down|Kcnj15,1
AR1A' downlGram1 2228021nIPhf11d 210122:1unlCal5a1 12821 downIMealn 171 1AAnIErrfil 74155 -dow

phosphatidylinositol- |GO:00 1.88E-02/6.026-02 Htr2b,15559:down|Tgfb2,21808:down|Htr2a,15558:down|Pdgfc,54635:down|Serpine2,20720:up|lgfl1,160

mediated signaling 48015 | ) 00:up

tumor necrosis factor GO:00

superfamily cytokine 717-06 1.88E-02|6.02E-02 |Gas6,14456:up|Ccl2,20296:up|Errfil,74155:down|Ccl4,20303:up|Ccl3,20302:up|Adipoq,11450:up

production

regulation of steroid - |GO001, gor 6516 02E-02 |Vdr,22337:down[Tnf,21926:up|Akr1c18,105349-up|Igf2,16002:up|Igf1,16000:up

metabolic process 19218 (™ ) ' ' ' ' ' ’ ' ' ' '

negative regulation of

platelet-derived GO:00 . ) . )

growth factor receptor |10642 1.91E-02|6.02E-02 |Ptgir,19222:up|Adipoq,11450:up

signaling pathway

Sssséﬂfaerrsgr‘ﬂja;;%?“g fﬁfg 1.91E-02|6.02E-02 |Vegfa,22339:down|Ccl4,20303:up

\fv?tehﬂcj'tizgljr‘;eOStas's f?g?é’ 1.91E-02|6.02E-02 |Vegfa,22339:down|Epas1,13819:up

positive regulation of G020

non-canonical Wnt 000'52 1.91E-02|6.02E-02 |Sfrp1,20377:up|Wnt5a,22418:down

signaling pathway

GO:00 . .

lactate transport 15727 1.91E-02|6.02E-02 [Emb,13723:up|SIc16a4,229699:down

E'gfaT: tf;ig‘ptgft”e gs%gg 1.91E-026.02E-02 |Emb,13723:up|Slc16a4,229699:down

ge;ﬁ’;’é“gteré%m ;%gg 1.91E-02[6.02E-02 |Inhba,16323:down|Tgfbra,21814:up

:xilﬁr;to';%rggg';s ?205'8(5) 1.91E-02|6.02E-02 [Sfrp4,20379:up|Enpp1,18605:down

activation-incluced cell | 80 00 [1.91€-02(6.02E-02 |Ceacam1,26365:up|Tgfb2.21808:down

regulation of Wnt

SF‘)'ggr'”czlfgg‘laWr?tyy' g(%gg 1.91E-02|6.02E-02 |Sfrp2,20319:up|Sfrp1,20377:up

pathway

regulation of

transcription from RNA GO'19

polymerase |l 012'13 1.91E-02|6.02E-02 |Grem1,23892:up|Bmp4,12159:up

promoter involved in

heart development

regulation of GO:00

phospholipid 710'71 1.91E-02|6.02E-02 |Htr2b,15559:down|Htr2a,15558:down

biosynthetic process

positive regulation of | GO:001, g1¢ 4516 02E_02 |Cxcl12,20315:up|Ccl2,20296:up

monocyte chemotaxis [90026 |~ ’ ' ’ ’ ’




positive regulation of

GO:00

glomerulus 1.91E-02|6.02E-02 |Ret,19713:up|Adipoq,11450:up
90193
development
epithelial cell G000
proliferation involved 60502 1.91E-02|6.02E-02 |Fgfr2,14183:up|Bmp4,12159:up
in lung morphogenesis
regulation of neuron | GO:001, g1¢ 656 02E_02 |Ret,19713:up|Ednrb 13618
maturation 14041 |™ ) ' up ' up
cholesterol storage i%gg 1.91E-02|6.02E-02 |Pparg,19016:up|Lpl,16956:up
positive regulation of
vascular endothelial GO:00 ) )
growth factor receptor |30949 1.91E-02|6.02E-02 |Vegfa,22339:down|Bmp4,12159:up
signaling pathway
cytokine secretion G000
involved in immune 023'74 1.91E-02|6.02E-02 |Tnf,21926:up|Wnt5a,22418:down
response
negative regulation of G000
keratinocyte 10839 1.91E-02|6.02E-02 |Vdr,22337:down|Cd109,235505:down
proliferation
cartilage GO:00 ) )
morphogenesis 60536 1.91E-02|6.02E-02 |Rsp02,239405:up|Stcl,20855:up
fat-soluble vitamin GO:00 ) )
biosynthetic process  |42362 1.91E-02|6.02E-02 |Vdr,22337:down|Tnf,21926:up
striatum development Sggg 1.91E-02{6.02E-02 |Inhba,16323:down|Aldh1a3,56847:down
lactate transmembrane|GO:001, g1¢ 6516 09E-02 |Emb,13723:up|Slc16a4,229699:down
transport 35873
mucosal-associated GO:00
lymphoid tissue 48537 1.91E-02|6.02E-02 |Ceacam1,26365:up|Ret,19713:up
development
regulation of protein  |GO:20 . ) .
activation cascade 00257 1.91E-02|6.02E-02 |Serpingl,12258:up|C3,12266:up
negative regulation of |GO:00 . )
leukocyte chemotaxis |02689 1.91E-02|6.02E-02 |Ccl12,20293:up|Grem1,23892:up
trachea GO:00 ) )
morphogenesis 60439 1.91E-02|6.02E-02 |Rspo2,239405:up|Bmp4,12159:up
TOW=3ucit IblLy
lipoprotein receptor  |GO:00 . : .
particle metabolic 32799 1.91E-02|6.02E-02 [Pparg,19016:up|Adipoq,11450:up
positive regulation of GO:00
metanephros 72216 1.91E-02|6.02E-02 |Ret,19713:up|Adipoq,11450:up
development
modulation by GO:00
symbiont of host 44668 1.91E-02|6.02E-02 |Ceacam1,26365:up|Cd4,12504:up
cellular process
L GO:00 . .
neuroblast division 55057 1.91E-02|6.02E-02 |Fgfrl,14182:down|Fgfr2,14183:up
neuronal stem cell GO:00 ) )
division 36445 1.91E-02|6.02E-02 |Fgfrl,14182:down|Fgfr2,14183:up
chemokine metabolic |GO:001, g, 516 0o¢_0 |Tnf,21926:up|Wnt5a,22418:down
process 50755
paraxial mesoderm | GO:001, g1¢ g6 0202 |Wnt5a,22418:down|Bmpria,12166:down
morphogenesis 48340
. GO:00 Htr2b,15559:down|Fxyd1,56188:up|Sulf1,240725:down|Ptgs2,19225:down|Stc1,20855:up|Ednrb,13618:up
muscle contraction | 55qa411.93E-02/6.08E-02 |\ 47 95340-p|Hir2a, 15558:down|Npnt, 1 14249:up
. . GO:00 ) ) Sfrp1,20377:up|Wnt5a,22418:down|Inhba,16323:down|Bmprla,12166:down|Bmp4,12159:up|Sfrp2,20319:
sex differentiation |(70,g|1.93E-02/6.088-02 | | \\/C < 99339 down|Mmp2,17390:down|Kitl. 17311:up
regulation of . . . . . . .
mononuclear cell GO:00 194E-026.11E-02 Cd24'a,12484.down|Cf:l4,12504.up|TfrC,22042.up|Igf1,16000.up|Bmp4,12159.up|Ceacam1,26365.up|Igf2,1
. : 32944 6002:up|Tnfsf9,21950:up
proliferation
positive regulation of | GO:001, g5e 6516 14802 [T, 21926:up/Wnt5a,22418:down|igf2,16002:upligf1, 16000
nuclear division 51785|™ ) ' up ' ' gie, upligit, up
dendritic cell GO:00 ) ) )
differentiation 97028 1.97E-02|6.18E-02 |Tmem176a,66058:up|Tmem176b,65963:up|Tnfsf9,21950:up
regulation of natural GO:00
killer cell mediated 42269 1.97E-02|6.18E-02 |Ceacam1,26365:up|Clec2d,93694:up|lgf2,16002:up
cytotoxicity
apoptotic process GO19
involved in 027'42 1.97E-02|6.18E-02 |Vdr,22337:down|Tgfb2,21808:down|Tgfbr3,21814:up
development
cellular response to GO:00 ) ) )
estrogen stimulus 71391 1.97E-02|6.18E-02 |Egfr,13649:down|Sfrp1,20377:up|Mmp2,17390:down
positive regulation of GO:00
steroid metabolic 459'40 1.97E-02|6.18E-02 |Tnf,21926:up|lgf2,16002:up|lgf1,16000:up
process
regulation of GO:00
interferon-gamma 32649 1.98E-02|6.21E-02 |Tnf,21926:up|Gas6,14456:up|Wnt5a,22418:down|ll1rl1,17082:down|Tnfsf9,21950:up

production




inositol lipid-mediated

GO:00

Htr2b,15559:down|Tgfb2,21808:down|Htr2a,15558:down|Pdgfc,54635:down|Serpine2,20720:up|lgfl,160

signaling 48017 | > 0%E-02)6.35€-02 00:up
Hp,15439:up|Sfrp4,20379:up|Mmp13,17386:up|Enpp5,83965:up|Sord,20322:up|Ddah1,69219:down|Plod
single-oraanism GO00 2,26432:down|Htr2a,15558:down|Mmp2,17390:down|Blvrb,233016:up|Npl,74091:up|Enpp3,209558:down
Catgboncgrocess as717 |2-05E-02(6.44E-02 ||Cdol,12583:up|Tnf,21926:up|Akrlc18,105349:up|Lmed1,30937:up|HmoxL,15368:up]Lpl,16956:up|Adipo
P 0,11450:up|Hal,15109:up|Igf1,16000:up|Pxdn,69675:down|Hpse,15442:up|Sdf211,64136:up|Enppl,18605:
down|Mrc2,17534:down
P4hal,18451:down|Hpgd,15446:up|Aldhla2,19378:up|Marcl,66112:up|Sord,20322:up|Plod2,26432:down
oxidation-reduction G000 |Steapl,70358:down|Blvrb,233016:up|Cbr2,12409:up|Nxn,18230:down|lgf2,16002:up|Cdo1,12583:up|Ppa
rOCESS 551'14 2.06E-02|6.45E-02 |rg,19016:up|LoxI2,94352:down|Akr1c18,105349:up|LoxI3,16950:down|Hmox1,15368:up|Ptgs2,19225:dow
P n|Adipoq,11450:up|lgfl,16000:up|Maob,109731:up|Pxdn,69675:down|Aldh1a3,56847:down|Enpp1,18605
:down
branching involved in G000
ureteric bud 01658 2.07E-02|6.47E-02 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up
morphogenesis
regulation of protein  [GO:00 ) ) ) ) ) ] ) )
processing 70613 2.07E-02|6.47E-02 |Ctla2a,13024:down|Serpingl,12258:up|C3,12266:up|Serpine2,20720:up
sensory perception of |GO:00 2 136-02/6.656-02 Tnf,21926:up|Fgfrl,14182:down|Col11al,12814:down|Mcoln3,171166:up|Htr2a,15558:down|Serpine2,20
mechanical stimulus {50954 |~ ’ 720:up]lgf1,16000:up
positive regulation of |GO:00 ) ) . . .
bone mineralization 30501 2.14E-02|6.65E-02 |Gpm6b,14758:up|Bmprla,12166:down|Bmp4,12159:up
positive regulation of |GO:00 ) ) . . .
BMP signaling pathway|30513 2.14E-02|6.65E-02 |Sulf1,240725:down|Tgfbr3,21814:up|Bmp4,12159:up
positive regulation of G000
myotube '~ |2.14E-02]6.65E-02 |Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up
. - 10831
differentiation
heart valve GO:00 ) ) )
morphogenesis 03179 2.14E-02|6.65E-02 |Tgfb2,21808:down|Bmprla,12166:down|Bmp4,12159:up
regulation of natural GO:00
killer cell mediated 027'15 2.14E-02|6.65E-02 |Ceacam1,26365:up|Clec2d,93694:up|lgf2,16002:up
immunity
positive regulation of GO:00
Ras protein signal 46579 2.14E-02|6.65E-02 |Col3al,12825:down|Kitl,17311:up|lgf1,16000:up
transduction
endoderm formation Sf{&? 2.14E-02[6.65E-02 |Col5a2,12832:down|Col5al,12831:down|inhba,16323:down
insulin-like growth GO:00
factor receptor 48609 2.14E-02|6.65E-02 |lgfbp4,16010:up|lgfbp3,16009:up|lgfl,16000:up
signaling pathway
olfactory lobe CO:0015 14¢-02|6.65€-02 |Fgfr1,14182:down|Wnt5a,22418:down|Sema7a,20361:down
development 21988
Cthrc1,68588:down|Prl2c2,18811:up|Adm,11535:up|FIrt2,399558:down|Lama2,16773:down|Efemp1,2166
16:up|PIxnd1,67784:up|Ptk7,71461:down|Dpysl3,22240:down|Sema7a,20361:down|Ankrd1,107765:down|
cell projection GO:00 2156-02/6.676-02 Tnfrsf12a,27279:down|Cxcl12,20315:up|Postn,50706:down|Vegfa,22339:down|Mmp2,17390:down|Serpin
organization 30030 |~ ' €2,20720:up|Plk2,20620:down|Cd24a,12484:down|Egfr,13649:down|Fgfrl,14182:down|Ncam1,17967:do
wn|Sfrp1,20377:up|Wnt5a,22418:down|Bmp4,12159:up|Sfrp2,20319:up|Crabp2,12904:down|Tnc,21923:d
own|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up
nucleoside phosphate |GO:19 . ) ) ) )
catabolic process 01292 2.16E-02|6.72E-02 |Htr2a,15558:down|Enppl,18605:down|Enpp3,209558:down|Enpp5,83965:up|lgfl,16000:up
) ) Ccl9,20308:up|Ccl6,20305:up|Rasl11a,68895:up|Ccl7,20306:up|Ccl2,20296:up|Ccl3,20302:up|Dok2,13449:
zf‘iglfgia;euggﬂated 87%82 2.18E-02/6.76E-02 |up|Col1a2.12843:down|PIk2,20620-down|Hmox,15368:up|Wni5a,22418:down|Ccl 12,20293:up|Ccl4,2030
9 3:upllgfl,16000:up|Col3al,12825:down|Ccl8,20307:up|Tgfb2,21808:down|Kitl,17311:up
regulation of protein  |GO:19 ) . ) i ) )
maturation 03317 2.19E-02|6.78E-02 |Ctla2a,13024:down|Serpingl,12258:up|C3,12266:up|Serpine2,20720:up
regulation of organic  |GO:00 ) ) . .
acid transport 32890 2.19E-02|6.78E-02 |Tnf,21926:up|Fxyd1,56188:up|Fam132b,227358:down|ll1rn,16181:up
establishment of GO:00
apical/basal cell 35689 2.23E-02|6.83E-02 |Ptk7,71461:down|Wnt5a,22418:down
polarity
ventricular trabecula GO:00
myocardium 032'22 2.23E-02|6.83E-02 |Tgfb2,21808:down|Bmprla,12166:down
morphogenesis
craniofacial suture GO:00 ) )
morphogenesis 97094 2.23E-02|6.83E-02 |Fgfr2,14183:up|Bmp4,12159:up
branching involved in GO:00
labyrinthine layer 60670 2.23E-02|6.83E-02 |Adm,11535:up|Fgfr2,14183:up
morphogenesis
L GO:00 . .
iron ion import 97286 2.23E-02|6.83E-02 |Trf,22041:up|Tfrc,22042:up
positive regulation of |GO:00 ) )
osteoblast proliferation|33690 2.23E-02|6.83E-02 |Cthrc1,68588:down|Hpse,15442:up
glomerular visceral GO:00
epithelial cell 721'12 2.23E-02|6.83E-02 |Bmp4,12159:up|Adipoqg,11450:up
differentiation
renal filtration cell GO:00 ) . )
differentiation 61318 2.23E-02|6.83E-02 |Bmp4,12159:up|Adipoq,11450:up
dopamine biosynthetic |GO:00 ) )
process 42416 2.23E-02|6.83E-02 |Tgfb2,21808:down|Epasl,13819:up




regulation of SMAD

GO:00

protein import into 60390 2.23E-02|6.83E-02 |Bmprla,12166:down|Bmp4,12159:up
nucleus
eyelid developmentin |GO:00|, yae ol6 g3r 07 [Egfr13649:down|inhba, 16323:down
camera-type eye 61029
glial cell apoptotic GO:00 B B . .
progess 34349 2.23E-02|6.83E-02 |Gas6,14456:up|Ccl12,20293:up
glomerular epithelial  |GO:00 ) ) ) . )
cell differentiation 72311 2.23E-02|6.83E-02 |Bmp4,12159:up|Adipoq,11450:up
enteric nervous system |GO:00 . )
development 48484 2.23E-02|6.83E-02 |Ret,19713:up|Ednrb,13618:up
negative regulation of G000
androgen receptor 607.66 2.23E-02|6.83E-02 |Sfrp1,20377:up|lgfl,16000:up
signaling pathway
metanephric G000
glomerulus 722'24 2.23E-02|6.83E-02 |Ret,19713:up|Adipoq,11450:up
development
prostate gland growth | 52012 236 -02|6.83€-02 |Fofr2,14183:upllgf1.16000up
G-protein coupled ~ 1GO:001, 5o 516 g3k 02 [Htr2b 15559:down|Adm, 11535:up
receptor internalization|{02031
requlation of GO'19 Tnf,21926:up|Gas6,14456:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:down|Cd4,12504:up|P
9 . o |2.23E-02|6.84E-02 |tgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgf
cytoplasmic transport  |03649 b2 21808-down
response to alkaloid 4?3(,)232 2.26E-02|6.91E-02 |Tnf,21926:up|Ncam1,17967:down|Hmox1,15368:up|Htr2a,15558:down|lgf2,16002:up
polysaccharide GO:00 . . . . .
metabolic process 05976 2.26E-02|6.91E-02 |Has2,15117:down|Aoah,27052:up|Enpp1,18605:down|lgf2,16002:up|lgfl,16000:up
cardiac muscle cell GO:00 ) ) ) ) i
development 55013 2.31E-02|7.06E-02 |Vegfa,22339:down|Wisp1,22402:down|lgf1,16000:up|Bmp4,12159:up
SMAD protein signal  |GO:00 ) ) . )
transduction 60395 2.31E-02|7.06E-02 |Trf,22041:up|Tgfb2,21808:down|Iinhba,16323:down|Bmp4,12159:up
negative regulation of [{GO:00 . . . ; .
MAP Kinase activity 43407 2.31E-02|7.06E-02 |Sfrp2,20319:up|Sfrpl,20377:up|Bmp4,12159:up|Adipoqg,11450:up
inner ear receptor cell |GO:00 ) . . .
differentiation 60113 2.31E-02|7.06E-02 |Cthrc1,68588:down|Fgfrl,14182:down|Mcoln3,171166:up|Bmp4,12159:up
embryonic forelimb GO:00 ) . .
morphogenesis 35115 2.31E-02|7.06E-02 |Crabp2,12904:down|Rspo2,239405:up|Aldhla2,19378:up
specification of organ |GO:00 ) . )
identity 10092 2.31E-02|7.06E-02 |Fgfrl,14182:down|Fgfr2,14183:up|Bmp4,12159:up
Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|Firt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|Serpi
nh1,12406:down|Lyl1,17095:up|Gstt1,14871:up|lgfbp3,16009:up|PIk2,20620:down|Cd24a,12484:down|M
me,17380:up|Fkbp14,231997:down|ll1rn,16181:up|Bmp4,12159:up|Hpse,15442:up|Fgfr2,14183:up|Htr2b,
15559:down|Ccl6,20305:up|Slpi,20568:up|Aspn,66695:down|Nabp1,109019:down|Mmp2,17390:down|Oa
$3,246727:up|Pappa,18491:down|Slc40al,53945:up|Egfr,13649:down|Clrb,667277:up|Tfrc,22042:up|Ccl8,
20307:up|Serpina3g,20715:up|Fam20a,208659:down|Aldh1a2,19378:up|Ccl2,20296:up|Ednrb,13618:up|M
mp13,17386:up|Htra3,78558:down|Uchl5,56207:up|Dok2,13449:up|Mamdc2,71738:down|Ptx3,19288:up|
Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:up|Plpp3,67916:up|Mrc2,17534:down|Ccl9,20308:up]Inh
ba,16323:down|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:down|C1s1,50908:up|Vegfa,22339:dow
n|Serpine2,20720:up|Nxn,18230:down|lgf2,16002:up|Tnf,21926:up|Fgfrl,14182:down|Sulf1,240725:down|
Cd4,12504:up|Col3al,12825:down|Thx15,21384:down|Serpingl1,12258:up|Enpp1,18605:down|C3,12266:u
macromolecule GO:00 p|Ankrd1,107765:down|Cd109,235505:down|Ggt5,23887:up|LoxI2,94352:down|Trf,2204 1:up|LoxI3,16950:
metabolic process 431'70 2.34E-02|7.14E-02 |down|Adam12,11489:down|Wnt5a,22418:down|Mark1,226778:up|Adipoq,11450:up|lgfl,16000:up|Tgfb2,
P 21808:down|F3,14066:up|Adamts4,240913:down|Prl2c2,18811:up|Kng1,16644:up|Efempl,216616:up|Saa
3,20210:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Htr2a,15558:down|Gas6,14456:up|Col11l
al,12814:down|Sfrp1,20377:up|Tgfbr3,21814:up|C1qtnf3,81799:down|Tl11,21892:down|Ceacam1,26365:u
p|Sfrp2,20319:up|Pamrl,210622:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a1,20193
:upllcel,218333:down|Neurl3,214854:down|Ccl7,20306:up|Cst7,13011:up|Pdgfc,54635:down|Pdzrn3,559
83:down|Epasl,13819:up|Sema7a,20361:down|Ddah1,69219:down|Fkbp10,14230:down|Sdpr,20324:dow
n|Man2a2,140481:up|Ccl12,20293:up|Bmprla,12166:down|Klk1b11,16613:up|Tnc,21923:down|Ret,19713:
up|Prg4,96875:down|Sdf211,64136:up|C1s2,317677:up|Creb311,26427:down|Kitl,17311:up|P4hal,18451:d
own|Hp,15439:up|Aoah,27052:up|Rasl11a,68895:up|Ccl3,20302:up|Plat,18791:down|Ctla2a,13024:down|
Adamts12,239337:down|Lrrc15,74488:down|Anpep,16790:up|Pparg,19016:up|Lmcd1,30937:up|Glplr,146
52:down|Hmox1,15368:up|Has2,15117:down|Grem1,23892:up|Phf11d,219132:up|Col5a1,12831:down|Err
fi1,74155:down
regulation of adaptive | GO:001, 5)c 4517 148 02 |Tinf,21926:up|Cd24a,12484:down|Cdd,12504:up|C3,12266:up|Tfrc,22042:uplll 1r11,17082:down
immune response 02819
re}%i‘é?ﬁ'i.” ;’;Ra” GO:00|, 4o 1ol7 20p_ 0o |CE19:20308:up|Ccl6,20305:up|Wni5a,22418:down|Cel7,20306:up|Ccl2,20296:up|Cel12,20293:up|Ccl4,2080
P 9 32015 |“ : 3:up|Ccl3,20302:up|Ccl8,20307:up
transduction
regulation of GTPase |GO:00 2376-02|7.206-02 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,2030
activity 43087 |~ ' 3:up|Ccl3,20302:up|Ccl8,20307:up
FSU3,83004.U0OWHIICE L, £16533.UOWN|LCIZ,ZUZI0.UP[FAJIC,04050.A0OWN|EPdS L, L3S L. UP|LYIL, L /UIoUP[oUd
pr,20324:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Ret,
positive regulation of G000 19713:up|Tgfb2,21808:down|Plpp3,67916:up|Creb311,26427.down|Fgfr2,14183:up|Kitl,17311:up|Pri2c2,18
macromolecule 105'57 2.41E-02|7.33E-02 |811:up|Rasl1la,68895:up|inhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Vegfa,22339:down|lgf2,160

biosynthetic process

02:up|Slc40al1,53945:up|Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Egfr,13649:down|Fgfr1,14182:d
own|Sfrp1,20377:up|Has2,15117:down|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Npnt,114249:u




Ran protein signal GO:00 2 42E-02|7 376202 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,2030
transduction 31291 |~ ) 3:up|Ccl3,20302:up|Ccl8,20307:up
regulation of Rap GO:00 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up| Cel2,20296:up| Cel12,20293:up|Ccl4,2030
protein signal ‘o | 2.42E-02|7.37E-02 |5~ ) - : . ' ' ' ' ' ' ' ' '
; 32487 3:up|Ccl3,20302:up|Ccl8,20307:up
transduction
forebrain neuron GO:00 . . . .
differentiation 21879 2.44E-02|7.40E-02 |Fgfrl,14182:down|Wntb5a,22418:down|Inhba,16323:down|Fgfr2,14183:up
telencephalon cell - |GO:001, 4 ye 1017 40E-02 |Fgfr1,14182:down|Egfr,13649:down|Cxcl12,20315:up|Cx3crL, 13051 down
migration 22029
regulation of cell killing 5103:2? 2.44E-02|7.40E-02 |Ceacam?,26365:up|Clec2d 93694:up|Ccl2,20296:upligf2, 16002:up
zymogen activation Sloﬁgg 2.46E-02|7.45E-02 |Tnf,21926:up|Pparg,19016:up|Serpine2,20720:up|Plat,18791:down|F3,14066:up
response to alcohol GO:00 2 48E-02|7 516202 Vdr,22337:d9wn|ngr,13649:down|Inhba,16323:down|Cc|7,20306:up|Mmp2,17390:down|Cdol,12583:up|
97305 Bmp4,12159:up
rerg‘t‘e'?;"s)ln s;lRab GO00|, 4oc 0ol751¢_qp | CC19:20808:Up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Cel2,20296:up|Ccl12,20293:up|Ccl4,2030
P 9 32483 % : 3:up|Ccl3,20302:up|Ccl8,20307:up
transduction
GO:00 Tnf,21926:up|Gasb,14456:up|Lmcd1,30937:up|Ptx3,19288:up|Cd4,12504:up|Slpi,20568:up|Ccl4,20303:up|!
viral process 16632 2.49E-02|7.51E-02 |[fit3,15959:up|Ceacam1,26365:up|Cxcl9,17329:up|Oasl1,231655:up|lfit1,15957:up|Lrrcl5,74488:down|Oas
3,246727:up
GO:00 Cd24a,12484:down|Ly9,17085:up|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:upl|lgfl,16000:up|Bmp4,12159:
T cell activation 421'10 2.49E-02|7.51E-02 |up|Ctla2a,13024:down|Ceacam1,26365:up|Cxcl12,20315:up|lgf2,16002:up|Clecde,56619:up|Tnfsf9,21950:
up
GO:00 Cd24a,12484:down|Ly9,17085:up|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:up|lgfl,16000:up|Bmp4,12159:
T cell aggregation 70489 2.49E-02|7.51E-02 |up|Ctla2a,13024:down|Ceacam1,26365:up|Cxcl12,20315:up|lgf2,16002:up|Clecde,56619:up|Tnfsf9,21950:
up
regulation of receptor |GO:00 . ) )
internalization 02090 2.50E-02|7.51E-02 |Vegfa,22339:down|Sfrp4,20379:up|Grem1,23892:up
PUbILIVC ICQUICILIUII Ul
multicellular GO:00 . ) .
organismal metabolic |44253 2.50E-02|7.51E-02 |Pparg,19016:up|Ccl2,20296:up|Bmp4,12159:up
aropanr%ﬁine metabolic  |GO:00 ) ) )
process 42417 2.50E-02|7.51E-02 |Tgfb2,21808:down|Maob,109731:up|Epasl,13819:up
glucan biosynthetic GO:00 . . .
orocess 09250 2.50E-02|7.51E-02 |Enpp1,18605:down|lgf2,16002:up]|lgfl,16000:up
positive regulation of [GO:00 . . .
heart contraction 45823 2.50E-02|7.51E-02 |Glplr,14652:down|Adm,11535:up|Tgfb2,21808:down
forebrain neuron GO:00 ) . .
development 51884 2.50E-02|7.51E-02 |Fgfrl,14182:down|Wnt5a,22418:down|Fgfr2,14183:up
T cell migration %36:%) 2.50E-02|7.51E-02 |Cxcl12,20315:up|Wnit5a,22418:down|Ccl2,20296:up
negative regulation of GO:00
cellular carbohydrate 10677 2.50E-02|7.51E-02 |C1qgtnf3,81799:down|Enppl,18605:down|Adipoq,11450:up
metabolic process
glycogen biosynthetic |GO:00 . . .
orocess 05978 | 2-50E-02[7.51E-02  |Enpp1,18605:down|Igf2,16002:uplIgfL, 16000:up
endocardial cushion |GO:001, g 517 51¢ 0o |Tgfb2,21808:down|Bmpria,12166:down|Bmp4, 12159
development 03197 |™ ) gibe, ) pr-a, ' P up
linid biosynthetic GO:00 Htr2b,15559:down|Ggt5,23887:up|Tnf,21926:up|Akrlc18,105349:up|Fabp5,16592:up|Lpl,16956:up|Aldh1
rr)ocess Y 08610 2.54E-02|7.61E-02 |a2,19378:up|C3,12266:up|Ptgs2,19225:down|lgfl,16000:up|Vdr,22337:down|Ceacam1,26365:up|Htr2a,15
P 558:down|Aldh1a3,56847:down|lgf2,16002:up
lvmphocyte GO:00 Cd24a,12484:down|Ly9,17085:up|Ccl2,20296:up|Cd4,12504:up|Tfrc,22042:upl|lgfl,16000:up|Bmp4,12159:
ymphocy ‘oo |2.54E-02|7.61E-02 |up|Ctla2a,13024:down|Ceacam1,26365:up|Cxcl12,20315:up|lgf2,16002:up|Clecde,56619:up|Tnfsf9,21950:
aggregation 71593 up
re%i’é?ﬁ'i’.” ;’;Ra' GO00|, e 0ol7 61¢.qp | CC19:20308:Up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Cel2,20296:up|Ccl12,20293:up|Ccl4, 2030
P 9 32485 < : 3:up|Ccl3,20302:up|Ccl8,20307:up
transduction
Ral protein signal GO:00 2 556-02|7 61E-02 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,2030
transduction 32484 | ' 3:up|Ccl3,20302:up|Ccl8,20307:up
organic hydroxy GO:00 2 56E-02|7.61F-02 Sncg,20618:up|Maob,109731:up|Adipog,11450:up|Gpm6b,14758:up|Cxcl12,20315:up|Emb,13723:up|Htr2
compound transport  |15850 |~ ' a,15558:down|Slc16a4,229699:down
chronic inflammatory |GO:00|, oo 517 61¢ 02 |Tnf,21926:up|Cx3erl, 13051:down
response 02544
negative regulation of
fibroblast growth CO:001) 57-02[7.61E-02 [ulf1,240725:down|Wnt5a,22418:down
factor receptor 40037
signaling pathway
activation of GO:00
phospholipase C 072'02 2.57E-02|7.61E-02 |Htr2b,15559:down|Htr2a,15558:down
activity
positive regulation of GO:00
hormone biosynthetic 46386 2.57E-02|7.61E-02 |lgf2,16002:up|lgf1,16000:up
process
regulation of GO:00
monocyte chemotactic 71637 2.57E-02|7.61E-02 |C1qtnf3,81799:down|Adipoqg,11450:up
protein-1 production
establishment of  |GO:001, oo o197 616 0 |ptk7,71461:down|Wnt5a,22418:down
monopolar cell polarity |61162




chondroitin sulfate

GO:00

proteoglycan 2.57E-02|7.61E-02 |Chst11,58250:down|lgf1,16000:up
. ! 50650
biosynthetic process
positive regulation of G000
glycogen metabolic 70875 2.57E-02|7.61E-02 |Igf2,16002:up|lgfl,16000:up
process
white fat cell GO:00 ) )
differentiation 50872 2.57E-02|7.61E-02 |Pparg,19016:up|Fabp4,11770:up
regulation of G020
endothelial cell 01626 2.57E-02|7.61E-02 |Fgfrl,14182:down|Vegfa,22339:down
chemotaxis
glycoprotein catabolic |GO:001, o7 517 616 09 |Hpse,15442:up|Adamts12,239337-down
process 06516
positive regulation of G020
endothelial cell 003'53 2.57E-02|7.61E-02 |Akrlc18,105349:up|Bmp4,12159:up
apoptotic process
regulation of response |GO:00, oo¢ 457 61E_02 | Ceacami,26365:up|Cd24a,12484:down
to tumor cell 02834
endothelial tube CO001, 578 0|7.616-02 |Adamits12,239337:down|Bmp4, 12159:up
morphogenesis 61154
detection of
mechanical stimulus GO0, 57¢ 5/7 61 02 |Tnf 21926:up|Htr2a, 15558:down
involved in sensory 50966
perception of pain
regulation of immune 1GO:001, 570517 61¢-02 |Ceacam1,26365:up|Cd24a,12484:down
response to tumor cell (02837
monocyte chemotactic |GO:00 ) . )
protein-1 production | 71605 2.57E-02|7.61E-02 |Clqtnf3,81799:down|Adipoq,11450:up
metanephric renal GO:00 . )
vesicle morphogenesis |72283 2.57E-02|7.61E-02 |Grem1,23892:up|Bmp4,12159:up
positive regulation of |GO001, s7¢ 6517 6102 |Hir2a,15558:down|igf, 16000:up
glycolytic process 45821
positive regulation of GO:00
glycogen biosynthetic 457'25 2.57E-02|7.61E-02 |Igf2,16002:up|lgf1,16000:up
process
regulation of cell
growth involved in GO:00 . ) )
cardiac muscle cell 61050 2.57E-02|7.61E-02 |Wispl,22402:down|lgf1,16000:up
development
glomerular epithelium |GO:00 ) . )
development 72010 2.57E-02|7.61E-02 |Bmp4,12159:up|Adipoq,11450:up
regulation of lipase /GO0, 57¢ 5|7 61€-02 |Htr2b,15559:down|Fgfr1 14182:down|Htr2a, 15558:down|Fgfr2,14183:up
activity 60191
regulation of glucose |GO:00 ) ) ) ) )
import 46324 2.57E-02|7.61E-02 |Tnf,21926:up|Enppl,18605:down|Igfl,16000:up|Adipoq,11450:up
regulation of cell GO:19 ) ) ) )
junction assembly 01888 2.57E-02|7.61E-02 |Tnf,21926:up|Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up
regulation of muscle  |GO:00 ) . ) i
cell apoptotic process | 10660 2.57E-02|7.61E-02 |Sfrp2,20319:up|Hmox1,15368:up|lgfbp3,16009:up|lgfl,16000:up
regulation of muscle  |GO:00 . . ) ) ) )
adaptation 43502 2.57E-02|7.61E-02 |Lmcd1,30937:up|Wispl,22402:down|Errfil,74155:down|lgf1,16000:up
cardiocyte GO:00 Vegfa,22339:down|Tgfb2,21808:down|Wisp1,22402:down|Grem1,23892:up|lgf1,16000:up|Bmp4,12159:u
. L 2.60E-02|7.70E-02
differentiation 35051 p
re%i’é?ﬁ'i’.” s;camz GO00|, 1 0ol 7050 | C619:20808:Up|Ccl6, 20305:up|Wnt5a,22418:down|Ccl7,20306:up|Cel2,20296:up|Ccl12,20293:up|Ccl4, 2030
P 9 32489 |~ : 3:up|Ccl3,20302:up|Ccl8,20307:up
transduction
striated muscle cell GO:00 2 61E-02|7.70E-02 Wisp1,22402:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,
differentiation 51146 | ' 20315:up|Vegfa,22339:down|lgf2,16002:up
Rab protein signal GO:00 2 616-02]7 70E-02 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,2030
transduction 32482 | ' 3:up|Ccl3,20302:up|Ccl8,20307:up
multi-organism GO:00 Tnf,21926:up|Gasb,14456:up|Lmcd1,30937:up|Ptx3,19288:up|Cd4,12504:up|Slpi,20568:up|Ccl4,20303:up|!
9 -~ |2.62E-02|7.72E-02 |fit3,15959:up|Ceacam1,26365:up|Cxcl9,17329:up|Oasl1,231655:up|lfit1,15957:up|Lrrcl5,74488:down|Oas
cellular process 44764 3.246727-up
small molecule GO:00 Ggt5,23887:up|Tnf,21926:up|Akrlc18,105349:up|Fabp5,16592:up|Lpl,16956:up|C1lgtnf3,81799:down|Aldh
biosvnthetic process 44283 2.62E-02|7.72E-02 |1a2,19378:up|Ptgs2,19225:down|Adipoqg,11450:up|Vdr,22337.down|Sord,20322:up|Gatm,67092:down|Al
Y P dh1a3,56847:down|Cdo1,12583:up
gg%‘:‘”c')cu%droxy GO19|,5 sac 0ol7 7650 |T121926:uplAkLeL8,105349:up|Fabp5, 16592:up|Wnt5a,22418:down|Epas 13819:up|Vdlr, 22337:down|P
ompound 01617 [~ : dxk,216134:up|Tgfb2,21808:down
biosynthetic process
ng\f‘éa’f;i‘i’gﬁt'on °f |6o:00 5 6450217 7980 |TNT:21926:up|PIk2,20620:down|Cd24a,12484 down|Efemp1,216616:up|Wnt5a,22418:down|Bmprla, 1216
d Y 51961 |™ ' 6:down|Dpysl3,22240:down|Ednrb,13618:up|Col3al,12825:down|Bmp4,12159:up
evelopment
positive regulation of GO:00
leukocyte mediated 027'05 2.67E-02|7.86E-02 |Tnf,21926:up|Cd24a,12484:down|Ccl2,20296:up|C3,12266:up|Tfrc,22042:up
immunity
interferon-gamma | GO:001, g2¢ 4517 86E_ 02 |Tnf,21926:up|Gas6,14456:up|Wiit5a,22418:down|i11rl1,17082:down[Tnfsf9,21950:up
production 32609
ammonium transport  |°2-09|2 676-02[7.86E-02 |Gpm6b,14758:up|Cxcl12,20315:up|Htr2a, 15558:down|Sncg,20618:up|Maob, 109731:up

15696




neuromuscular

GO:00

junction development |07528 2.69E-02|7.88E-02 |Tnc,21923:down|Pdzrn3,55983:down|Fgfr2,14183:up
positive regulation of G000
biomineral tissue 701'69 2.69E-02|7.88E-02 |Gpm6b,14758:up|Bmprla,12166:down|Bmp4,12159:up
development
mammary gland duct |GO:001, oc 657 88E 02 |Vdr.22337:down|Wnt5a 22418:down|Fgfr2,14183:up
morphogenesis 60603
pituitary gland GO:00 ) ) ) ) )
development 21983 2.69E-02|7.88E-02 |Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up
regulation of lipid GO:00 ) ) ) ) )
storage 10883 2.69E-02|7.88E-02 |Pparg,19016:up|Lpl,16956:up|C3,12266:up
regulation of hormone [GO:00 ) ) ) ) )
metabolic process 32350 2.69E-02|7.88E-02 |Akrlc18,105349:up|lgf2,16002:up|lgfl,16000:up
defense response to 16000 Adamts4,240913:down|Tnf,21926:up|Lmcd1,30937:up|Adm,11535:up|Hp,15439:up|Cd4,12504:up|SlIpi,20
P - 12.71E-02|7.92E-02 |568:up|lfit3,15959:up|Clecdn,56620:up|Cxcl9,17329:up|Oasl1,231655:up|lfit1,15957:up|Oas3,246727:up|C
other organism 98542 lecde,56619:up
cardiac cell CO001, 21¢_0|7.926-02 |Vegfa,22339:down|Wisp1,22402:down|igf1, 16000:up|Bmp4,12159:u
development 55006 |~ ' ga, ' P ‘ gl -upibmps, up
ureteric bud GO:00 ) ) ) )
morphogenesis 60675 2.71E-02|7.92E-02 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up
Cdc42 protein signal  |GO:00 2 736-02/8.00E-02 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,2030
transduction 32488 |~ ’ 3:up|Ccl3,20302:up|Ccl8,20307:up
mesonephric tubule GO:00 ) ) ) ) ) )
morphogenesis 72171 2.85E-02|8.32E-02 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up
forebrain cell GO0, o5e_02(8.32E-02 |Fgfr1,14182:down|Egfr,13649:down|Cxcl12,20315:up|Cx3er1, 1305 1:down
migration 21885
rerg‘tje'?r:"s)ln r‘]’;RaC GO00|, goc 0ol 37¢.p | CC19:20308:Up|Ccl6, 20305:up|Wnt5a,22418:down|Ccl7,20306:up|Cel2,20296:up|Ccl12,20293:up|Ccl4,2030
P 9 35020 < ' 3:up|Ccl3,20302:up|Ccl8,20307:up
transduction
Fstl3,83554:downl|lcel,218333:down|Sfrp4,20379:up|Aldh1a2,19378:up|C3,12266:up|Epasl,13819:up|Lyll
,17095:up|Sdpr,20324:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,1
ositive requlation of |G0:00 6000:up|Tnc,21923:down|Ret,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Creb3I1,26427:down|Fgfr2,14
pene ox rgssion 10628 2.89E-02|8.41E-02 |183:up|Prl2c2,18811:up|Rasl11a,68895:up|inhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Vegfa,2233
9 P 9:down|lgf2,16002:up|Slc40al1,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|
Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Np
nt,114249:up
heterotypic cell-cell GO:00 ) . . )
adhesion 34113 2.89E-02|8.41E-02 |Tnf,21926:uplll1rn,16181:up|Adipoq,11450:up
myoblast fusion g%gg 2.89E-02[8.41E-02 |Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up
cochlea development géjlgg 2.89E-02|8.41E-02 |Cthrc1,68588:down|Ptk7,71461:down|Wnt5a,22418:down
regulation of G020
endothelial cell 003'51 2.89E-02|8.41E-02 |Gas6,14456:up|Akrlc18,105349:up|Bmp4,12159:up
apoptotic process
dopamine transport fgsgg 2.89E-02|8.41E-02 |Cxcl12,20315:up|Htr2a,15558:down|Sncg,20618:up
segmentation nggg 2.89E-02|8.42E-02 |Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up
cellular response to
. GO:00 B B Pparg,19016:up|Akrlc18,105349:up|Egfr,13649:down|Sfrp1,20377:up|lgfl,16000:up|Bmp4,12159:up|Vdr,
steroid hormone 71383 | 292E-02(8:45E-02 1555957 1 own|Mmp2,17390:down
stimulus
regulation of steroid GO:00
hormone biosynthetic 900'30 2.93E-02|8.45E-02 |lgf2,16002:up|lgf1,16000:up
process
positive regulation of GO:00
cofactor metabolic 511'94 2.93E-02|8.45E-02 |Htr2a,15558:down|lgf1,16000:up
process
establishment or GO:00
maintenance of 613;39 2.93E-02|8.45E-02 |Ptk7,71461:down|Wnt5a,22418:down
monopolar cell polarity
lateral mesoderm GO:00 ) )
development 48368 2.93E-02|8.45E-02 |Fgfrl,14182:down|Bmprla,12166:down
positive regulation of GO:00
coenzyme metabolic 511'97 2.93E-02|8.45E-02 |Htr2a,15558:down|lgf1,16000:up
process
) ., |GO:00 . . .
response to stilbenoid 35634 2.93E-02|8.45E-02 |Ifit3,15959:up|Saa3,20210:up
negative regulation of |GO:00 ) . )
platelet activation 10544 2.93E-02|8.45E-02 |Ceacam1,26365:up|Serpine2,20720:up
positive regulation of GO:00
cellular amine - |2.93E-02|8.45E-02 |Maob,109731:up|Epasl,13819:up
. 33240
metabolic process
positive regulation of ||GO:00, gac 458 458 07 |Wit5a,22418:downiI1rl1,17082:down
macrophage activation (43032
negative regulation of |GO:00 ) )
amino acid transport |51956 2.93E-02|8.45E-02 |Tnf,21926:up|ll1rn,16181:up
forebrain GO:0015 93¢ _0(8.45E-02 |Uchl5,56207:up|Wnt5a,22418:down
morphogenesis 48853




leukocyte migration

involved in ggr)gg 2.93E-02|8.45E-02 |Cd24a,12484:down|Ccl2,20296:up

inflammatory response

Immune response to | GO:0015 g _nplg 4502 |Ceacam1,26365:up|Cd24a,12484:down

tumor cell 02418

regulation of NFAT G000

protein import into 515'32 2.93E-02|8.45E-02 |Ceacam1,26365:up|Tnf,21926:up

nucleus

positive regulation of

extrinsic apoptotic G020\, gar (g 45E-02 [Tgfb2,21808:down|inhba, 16323:down

signaling pathway in 01241

absence of ligand

positive regulation of G000

ion transmembrane 347.67 2.98E-02|8.58E-02 |Fxyd1,56188:up|Cxcl12,20315:up|Ccl12,20293:up|Stc1,20855:up|S100a1,20193:up|Bmp4,12159:up
transport

cellular response to G000

molecule of bacterial 712'19 2.98E-02|8.58E-02 |Ankrd1,107765:down|Tnf,21926:up|Mrcl,17533:up|Wntba,22418:down|Ccl2,20296:up|Ccl12,20293:up
origin

diencephalon G000 2.99E-02|8.62E-02 |Ncaml1,17967:down|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up

development 21536

S’foifs’;o'd metabolic 3607‘38 2.99E-02[8.62E-02 |Crabp2,12904:down|Akr1c18,105349:up|Aldh1a2,19378:up|Aldh1a3,56847:down

regulation of viral GO:00 3.00E-02l8 656202 Tnf,21926:up|Lmcd1,30937:up|Ptx3,19288:up|SIpi,20568:up|Ccl4,20303:up|Ceacam1,26365:up|Oasl1,231
process 50792 |™ ’ 655:up|lfitl,15957:up|Oas3,246727:up

embryonic placenta GO:00 . . . . . .

development 01892 3.01E-02|8.65E-02 |Adm,11535:up|Egfr,13649:down|Gjb5,14622:down|Fgfr2,14183:up|Epasl,13819:up

negative regulation of |GO:00 . . ) ) ) )

endopeptidase activity |10951 3.01E-02|8.65E-02 |Gas6,14456:up|Sfrp2,20319:up|Vegfa,22339:down|SIpi,20568:up|lgfl,16000:up

positive regulation of

cell morphogenesis GO:00 3.05E-02/8.76E-02 Tnfrsf12a,27279:down|Crabp2,12904:down|Has2,15117:down|Cxcl12,20315:up|Vegfa,22339:down|Tgfb2,
involved in 10770 (™ ' 21808:down|Sema7a,20361:down

differentiation

regulation of synapse |GO:00 3.07E-02|8.826-02 P1k2,20620:down|FIrt2,399558:down|Ncam1,17967:down|Wnt5a,22418:down|Ptgs2,19225:down|Srpx2,68
structure or activity 50803 |~ ' 792:down|Serpine2,20720:up|Cx3crl,13051:down|Thbs2,21826:down

regulation of GO:00

interleukin-1 beta 32651 3.10E-02|8.87E-02 |Wnt5a,22418:downl|Errfil,74155:down|Ccl3,20302:up

production

hindlimb GO:00 . . .

morphogenesis 35137 3.10E-02|8.87E-02 |Bmprla,12166:down|Rspo2,239405:up|Bmp4,12159:up

positive regulation of  [GO:00 . . .

oxidoreductase activity |51353 3.10E-02|8.87E-02 |Vdr,22337:down|Htr2b,15559:down|Tnf,21926:up

positive regulation of GO:00

interleukin-8 327'57 3.10E-02|8.87E-02 |Tnf,21926:up|Wnt5a,22418:down|Adipog,11450:up

production

heart valve GO:00 ) ) )

development 03170 3.10E-02|8.87E-02 |Tgfb2,21808:down|Bmprla,12166:down|Bmp4,12159:up

mechanoreceptor GO:00 ) ) . .

differentiation 42490 3.14E-02|8.98E-02 |Cthrc1,68588:down|Fgfrl,14182:down|Mcoln3,171166:up|Bmp4,12159:up

modification of

morphology or GO:00

physiology of other 51817 3.14E-02|8.98E-02 |Ceacaml,26365:up|Ptx3,19288:up|Cd4,12504:up|Ccl4,20303:up

organism involved in

symbiotic interaction

cellular aldehyde CO:001 5 1 4 _02|8.98E-02 |Akr1c18,105349:up|Pdxk,216134:up|Aldh1a2,19378:up|Aldh1a3,56847:down

metabolic process 06081

re%i’é?ﬁ'i.” ;’;ARF GO00| 3 14c_0olg.98e.0p | CC19:20808:Up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Cel2,20296:up|Ccl12,20293:up|Ccl4, 2030
P 9 32012 > : 3:up|Ccl3,20302:up|Ccl8,20307:up

transduction

ARF protein signal GO:00 3.14E-02/8.98E-02 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,2030
transduction 32011 | ) 3:up|Ccl3,20302:up|Ccl8,20307:up

liver development g%gg 3.25E-02|9.20E-02 |Ceacam1,26365:up|Hp,15439:up|Hmox1,15368:up|Tgfbr3,21814:up|Bmp4,12159:up

lymphocyte GO:00 3.296-02/9.206-02 Cd24a,12484.down|Cd4,12504:up|Tfrc,22042:up]|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Cxcll
proliferation 46651 | ' 2,20315:up|lgf2,16002:up|Tnfsf9,21950:up

positive regulation of GO:00

interleukin-6 327'55 3.30E-02|9.20E-02 |Tnf,21926:up|Wnt5a,22418:down|Figf,14205:up|Tnfsf9,21950:up

production

positive regulation of

production of GO:0015 30-02[9.20E-02 |Ceacam1,26365:up|Wnit5a,22418:down|Tfrc,22042:up|SemaTa,20361:down

molecular mediator of {02702

immune response

muscle cell apoptotic  |GO:00 ) ) ) i

Process 10657 3.30E-02|9.20E-02 |Sfrp2,20319:up|Hmox1,15368:up|lgfbp3,16009:up|lgfl,16000:up

positive regulation of |GO:00 ) )

interleukin-1 secretion 150716 3.31E-02|9.20E-02 |Wnt5a,22418:down|Ccl3,20302:up

positive regulation of GO:00

nucleotide catabolic 30313 3.31E-02|9.20E-02 |Htr2a,15558:down|lgf1,16000:up

process

mesenchymal to GO:00 ) )

epithelial transition 60231 3.31E-02|9.20E-02 |Grem1,23892:up|Bmp4,12159:up




regulation of

thymocyte apoptotic %)222 3.31E-02|9.20E-02 |Wnt5a,22418:down|Bmp4,12159:up

process

spongiotrophoblast GO:00 ) ) ) . )

layer development 60712 3.31E-02|9.20E-02 |Adm,11535:up|Gjb5,14622:down

negative regulation of |GO:00|5 31¢ 6519 20E-02 |Fam101b,76566:down|Grem1,23892:up

bone mineralization 30502

regulation of

transcription involved |GO:00 ) )

in cell fate 60850 3.31E-02|9.20E-02 |Pparg,19016:up|Bmp4,12159:up

commitment

NFAT protein import  [{GO:00 ) )

into nucleus 51531 3.31E-02|9.20E-02 |Ceacam1,26365:up|Tnf,21926:up

positive regulation of )

interleukin-1 beta S(%fg 3.31E-02|9.20E-02 |Wnt5a,22418:down|Ccl3,20302:up

secretion

regulation of G000

calcineurin-NFAT 70584 3.31E-02|9.20E-02 |Lmcd1,30937:up|lgf1,16000:up

signaling cascade

growth plate cartilage |GO:00 ) ) ) )

development 03417 3.31E-02|9.20E-02 |Stc1,20855:up|Mmp13,17386:up

regulation of fibroblast {GO:20 ) ) ) )

apoptotic process 00269 3.31E-02|9.20E-02 |Gas6,14456:up|Sfrpl,20377:up

regulation of G000

immunoglobulin 510'23 3.31E-02|9.20E-02 |Ceacam1,26365:up|Tnf,21926:up

secretion

hydrogen peroxide GO:00 ) .

catabolic process 42744 3.31E-02|9.20E-02 |Pxdn,69675:down|Hp,15439:up

type B pancreatic cell |GO:00 ) .

development 03323 3.31E-02|9.20E-02 |Wnt5a,22418:down|Bmp4,12159:up

sulfur compound GO:00 . )

catabolic process 44273 3.31E-02|9.20E-02 |Hpse,15442:up|Cdol,12583:up

ne_gatlye regulation of GO'19 . . ‘

epithelial cell apoptotic 04036 3.31E-02|9.20E-02 |Gas6,14456:up|Hmox1,15368:up|lgfl,16000:up

process

keratinocyte CO:0015 31€-02[9.20E-02 |Vdr,22337:down|Has2,15117:down|Cd109,235505:down

proliferation 43616

phenol-containing .

compound fggg 3.31E-02|9.20E-02 |Wnt5a,22418:down|Tgfb2,21808:down|Epasl,13819:up

biosynthetic process

positive regulation of GO:00

small GTPase mediated 510'57 3.31E-02|9.20E-02 |Col3al,12825:downlKitl,17311:up|lgfl,16000:up

signal transduction

regulation of neuron |GO:19 3.34E-02/9.20E-02 Tnf,21926:up|Glplr,14652:down|Hmox1,15368:up|Ccl12,20293:up|Ccl3,20302:up|lgf1,16000:up|Crlf1,129

death 01214 |~ ’ 31:down|Vegfa,22339:down|Tgfb2,21808:down|Mt1,17748:up

positive regulation of |GO:00 3.36E-02/9.20E-02 Fxyd1,56188:up|Ccl12,20293:up|Cd4,12504:up|Stcl,20855:up|Ccl4,20303:up|Bmp4,12159:up|Fam132b,22

jon transport 43270 ' 7358:down|Cxcl12,20315:up|S100a1,20193:up

nephron epithelium GO:00 ) ) ) ) ) )

development 72009 3.37E-02|9.20E-02 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up|Adipoq,11450:up

regulation of JAK- GO:00 ) ) . ) . )

STAT cascade 46425 3.38E-02|9.20E-02 |FIrt2,399558:down|Crlf1,12931:down|Ret,19713:up|Lrrc15,74488:down|Aspn,66695:down|lgf1,16000:up

cehdiar Trmoditrcu . . . . . . .

amino acid metabolic GO:00 3.41E-02/9.20E-02 P4ha;,18451.down|th5,23887.up|Gstm1,14862.up|Ddahl,69219.down|Gsttl,14871.up|Gatm,67092.dow
06575 n|Serinc2,230779:down

regulation of cysteine-

type endopeptidase GO:00 3.41E-02/9.20E-02 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Sfrp2,20319:up|Vegfa,22339:down|F3,14066:upllgfl,16000:

activity involved in 43281 (™ ' up

apoptotic process

mononuclear cell GO:00 3.44E-02/9.20E-02 Cd24a,12484.down|Cd4,12504:up|Tfrc,22042:up]|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Cxcll

proliferation 32943 |7 ' 2,20315:up|lgf2,16002:up|Tnfsf9,21950:up

regulation of receptor- |GO:00 ) ) ) )

mediated endocytosis |48259 3.45E-02|9.20E-02 |Trf,22041:up|Vegfa,22339:down|Sfrp4,20379:up|Grem1,23892:up

multi-multicellular GO:00 3.496-02/9.20E-02 \dr,22337:down|Akr1c18,105349:up|Hpgd,15446:up|Ptgs2,19225:down|Mmp2,17390:down|Serpine2,207

organism process 44706 | ' 20:up

keratinocyte GO:00|5 50k _02|9.20E-02 |Vdr,22337:down|Tgfb2,21808:down|Ptgs2,19225:down|Cd109,235505:down|Errfil, 74155:down

differentiation 30216

erythrocyte GO:00 ) ) : ) )

differentiation 30218 3.50E-02|9.20E-02 |Vegfa,22339:down|Iinhba,16323:down|Tgfbr3,21814:up|Epasl,13819:up|Bmp4,12159:up

cardiac muscle cell GO:00 ) ) ) ) ) )

differentiation 55007 3.50E-02|9.20E-02 |Vegfa,22339:down|Wisp1,22402:down|Grem1,23892:up|lgf1,16000:up|Bmp4,12159:up

S;:fjﬂg” of abiotic gs%gg 3.50E-02|9.20E-02 |Tnf,21926:up|Col11al,12814:down|Htr2a,15558:down|Serpine2,20720:up|lgf1,16000:up




Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Lyl1,1
7095:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Adipoq,11450:up|Bmp4,1
2159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,18811
:up|Efemp1,216616:up|Vdr,22337:down|Fabp4,11770:up|Htr2a,15558:down|Slc40al,53945:up|Gas6,1445
6:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Tgfbr3,21814:up|Ceacam1,26365:up|Sfrp2,20

regulation of GO:00 351E-02/9.206-02 319:up|Npnt,114249:up|S100a1,20193:upllcel,218333:down|Ccl2,20296:up|Ednrb,13618:up|Pdgfc,54635:
biosynthetic process {09889 |~ ' down|Epas1,13819:up|Uchl5,56207:up|Htra3,78558:down|Ddah1,69219:down|Sdpr,20324:down|Ptx3,192
88:up|Akrlcl8,105349:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Prg4,96875:down|Plpp3,679
16:up|Creb3l1,26427:down|Kitl,17311:up|Rasl11a,68895:up|Inhba,16323:down|Bnc2,242509:down|Ccl3,2
0302:up|Vegfa,22339:downl|lgf2,16002:up|Tnf,21926:up|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:do
wn|Fgfrl,14182:down|Hmox1,15368:up|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:down|Grem1,
23892:up|Phf11d,219132:up|Tbx15,21384:down|Enppl,18605:down|Errfil, 74155:down
‘:;’gi'p')?ggenesis %'l'gg 3.536-02(9.20E-02 |Crabp?2,12904:down|Rspo2,239405:up|Aldh1a2,19378:up
negative regulation of GO:00
osteoblast ‘~q |3.53E-02|9.20E-02 |Tnf,21926:up|Fgfrl,14182:down|Sfrp1,20377:up
; o 45668
differentiation
tumor necrosis factor- GO:00
mediated signaling 332'09 3.53E-02|9.20E-02 |Tnf,21926:up|Gas6,14456:up|Adipoq,11450:up
pathway
zgggig‘;!aéfségss ?205'93 3.536-02(9.20E-02 |Gas6,14456:up|Akr1cl8,105349:up|Bmp4,12159:up
fst'i'r‘j';[:;e;ffnse to %%88 3.536-02|9.20E-02 |Ret,19713:up|Ptk7,71461:down|Aldh1a2,19378:up
Fstl3,83554:downl|lcel,218333:down|Epasl,13819:up|Lyl1,17095:up|Sdpr,20324:down|Trf,22041:up|Wnt5
positive regulation of a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3l1,
nucleic acid-templated GO:19 3556-02/9.20E-02 26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Rasl11a,68895:up|inhba,16323:down|Ccl3,20302:up|Vdr,223
transcription 03508 |~ ' 37:down|Vegfa,22339:down|lgf2,16002:up|Slc40al,53945:up|Tnf,21926:up|Pparg,19016:up|Glplr,14652:d
own|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:u
pINpnt,114249:up
Fstl3,83554:downllcel,218333:down|Epasl,13819:up|Lyl1,17095:up|Sdpr,20324:down|Trf,22041:up|Wnt5
positive regulation of a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3l1,
transcription, DNA- GO:00 3556-02/9.20E-02 26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Rasl11a,68895:up|inhba,16323:down|Ccl3,20302:up|Vdr,223
templated ' 45893 |™ ' 37:down|Vegfa,22339:down|lgf2,16002:up|Slc40al,53945:up|Tnf,21926:up|Pparg,19016:up|Glplr,14652:d
own|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:u
pINpnt,114249:up
epithelial cell GO:00 356E-02/9.20E-02 Tnf,21926:up|Fgfrl,14182:down|Wnt5a,22418:down|Stc1,20855:up|Grem1,23892:up|Bmp4,12159:up|Adi
development 02064 |~ ) poq,11450:up|Fgfr2,14183:up
chemoattraction of - 1GO:0013 gar 0519 20E-02 |Wnt5a,22418:down
axon 61642
halogenated GO:00
hydrocarbon metabolic 421'97 3.58E-02|9.20E-02 |Gstt1,14871:up
process
positive regulation of G020
protein activation 002'59 3.58E-02|9.20E-02 |C3,12266:up
cascade
negative regulation of
natural killer cell G000
mediated cytotoxicity 02859 3.58E-02|9.20E-02 |Ceacam1,26365:up
directed against tumor
cell target
modulation by host of [GO:00 .
viral catalytic activity 44867 3.58E-02|9.20E-02 |Ptx3,19288:up
negative regulation by GO:00
host of viral exo- 44869 3.58E-02|9.20E-02 |Ptx3,19288:up
alpha-sialidase activity
regulation of sodium- G020
dependent phosphate 001'18 3.58E-02|9.20E-02 |Sfrp4,20379:up
transport
GO:00 .
cloaca development 35844 3.58E-02|9.20E-02 |Bmp4,12159:up
pyridoxal phosphate  [GO:00 )
metabolic process 42822 3.58E-02|9.20E-02 |Pdxk,216134:up
mesenchymal cell GO:00
differentiation involved o |3.58E-02(9.20E-02 |Fgfr2,14183:up
. 60915
in lung development
. |GO:00 .
monocyte homeostasis 35702 3.58E-02|9.20E-02 |Ccl2,20296:up
negative regulation of G020
dendritic cell apoptotic 00669 3.58E-02|9.20E-02 |Gas6,14456:up
process
cellular response to GO:00 )
jasmonic acid stimulus |71395 3.58E-02|9.20E-02 |Akrlc18,105349:up
erythrocyte CO0015 s8¢ 02{9.20-02 |Cdl24a,12484:down
aggregation 34117
sorbitol metabolic GO:00
pracess 06060 3.58E-02|9.20E-02 |Sord,20322:up
positive regulation of G020
blood microparticle 003'34 3.58E-02|9.20E-02 |Tnf,21926:up

formation




aorta smooth muscle - 1GO00|5 5ae 519 50e_02 |Col3a1,12825:down
tissue morphogenesis |60414
negative regulation of G000
immune response to ~g | 3-98E-02|9.20E-02 |Ceacam1,26365:up
02838
tumor cell
creatine biosynthetic |GO00|5 gae 519 50E_02 |Gatm,67092:down
process 06601
blood microparticle GO:00 )
formation 72564 3.58E-02|9.20E-02 |Tnf,21926:up
negative regulation of GO'19
bone trabecula '~ |3.58E-02(9.20E-02 |Grem1,23892:up
) 00155
formation
hypophysis CO:00/3 5k _02[9.20E-02 |Wnt5a,22418:down
morphogenesis 48850
negative regulation of G000
chondrocyte ‘on |3.58E-02(9.20E-02 |Fam101b,76566:down
61182
development
positive regulation of T G000
cell mediated immune 02342 3.58E-02|9.20E-02 |Cd24a,12484:down
response to tumor cell
positive regulation of G000
fibroblast growth . |3.58E-02|9.20E-02 |Ptgs2,19225:down
) 90271
factor production
pyrimidine nucleoside [GO:00 ) ) )
fransport 15864 3.58E-02|9.20E-02 |Slc29a1,63959:up
renal protein GO:00 . )
absorption 97017 3.58E-02|9.20E-02 |Adipoq,11450:up
regulation of exo- GO:19 .
alpha-sialidase activity [03015 3.58E-02|9.20E-02 |Ptx3,19288:up
mating plug formation iﬁggg 3.58E-02|9.20E-02 |Serpine2,20720:up
vitamin B6 metabolic |GO:0015 sor 150g 50E_02 |Paixk,216134:up
process 42816
regulation of
transcription from RNA GO:00
polymerase Il  |3.58E-02|9.20E-02 |Bmp4,12159:up
A . 60994
promoter involved in
kidney development
modulation by host of GO:00
viral exo-alpha- ~~ |3.58E-02|9.20E-02 |Ptx3,19288:up
< o 44866
sialidase activity
regulation of GO'19
mesenchymal stem cell .~ |3.58E-02|9.20E-02 |Bmp4,12159:up
) g 02460
proliferation
cellular response to GO:00 .
cisplatin 72719 3.58E-02|9.20E-02 |HmMox1,15368:up
lateral sprouting
involved in mammary |GO:00 )
gland duct 60599 3.58E-02|9.20E-02 |Wnt5a,22418:down
morphogenesis
Cartormcdl vvriit
signaling pathway GO00
involved in positive '~ | 3:58E-02(9.20E-02 |Plpp3,67916:up
) 44330
regulation of wound
haalina
) . GO:00 . .
post-mating behavior 45297 3.58E-02|9.20E-02 |Serpine2,20720:up
canonical Wnt
signaling pathway GO:00
involved in regulation "~ |3.58E-02|9.20E-02 |Sfrp1,20377:up
: 44343
of type B pancreatic
cell proliferation
mesodermal to
mesenchymal GO:00 )
transition involved in 160809 3.58E-02|9.20E-02 |Wntba,22418:down
gastrulation
negative regulation of GO'19
secondary metabolite —~|3.58E-02|9.20E-02 |Wnt5a,22418:down
- . 00377
biosynthetic process
activation of plasma
proteins involved in GO:00 .
acute inflammatory 02541 3.58E-02|9.20E-02 |F3,14066:up
response
. GO:00 .
cloacal septation 60197 3.58E-02|9.20E-02 |Bmp4,12159:up
negative regulation of |GO:00 )
L-glutamate transport |02037 3.58E-02|9.20E-02 |Tnf,21926:up
cervix development GO:00 3.58E-02|9.20E-02 |Wnt5a,22418:down

60067




BMP signaling pathway

involved in heart GO:00 3.58E-02|9.20E-02 |Bmp4,12159:up
. - 03130
induction
metanephric
glomerular visceral GO:00 . .
epithelial cell 72248 3.58E-02|9.20E-02 |Adipoq,11450:up
differentiation
. . GO:00 .
response to cisplatin 79718 3.58E-02|9.20E-02 |Hmox1,15368:up
positive regulation of [GO:00 )
adiponectin secretion |70165 3.58E-02|9.20E-02 |C1qtnf3,81799:down
endodermal- G000
mesodermal cell 031'33 3.58E-02|9.20E-02 |Bmp4,12159:up
signaling
metanephric G000
glomerular epithelial 723'13 3.58E-02|9.20E-02 |Adipoq,11450:up
cell development
regulation of hydrogen G020
peroxide catabolic 002'95 3.58E-02|9.20E-02 |Hp,15439:up
process
endocardial cushion  |GO:00
fusion 03274 3.58E-02|9.20E-02 |Tgfb2,21808:down
regulation of bone GO:19 )
trabecula formation 00154 3.58E-02|9.20E-02 |Grem1,23892:up
granulocyte colony- GO:00
stimulating factor 381-58 3.58E-02|9.20E-02 [Ceacaml,26365:up
signaling pathway
bile acid signaling GO:00 )
pathway 38183 3.58E-02|9.20E-02 |Vdr,22337:down
planar cell polarity
pathway involved i 1GO:003 5a¢ 0519 2002 |Wni5a 22418:down
pericardium 61354
morphogenesis
positive regulation of GO:00
translational initiation ' ~|3.58E-02|9.20E-02 |Tnf,21926:up
: 45994
by iron
. GO:00 .
response to lead ion 10288 3.58E-02|9.20E-02 |Ncam1,17967:down
neural crest cell fate GO:00
commitment 14034 3.58E-02|9.20E-02 |Sfrp1,20377:up
fibroblast growth
factor receptor GO:00
signaling pathway 60595 3.58E-02|9.20E-02 |Fgfr2,14183:up
involved in mammary
gland specification
celuprresponseto 1600 13.58E-02(9.20€-02 |Mme,17380:up
regulation of G020
pancreatic stellate cell o |3.58E-02|9.20E-02 |Pparg,19016:up
) ) 00229
proliferation
immune complex
clearance by GO:00 )
monacytes and 02436 3.58E-02|9.20E-02 |Ccl2,20296:up
macrophages
response to jasmonic  |GO:0015 sar 6519 20E-02 | Akr1c18,105349:up
acid 09753 ™ ’ ' )
negative regulation of
interferon-gamma- GO:00 )
mediated signaling 60336 3.58E-02|9.20E-02 |Pparg,19016:up
pathway
metanephric
glomerular visceral GO:00 . )
epithelial cell 72249 3.58E-02|9.20E-02 |Adipoq,11450:up
development
alditol catabolic GO:00
process 19405 3.58E-02|9.20E-02 |Sord,20322:up
positive regulation of
immune complex GO:00
clearance by o |3.58E-02|9.20E-02 |Ccl2,20296:up
90265
monocytes and
macrophages
ICT:JUIOLIUIY jvlpvjivieje) GOZO
imcro?arrt‘lcle 00332 3.58E-02|9.20E-02 |Tnf,21926:up
regulation of T cell GO:00
mediated immune - |3.58E-02|9.20E-02 |Cd24a,12484:down
02840
response to tumor cell
T cell mediated GO:00
immune response to 024'24 3.58E-02[9.20E-02 [Cd24a,12484:down

tumor cell




positive regulation of

GO:19

dopamine biosynthetic 03181 3.58E-02|9.20E-02 |Epasl,13819:up
process
chlorinated G000
hydrocarbon metabolic 421'96 3.58E-02|9.20E-02 |Gstt1,14871:up
process
regulation of G000
erythrocyte 341.18 3.58E-02|9.20E-02 |Cd24a,12484.down
aggregation
vacuolar phosphate GO:00 )
transport 07037 3.58E-02|9.20E-02 |Fgfr1,14182:down
negative regulation of G000
melanin biosynthetic 48(522 3.58E-02|9.20E-02 |Wnt5a,22418:down
process
planar cell polarity
pathway involved in GO:00 ) ) )
gastrula mediolateral |60775 3.58E-02|9.20E-02 |Wnt5a,22418:down
intercalation
pancreatic stellate cell [GO:00 ) ) )
proliferation 72343 3.58E-02|9.20E-02 |Pparg,19016:up
negative regulation by G000
host of symbiont '~ |3.58E-02(9.20E-02 |Ptx3,19288:up
. o 52403
catalytic activity
chronic inflammatory G000
response to non- - |3.58E-02(9.20E-02 |Cx3crl,13051:down
R 02545
antigenic stimulus
helper T cell
enhancement of GO:00 .
adaptive immune 35397 3.58E-02|9.20E-02 |Cd4,12504:up
response
negative regulation of
platelet-derived G020
growth factor o+ 13.58E-02|9.20E-02 |Adipoq,11450:up
00584
receptor-alpha
signaling pathway
positive regulation of
platelet-derived GO:00 .
growth factor receptor (10641 3.58£-02(9.20E-02 |F3,14066:up
signaling pathway
sesquiterpenoid GO:00 )
catabolic process 16107 3.58E-02|9.20E-02 |Akrlc18,105349:up
regulation of platelet-
derived growth factor |GO:20 . )
receptor-alpha 00583 3.58E-02|9.20E-02 |Adipoq,11450:up
signaling pathway
negative regulation of GO'19
exo-alpha-sialidase -~ |3.58E-02(9.20E-02 |Ptx3,19288:up
. 03016
activity
seminal vesicle GO:00 . )
development 61107 3.58E-02|9.20E-02 |Serpine2,20720:up
helper T cell GO:00 )
extravasation 35684 3.58E-02|9.20E-02 |Ccl2,20296:up
reydatve reyuiation vl
complement GO:00 B B . )
activation, lectin 01869 3.58E-02|9.20E-02 |Serpingl,12258:up
nathuanng
farnesol catabolic GO:0015 ok 02|9.20E-02 | Akr1c18,105349:-up
process 16488
negative regulation of
natural killer cell GO:00 .
mediated immune 02856 3.58E-02|9.20E-02 |Ceacam1,26365:up
response to tumor cell
regulation of mitotic GO'19
cell cycle DNA 5 |3.58E-02|9.20E-02 |Fgfrl,14182:down
et 03463
replication
L-cysteine catabolic GO:00 )
process to taurine 19452 3.58E-02|9.20E-02 |Cdol,12583:up
positive regulation of GO'19
protein kinase C -~ |3.58E-02|9.20E-02 |Wnt5a,22418:down
- 00020
activity
intermediate GO:00
mesoderm o | 3.58E-02|9.20E-02 |Bmp4,12159:up
48389
development
sesquiterpenoid GO:00 )
metabolic process 06714 3.58E-02|9.20E-02 |Akrlc18,105349:up
negative regulation of
interleukin-1- GO:20 .
mediated signaling 00660 3.58E-02|9.20E-02 |1I1rn,16181:up

pathway




negative regulation of

mast cell cytokine CO:001 5 5ae_02/9.20E-02 [Hmox1,15368:up
; 32764
production
regulation of canonical
Wnt signaling pathway G020
involved in controlling = |3.58E-02(9.20E-02 |Sfrp1,20377:up
. 00079
type B pancreatic cell
proliferation
ymphooyte | 9929|3 586 -02]9.206-02 [cel12,20203:
e 01624 [ : 20293:up
regulation of protein  [GO:19 ) ) )
kinase C activity 00019 3.58E-02|9.20E-02 |Wnt5a,22418:down
endodermal-
mesodermal cell GO:00 )
signaling involved in 03134 3.58E-02|9.20E-02 |Bmp4,12159:up
heart induction
negative regulation of
catalytic activity in G000
other organism ‘oo |3.58E-02(9.20E-02 |Ptx3,19288:up
) 4 - 52199
involved in symbiotic
interaction
divalent metal ion GO:00 )
export 70839 3.58E-02|9.20E-02 |Slc40a1,53945:up
regulation of GO'19
sphingolipid mediated o |3.58E-02(9.20E-02 |Plpp3,67916:up
! - 02068
signaling pathway
farnesol metabolic  1GO:0015 5o 1516 50E_02 [Akric18,105349:up
process 16487
negative regulation of GO:00
response to -4 |3.58E-02|9.20E-02 |Pparg,19016:up
. 60331
interferon-gamma
positive regulation of |GO:00 .
complement activation |45917 3.58E-02/9.208-02 | C3,12266:up
positive regulation of G020
CD4-positive, alpha- '~ |3.58E-02|9.20E-02 |Ceacam1,26365:up
i . 100563
beta T cell proliferation
esophagus smooth | G0:00)3 5o 519 50E_02 [sulf1,240725:down
muscle contraction 14846
mediolateral GO:00 )
intercalation 60031 3.58E-02|9.20E-02 |Wnt5a,22418:down
regulation of immune
complex clearance by |GO:00 )
monocytes and 90264 3.58E-02|9.20E-02 |Ccl2,20296:up
macrophages
pattern specification
involved in GO:00 )
mesonephros 61227 3.58E-02|9.20E-02 |Bmp4,12159:up
development
planar cell polarity
pathway involved in GO:00 )
outflow tract 61347 3.58E-02|9.20E-02 |Wnt5a,22418:down
morphogenesis
metanephric S-shaped |GO:00 )
body morphogenesis |72284 3.58E-02|9.20E-02 |Bmp4,12159:up
planar cell polarity
pathway involved in — 1GO:0014 gap 4519 50£_02 |Wnt5a,22418:down
cardiac muscle tissue 61350
morphogenesis
R GO:00 .
heme oxidation 3.58E-02|9.20E-02 |Hmox1,15368:up
06788
metanephric GO:00
glomerular epithelial -~ |3.58E-02|9.20E-02 |Adipoq,11450:up
) - 72312
cell differentiation
sguamous basal
epithelial stem cell GO:00
differentiation involved oo | 3.58E-02|9.20E-02 |Fgfr2,14183:up
) 60529
in prostate gland
acinus development
negative regulation of |GO:00 )
tooth mineralization 170171 3.58E-02|9.20E-02 |Aspn,66695:down
branch elongation GO:00
involved in salivary - |3.58E-02|9.20E-02 |Fgfr2,14183:up
. |60667
gland morphogenesis
positive regulation of |GO:19 )
prolactin secretion 02722 3.58E-02|9.20E-02 |Egfr,13649:down
regulation of exocyst G000/ gar 519 50E-02 |Ncam1,17967:down
assembly 01928
mammary gland bud |GO:00 )
formation 60615 3.58E-02|9.20E-02 |Fgfr2,14183:up




fructose biosynthetic  |GO:00 .
process 26370 3.58E-02|9.20E-02 |Sord,20322:up
positive regulation of
chronic inflammatory |GO:00 .
response to antigenic |02876 3.58E-02|9.20E-02 |Tnf,21926:up
stimulus
heparan sulfate G000
proteoglycan catabolic 302'00 3.58E-02|9.20E-02 |Hpse,15442:up
process
ICQUIGLIUII Ul
complement GO:00 B B . .
activation, lectin 01868 3.58E-02|9.20E-02 |Serping1,12258:up
nathiang
negative regulation by
host of viral GO:00 )
glycoprotein metabolic [44871 3.58E-02|9.20E-02 |Ptx3,19288:up
process
planar cell polarity
pathway involved in - |GO:0014 sor 0519 9002 |Wnit5a,22418:down
ventricular septum 61348
morphogenesis
positive regulation of GO'19
serine phosphorylation 03263 3.58E-02|9.20E-02 |Ret,19713:up
of STAT3 protein
chemokine (C-C motif) |GO:00 )
ligand 2 secretion 35926 3.58E-02|9.20E-02 |Postn,50706:down
taurine biosynthetic GO:00 .
progess 42412 3.58E-02|9.20E-02 |Cdol,12583:up
regulation of chronic
inflammatory response |GO:0015 sar 6519 208-02 | Cx3cr1,13051:down
to non-antigenic 02880
stimulus
positive regulation of GO'19
mesenchymal stem cell ‘- |3.58E-02|9.20E-02 |Bmp4,12159:up
) d 02462
proliferation
negative regulation of
cardiac muscle GO:19 ) }
hypertrophy in 03243 3.58E-02|9.20E-02 |Errfil,74155:down
response to stress
modulation by host of GO:00
viral glycoprotein —~|3.58E-02|9.20E-02 |Ptx3,19288:up
. 44870
metabolic process
positive regulation of
platelet-derived GO:00 B B )
growth factor 90362 3.58E-02|9.20E-02 |Ptgs2,19225:down
production
growth plate cartilage |GO:00 B B )
morphogenesis 03422 3.58E-02|9.20E-02 [Stc1,20855:up
negative regulation of |GO:00 .
response to tumor cell 02835 3.58E-02|9.20E-02 |Ceacam1,26365:up
ICHUIGLIUII Ul Golg
dopamine biosynthetic 031'79 3.58E-02|9.20E-02 |Epasl,13819:up
negative regulation of GO:00
protein import into ‘= |3.58E-02|9.20E-02 |Gas6,14456:up
. 33159
nucleus, translocation
positive regulation of G020
parathyroid hormone 00830 3.58E-02|9.20E-02 |Fgfrl,14182:down
secretion
regulation of GO:00
translational initiation - |3.58E-02|9.20E-02 |Tnf,21926:up
) 06447
by iron
melanocyte GO:00 )
oroliferation 97325 3.58E-02|9.20E-02 |Wnt5a,22418:down
pyridoxal phosphate  |GO:00 )
biosynthetic process  |42823 3.58E-02|9.20E-02 |Pdxk,216134:up
planar cell polarity
pathway involved in GO:00 )
cardiac right atrium 61349 3.58E-02|9.20E-02 |Wnt5a,22418:down
morphogenesis
anterior/posterior
pattern specification  |GO:00 )
involved in kidney 72098 3.58E-02|9.20E-02 |Bmp4,12159:up
development
regulation of GO:00
lymphocyte 45619 3.60E-02|9.23E-02 |Ctla2a,13024:down|Gas6,14456:up|Cd24a,12484.down|Sfrp1,20377:up|Tnfsf9,21950:up|Bmp4,12159:up
differentiation
hepaticobiliary system |GO:00|5 6ac 6519 30E-02 | Ceacam?,26365:up|Hp, 15439:up|Hmox1, 15368:up|Tgfor3.21814:up|Bmp4, 12159:up
development 61008 | ' ' ) ' ' ' ' ' ' ' '
S;:fjﬂg” of external gs%gf 3.63E-02/9.30E-02 |Tnf,21926:up|Col11al,12814:down|Htr2a,15558:down|Serpine2,20720:up|lgf1,16000:up




negative regulation of

protein GO:00 ) ) ) ) . )
serine/threonine 71901 3.63E-02|9.30E-02 |Sfrp2,20319:up|Sfrp1,20377:up|Prkar2b,19088:up|Bmp4,12159:up|Adipoq,11450:up
kinase activity
GO00 FIrt2,399558:down|Lama2,16773:down|PIxnd1,67784:up|Wnt5a,22418:down|Sema7a,20361:down|Tnfrsfl
axonogenesis 074'09 3.64E-02|9.33E-02 |2a,27279:down|Crabp2,12904:down|Ret,19713:up|Cxcl12,20315:up|Vegfa,22339:down|Tgfb2,21808:dow
n|Fgfr2,14183:up
Fstl3,83554:downllcel,218333:down|Epasl,13819:up|Lyl1,17095:up|Sdpr,20324:down|Trf,22041:up|Wnt5
ositive requlation of a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3l1,
ENA bios %thetic GO:19 3656-02/9.336-02 26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Rasl11a,68895:up|Inhba,16323:down|Ccl3,20302:up|Vdr,223
rOCESS Y 02680 | ' 37.down|Vegfa,22339:down|lgf2,16002:up|Slc40al1,53945:up|Tnf,21926:up|Pparg,19016:up|Glplr,14652:d
P own|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:u
p|Npnt,114249:up
Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|Lyl1,
17095:up|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|Plk2,20620:down|Cd24a,12484:down|Mme, 17
380:up|Fkbp14,231997:down|ll1rn,16181:up|Maob,109731:up|Bmp4,12159:up|Hpse,15442:up|Ptgir,1922
2:up|Fgfr2,14183:up|Htr2b,15559:down|Dram1,71712:up|Ccl6,20305:up|SIpi,20568:up|Aspn,66695:down|
Fam132b,227358:down|Nabp1,109019:down|Oas3,246727:up|Slc40al,53945:up|Egfr,13649:down]|Alpl, 11
647:up|Tfrc,22042:up|Ccl8,20307:up|Gstm1,14862:up|Serpina3g,20715:up|Fam20a,208659:down|Aldhla2
,19378:up|Ccl2,20296:up|Ednrb,13618:up|Ampd3,11717:up|Mmp13,17386:up|Htra3,78558:down|Uchl5,5
6207:up|Sord,20322:up|Enpp3,209558:down|Cdol,12583:up|Dok?2,13449:up|Mamdc2,71738:down|Ptx3,1
9288:up|Ccl4,20303:up|Chst11,58250:down|Vegfb,22340:up|Aldh1a3,56847:down|Plpp3,67916:up|Ccl9,2
0308:up|Iinhba,16323:down|Bnc2,242509:down|Tfpi2,21789:down|Crlf1,12931:down|Plod2,26432:down|V
egfa,22339:down|Gfpt2,14584:down|Cbr2,12409:up|Serpine2,20720:up|Nxn,18230:down|lgf2,16002:up|T
nf,21926:up|Fgfrl,14182:down|Lpl,16956:up|Sulf1,240725:down|Cd4,12504:up|Col3al,12825:down|Tbx1
cellular metabolic GO:00 5,21384:down|Serping1,12258:up|Uck2,80914:down|Enpp1,18605:down|Hpgd,15446:up|C3,12266:up|En
rocess 442'37 3.70E-02|9.40E-02 |pp5,83965:up|Ankrdl1,107765:down|Cd109,235505:down|Ggt5,23887:up|LoxI2,94352:down|Trf,22041:up|
P LoxI3,16950:down|Wnt5a,22418:down|Mark1,226778:up|Adipoq,11450:up|Hal,15109:up|lgf1,16000:up|Cr
abp2,12904:down|Tgfb2,21808:down|F3,14066:up|Kngl,16644:up|Prl2c2,18811:up|Efempl,216616:up|Sa
a3,20210:up|Vdr,22337:down|Pdia5,72599:down|Fabp4,11770:up|Htr2a,15558:down|Gas6,14456:up|Coll
1a1,12814:down|Sfrp1,20377:up|C1qtnf3,81799:down|Tgfbr3,21814:up|Serinc2,230779:down|Ceacam1,2
6365:up|Sfrp2,20319:up|Pxdn,69675:down|Tnfrsf11b,18383:up|Prkar2b,19088:up|Npnt,114249:up|S100a
1,20193:up|lcel,218333:down|Neurl3,214854:down|Ccl7,20306:up|Cst7,13011:up|Pdgfc,54635:down|Pdz
rn3,55983:down|Epasl,13819:up|Marcl,66112:up|Sema7a,20361:down|Ddah1,69219:down|Fkbp10,1423
0:down|Sdpr,20324:down|Npl,74091:up|Man2a2,140481:up|Akr1c18,105349:up|Fabp5,16592:up|Ccl12,20
293:up|Bmprla,12166:down|Gatm,67092:down|Ret,19713:up|Prg4,96875:down|Sdf211,64136:up|Pdxk,21
6134:up|Creb3l1,26427:down|Kitl,17311:up|P4hal,18451:down|Hp,15439:up|Acah,27052:up|Rasl11a,688
95:up|Ccl3,20302:up|Plat,18791:down|Ctla2a,13024:down|Srpx2,68792:down|Adamts12,239337:downl|Lrr
c15,74488:down|Anpep,16790:up|Pparg,19016:up|Lmcd1,30937:up|Glp1r,14652:down|Hmox1,15368:up|
Has2,15117:down|Ptgs2,19225:down|Grem1,23892:up|Phf11d,219132:up|Errfil,74155:down
cellular monovalent GO:00
inorganic anion 303'20 3.70E-02|9.40E-02 |Stc1,20855:up|Enppl,18605:down
homeostasis
response to GO:00 . ) )
phenylpropanoid 80184 3.70E-02|9.40E-02 |Ifit3,15959:up|Saa3,20210:up
cellular response to GO:00 ) ) )
monoamine stimulus 171868 3.70E-02|9.40E-02 |Htr2b,15559:down|Adipoq,11450:up
tooth mineralization Sggg 3.70E-02[9.40E-02 |Fam20a,208659:down|Aspn,66695:down
cardioblast GO:00 ) )
differentiation 10002 3.70E-02|9.40E-02 |Tgfb2,21808:down|Grem1,23892:up
response to tumor cell 52032(7) 3.70E-02|9.40E-02 |Ceacam1,26365:up|Cd24a,12484:down
cellular response to GO:00 ) . )
prostaglandin stimulus [71379 3.70E-02|9.40E-02 |Akrlc18,105349:up|Ptgir,19222:up
positive regulation of GO:00
hormone metabolic 323'52 3.70E-02|9.40E-02 |lgf2,16002:up|lgf1,16000:up
process
cellular anion GO:00 ) )
homeostasis 30002 3.70E-02|9.40E-02 |Stc1,20855:up|Enppl,18605:down
regulation of bone  |GO1915 20c 6519 40E-02 |Fam101b,76566:down|Grem1,23892:up
development 03010
cardiac left ventricle GO:00 ) )
morphogenesis 03214 3.70E-02|9.40E-02 |Sfrp2,20319:up|Tgfb2,21808:down
plasminogen activation g%gg 3.70E-02|9.40E-02 |Serpine2,20720:up|Plat,18791:down
nitric oxide mediated [GO:00 . )
signal transduction 07263 3.70E-02|9.40E-02 |Mt2,17750:up|Mt1,17748:up
regulation of protein | GO:0015 ;e 6519 40E_ 02 |Wit5a,22418:down|Vegfa,22339:down
kinase C signaling 90036
serotonin receptor 1GO:0015 76e_ 1519 40E_02 |Htr2b, 15559:down|Htr2a,15558:down
signaling pathway 07210
regulation of GO:00
granulocyte =~ |3.70E-02|9.40E-02 |Ceacam1,26365:up|Adipoqg,11450:up
. " 30852
differentiation
modulation by host of |GO:0015 20e 6519 40E-02 | Ceacam?,26365:up|Ptx3,19288:up
viral process 44788
renal vesicle GO:00 . )
morphogenesis 72077 3.70E-02|9.40E-02 |Grem1,23892:up|Bmp4,12159:up




positive regulation of

GO:00

transmembrane 34764 3.71E-02|9.41E-02 |Fxyd1,56188:up|Cxcl12,20315:up|Ccl12,20293:up|Stc1,20855:up|S100al,20193:up|Bmp4,12159:up
transport
Rho protein signal GO:00 3736-02/9.456-02 Colla2,12843:down|Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12
transduction 07266 | ' ,20293:up|Ccl4,20303:up|Ccl3,20302:up|Col3al,12825:down|Ccl8,20307:up
positive regulation of 1GO:0013 76¢ 45/g 5202 |Egfr,13649:down|Htr2a, 15558:down|Ptgs2,19225:down
vasoconstriction 45907
CGMP metabolic 60:00) 3 76¢02/9.52E-02  |Hir2b,15559:down|Wint5a,22418:down|Vegfa, 22339:down
process 46068
negative regulation of |GO:00|5 76e 65g 5ok 02 [Tgfb2,21808:down|Ptgs2,19225:down|StcL, 20855:up
calcium ion transport  |51926
T cell homeostasis fg)odgg 3.76E-02[9.526-02 |Ceacam?,26365:up|Cd24a,12484:down|Tgfb2,21808:down
forebrain generation  |GO:00|, 70¢ 1olg 55£_0p |Fgfr1,14182:down|Wnt5a,22418:down|inhba, 16323:down|Fgfr2,14183:up
of neurons 21872
vasodilation Szoa’ff 3.786-02[9.55E-02 |Kng1,16644:up|Adm,11535:up|Egfr,13649:down|Ednrb, 13618:up
nephron tubule GO:00 ) ) ) ) ) )
morphogenesis 72078 3.78E-02|9.55E-02 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up
response to retinoic Szoégg 3.78-02[9.556-02 |Pparg,19016:up|Ret,19713:up|Ptk7,71461:down|Aldh1a2,19378:up
carbohydrate transport 880623(’) 3.82E-02|9.65E-02 |Tnf,21926:up|Fabp5,16592:up|C3,12266:up|Enppl,18605:down|Igfl,16000:up|Adipoq,11450:up
negative regulation of [{GO:00 3.92E-02/9.886-02 Plk2,20620:down|Cd24a,12484.down|Efemp1,216616:up|Wnt5a,22418:down|Bmprla,12166:down|Dpysl3
neurogenesis 50768 |~ ' ,22240:down|Ednrb,13618:up|Col3al1,12825:down|Bmp4,12159:up
Ice1,218333:down|Ccl2,20296:up|C3,12266:up|Mmp13,17386:up|SIc29a1,63959:up|Ankrd1,107765:down|
Gpmé6b,14758:up|Clec4n,56620:up|Postn,50706:down|Akrlcl18,105349:up|Cd24a,12484:down|Fabp5,165
92:up|Wnt5a,22418:down|Bmprla,12166:down|ll1rn,16181:up|Maob,109731:up|Adipoq,11450:up|Bmp4,
organic substance GO:00 12159:up|lgfl,16000:up|Tgfb2,21808:down|ll1rl1,17082:down|Clecde,56619:up|Htr2b,15559:down|Inhba,
tragns ort 717'02 3.93E-02|9.91E-02 |16323:down|Ccl3,20302:up|Fam132b,227358:down|Cxcl12,20315:up|Htr2a,15558:down|Slc16a4,229699:
P down|Kdelr3,105785:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Fxyd1,56188:up|Glplr,14652:do
wn|Egfr,13649:down|Sec23a,20334:down|Lpl,16956:up|Sfrp1,20377:up|C1qtnf3,81799:down|Ptgs2,19225:
down|Tfrc,22042:up|Sncg,20618:up|Grem1,23892:up|Serinc2,230779:down|Ceacam1,26365:up|Sfrp2,203
19:up|Emb,13723:up|Enpp1,18605:down
secretion by tissue 22%2? 3.96E-02|9.97E-02 |Vdr,22337.down|Vegfa,22339:down|Mmp13,17386:up|Cdol,12583:up
GO:00 Ly9,17085:up|Ccl2,20296:up|Ctla2a,13024:down|Lyl1,17095:up|Cxcl12,20315:up|lgf2,16002:up|Gas6,1445
lymphocyte activation 46649 3.99E-02|1.00E-01 |6:up|Cd24a,12484:down|Sfrp1,20377:up|Cd4,12504:up|Tfrc,22042:up|Bmp4,12159:up|lgfl,16000:up|Ceac
am1,26365:up|Tnfsf9,21950:up|Clecde,56619:up
regulation of
immunoglobulin GO:00 B B . . .
mediated immune 02889 4.00E-02(1.00E-01 |Tnf,21926:up|C3,12266:up|Tfrc,22042:up
response
negative regulation of G000
carbohydrate 459'12 4.00E-02(1.00E-01 |C1qtnf3,81799:down|Enpp1l,18605:down|Adipoq,11450:up
metabolic process
regulation of cell- G000
substrate junction 901'09 4.00E-02(1.00E-01 |Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up
assembly
negative regulation of G000
muscle cell apoptotic 10656 4.00E-02(1.00E-01 |Sfrp2,20319:up|Hmox1,15368:up]lgfl,16000:up
process
. GO:00 . . .
cellular extravasation 45123 4.00E-02{1.00E-01 |Tnf,21926:up|Cxcl12,20315:up|Ccl2,20296:up
regulation of focal GO:00 B _ . . .
adhesion assembly 51893 4.00E-02(1.00E-01 |Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up
regulation of B cell GO:00 B B ) ) )
mediated immunity 02712 4.00E-02(1.00E-01 |Tnf,21926:up|C3,12266:up|Tfrc,22042:up
regulation of GO:00 4.00E-02|1.01E-01 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Slpi,20568:up|lgfl,16000:up|Sfrp2,20319:up|Vegfa,22339:d
endopeptidase activity 52548 | ' own|F3,14066:up
;f\f’i‘sji'ggon of nuclear (533239 4.06E-02|1.02E-01 |Tnf,21926:up|Wnt5a,22418:down|Igf2,16002:up|Fgfr2,14183:up|igf1,16000:up|Bmp4,12159:up
Rac protein signal GO:00 4.08E-021.02E-01 Ccl9,20308:up|Ccl6,20305:up|Wnt5a,22418:down|Ccl7,20306:up|Ccl2,20296:up|Ccl12,20293:up|Ccl4,2030
transduction 16601 | ' 3:up|Ccl3,20302:up|Ccl8,20307:up
. GO:00 FIrt2,399558:down|Lama2,16773:down|PIxnd1,67784:up|Cxcl12,20315:up|Wnt5a,22418:down|Vegfa,2233
axon guidance 07411 4.10E-02{1.02E-01 9:down|Tgfb2,21808:down
neuron projection GO:00 410E-02|1.02E-01 FIrt2,399558:down|Lama?2,16773:down|PIxnd1,67784:up|Cxcl12,20315:up|Wnt5a,22418:down|Vegfa,2233
guidance 97485 | ) 9:down|Tgfb2,21808:down
endocardial cushion  [GO:00 . .
formation 03272 4.12E-02(1.02E-01 |Tgfb2,21808:down|Bmprla,12166:down
hair cycle phase fggf 412E-02|1.02E-01 |Tgfb2,21808:down|Ptgs2,19225:down
cell aggregation Sz%gg 412E-02|1.02E-01 |Col11a1,12814:down|Tgfb2,21808:down
phasic smooth muscle |GO:001, 15¢_q51 02_01 |Hir2b, 15559:down|Ednrb, 13618:-up
contraction 14821
cartilage condensation gggg 412E-02|1.02E-01 |Col11a1,12814:down|Tgfb2,21808:down
serotonin transport G000 4.12E-02|1.02E-01 |Gpm6b,14758:up|Maob,109731:up

06837




vitamin biosynthetic 1GO:00| 1 1o 0511 02E-01 |Var,22337:down[Tnf,21926:up

process 09110

response to GO:00 ) . )

monoamine 71867 4.12E-02|1.02E-01 |Htr2b,15559:down|Adipoq,11450:up

renal vesicle GO:00 . .

development 72087 4.12E-02{1.02E-01 |Grem1,23892:up|Bmp4,12159:up

fibroblast apoptotic GO:00 ) )

Drocess 44346 4.12E-02|1.02E-01 |Gas6,14456:up|Sfrpl,20377:up

IIC.HQLIVE. ICHUIGLIUII Ul G0.00

epidermis 45683 4.12E-02|1.02E-01 |Tgfb2,21808:down|Inhba,16323:down

Aovial +

subpallium 60001, 19€-02/1.02E-01 [Inhba,16323:down|Aldh1a3 56847:down

development 21544

regulation of platelet [GO:00 ) ) ) . )

aggregation 90330 4.12E-02|1.02E-01 |Ceacaml,26365:up|Serpine2,20720:up

regulation of receptor [GO:00 ) ) ) ) )

biosynthetic process | 10869 4.12E-02|1.02E-01 |Pparg,19016:up|Adipoq,11450:up

dorsal/ventral axis GO:00 . .

specification 09950 4.12E-02|1.02E-01 |Sfrp1,20377:up|Bmprla,12166:down

negative regulation of

cysteine-type G000

endopeptidase activity 431'54 4.13E-02|1.03E-01 |Gas6,14456:up|Sfrp2,20319:up|Vegfa,22339:down|lgfl,16000:up

involved in apoptotic

process

nephron epithelium GO:00 ) ) ) ) ) )

morphogenesis 72088 4.13E-02|1.03E-01 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up

negative regulation of | GO:001, 43¢ 4511 03g_01 |Sulf1,240725:down|Ccl2,20296:up|Cx3cr1,13051:down|Thbs2,21826:down

angiogenesis 16525

somitogenesis gggg 4.13E-02(1.03E-01 |Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down

glucose import 4?60323(’) 4.13E-02(1.03E-01 |Tnf,21926:up|Enpp1,18605:down|lgfl,16000:up|Adipoq,11450:up

modification of

morphology or GO:00 B ~ . . . .

physiology of other 35821 4.13E-02(1.03E-01 |Ceacam1,26365:up|Ptx3,19288:up|Cd4,12504:up|Ccl4,20303:up

organism

lymphocyte CO:00, 13 _02|1.03E-01 |Ceacam1,26365:up|Cd24a,12484:down|Tgfb2,21808:down|Slc40al,53945:up

homeostasis 02260

lymphocyte GO:00 416E-02|1.03E-01 Gas6,14456:up|Cd24a,12484:down|Ly9,17085:up|Sfrp1,20377:up|Cd4,12504:up|Bmp4,12159:up|Ctla2a,13

differentiation 30098 | ) 024:down|Lyl1,17095:up|Tnfsf9,21950:up|Clec4e,56619:up

positive regulation of GO:00

nucleotide metabolic 45§81 4.18E-02{1.04E-01 |Adm,11535:up|Wnt5a,22418:down|Htr2a,15558:down|Ptgir,19222:up|lgfl,16000:up

process

positive regulation of GO'19

purine nucleotide 005'44 4.18E-02{1.04E-01 |Adm,11535:up|Wnt5a,22418:down|Htr2a,15558:down|Ptgir,19222:up|lgfl,16000:up

metabolic process

glycosaminoglycan GO:00 ) ) )

biosynthetic process  |06024 4.24E-02|1.05E-01 |Chst11,58250:down|Has2,15117:down|lgf1,16000:up

positive regulation of |GO:00 ) ) )

mitotic nuclear division | 45840 4.24E-02|1.05E-01 |Tnf,21926:up|lgf2,16002:up|lgfl,16000:up

viral entry into host cell fgfg 4.24E-02|1.05E-01 [Ceacam1,26365:up|Gas6,14456:up|Ptx3,19288:up

response to fatty acid %0522 4.24E-02(1.05E-01 |Akr1c18,105349:up|Tgfbr3,21814:up|Ptgir,19222:up

inflammatory response | GO:001, 54 6511 05E_01 |Tnf,21926:up|Cd24a,12484:down|C3,12266:up

to antigenic stimulus 02437
M2, LooO0I.UUWITUALILZ, ZUO LI UM £d, LU0 00.UUWITOILLUAS,£2IJ0I IJ.UUWITOILAGUd 1,00I9490.UP[SdoU, L5945

ion transmembrane GO:00 427E-02|1.06E-01 56:up|Fxyd1,56188:up|Hvcn1,74096:up|Glplr,14652:down|Ccl12,20293:up|Stcl,20855:up|Fxyd2,11936:up|

transport 34220 ' Kcnj15,16516:down|Bmp4,12159:up|Ank,11732:down|Tgfb2,21808:down|Emb,13723:up|S100a1,20193:u

nephron GO:00 ° ) ) ) )

morphogenesis 72028 4.31E-02|1.06E-01 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up

positive regulation of GO:00

carbohydrate 459'13 4.31E-02|1.06E-01 |Has2,15117:down|Htr2a,15558:down|lgf2,16002:up|lgf1,16000:up

metabolic process

negative regulation of G020

cysteine-type 001'17 4.31E-02|1.06E-01 |Gas6,14456:up|Sfrp2,20319:up|Vegfa,22339:down|lgf1,16000:up

endopeptidase activity
Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|
Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|Ak

negative regulation of |GO:00 433E-02|1.07E-01 r1c18,105349:up|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|

biosynthetic process  [09890 | ™ ' C1qgtnf3,81799:down|Wnt5a,22418:down|Ccl4,20303:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:
up|Ceacam1,26365:up|Sfrp2,20319:up|Prg4,96875:down|Errfil,74155:down|Enppl,18605:down|Fgfr2,141
83:up|S100a1,20193:up
Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Ctla2a,13024:do
wn|Fabp4,11770:up|Vegfa,22339:down|Serpine2,20720:up|Tnf,21926:up|Gas6,14456:up|Pparg,19016:up|

negative regulation of [GO:00 437E-021.08E-01 LoxI2,94352:down|LoxI3,16950:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:

gene expression 10629 | ™ ' up|Sfrpl,20377:up|Wnt5a,22418:down|Tgfbr3,21814:up|Grem1,23892:up|Ccl4,20303:up|Adipog,11450:u
p|Bmp4,12159:upllgfl,16000:up|Sfrp2,20319:up|Serpingl,12258:up|Tgfb2,21808:down|Fgfr2,14183:up|S1
00a1,20193:up

positive regulation of  [{GO:00 . . ) . .

INK cascade 46330 4.47E-02(1.10E-01 |Ceacam1,26365:up|Tnf,21926:up|Trf,22041:up|Wnt5a,22418:downl|ll1rn,16181:up




regulation of GO:00 . . . : . .

gliogenesis 14013 4.47E-02|1.10E-01 |Pparg,19016:up|Trf,22041:up|Efempl,216616:up|Serpine2,20720:up|Bmp4,12159:up

response to toxic GO:00 B B . . . . .

substance 09636 4.47E-02|{1.10E-01 |Tnf,21926:up|Alpl,11647:up|Ccl4,20303:up|Mt2,17750:up|Mt1,17748:up

positive regulation of |GO:00 ) ) . . . .

glucose transport 10828 4.49E-02|1.10E-01 |C3,12266:upllgfl,16000:up|Adipoq,11450:up

negative regulation of | GO:001, yqe 6511 10E_01 |Wnt5a,22418:down|Ccl12,20293:up|Grem1,23892:up

chemotaxis 50922

regulation of adherens [GO:19 ) ) ) ) )

junction organization 03391 4.49E-02|1.10E-01 |Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up

regulation of sensory | GO:001 ) yoe 651 10E_01 |Fgfr1,14182:down|Ncam1,17967:down|Ednrb, 13618:up

perception of pain 51930

regulation of sensory | GO:00|, yae 651 10E-01 |Fgfr1,14182:down|Ncam1,17967:down|Ednrb, 13618:up

perception 51931

regulation of G000

phosphatidylinositol 3- 14666 4.49E-02(1.10E-01 |Tgfb2,21808:down|Pdgfc,54635:down|Serpine2,20720:up|lgfl,16000:up

kinase signaling

positive regulation of G000

lymphocyte mediated 027.08 4.49E-02|1.10E-01 |Tnf,21926:up|Cd24a,12484:down|C3,12266:up|Tfrc,22042:up

immunity
Fam101b,76566:down|FIrt2,399558:down|Lama2,16773:down|PIxnd1,67784:up|Ccl2,20296:up|Ccl3,20302

G000 :up|Sema7a,20361:down|Tnfrsf12a,27279:down|Vdr,22337.down|Cxcl12,20315:up|Postn,50706:down|Veg

cell morphogenesis 009'02 4.54E-02|1.11E-01 |fa,22339:down|LoxI2,94352:down|LoxI3,16950:down|Egfr,13649:down|Sfrp1,20377:up|Has2,15117:down|
Wnt5a,22418:down|Ccl12,20293:up|Tgfbr3,21814:up|Stc1,20855:up|Grem1,23892:up|Bmp4,12159:up|Sfr
p2,20319:up|Crabp2,12904:down|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up

negative regulation of |GO:00 ) .

glucose import 46325 4.55E-02|1.11E-01 |Tnf,21926:up|Enppl,18605:down

regulation of androgen GO:00

receptor signaling 607-65 4.55E-02|1.11E-01 |Sfrp1,20377:up|lgfl,16000:up

pathway

vascular smooth GO0, 55E_02|1.11E-01 |Htr2a,15558:down|Ednrb, 13618:up

muscle contraction 14829

cardiac right ventricle 60001 5ep_02|1.11E-01 |Tgfb2,21808:down|Bmpria,12166:down

morphogenesis 03215

ICHUIGLI.UII Ul ) GOOO

dopamine metabolic 420'53 4.55E-02|1.11E-01 |Maob,109731:up|Epasl,13819:up

positive regulation of

transcription from RNA GO:00

polymerase |l 36603 4.55E-02|1.11E-01 |Vegfa,22339:down|Creb3l1,26427:down

promoter in response

to stress

regulation of GO:00

interleukin-1 beta 507-06 4.55E-02(1.11E-01 |Wntb5a,22418:down|Ccl3,20302:up

secretion

cellular response to GO:00 ) )

estradiol stimulus 71392 4.55E-02|1.11E-01 |Egfr,13649:down|Mmp2,17390:down

positive regulation of

pri-miRNA GO'19

transcription from RNA 02895 4.55E-02{1.11E-01 |Bmprla,12166:down|Bmp4,12159:up

polymerase Il

promoter

S GO:00 . .

glomerular filtration 03094 4.55E-02|1.11E-01 |Gas6,14456:up|Sulfl,240725:down

positive regulation of GO:00

alpha-beta T cell 46641 4.55E-02|1.11E-01 |Ceacaml1,26365:up|Cd24a,12484:down

proliferation

positive regulation of |GO:00 ) )

lipid storage 10884 4.55E-02|1.11E-01 |Lpl,16956:up|C3,12266:up

regulation of neuron  |GO:00 459E-02|1.12E-01 Tnf,21926:up|Glplr,14652:down|Hmox1,15368:up|Ccl12,20293:up|Ccl3,20302:up|Crlf1,12931:down|Tgfb2

apoptotic process 43523 | " ' ,21808:down|Mt1,17748:up

positive regulation of |GO:00 461E-02|1.13E-01 Tnf,21926:up|Cd24a,12484:down|Wnt5a,22418:down|Cd4,12504:up|C3,12266:up|Clrb,667277:up|Tfrc,22

immune response 50778 | ' 042:up|Sema7a,20361:down|Serpingl,12258:up|C1s1,50908:up|C1s2,317677:up|Mmp2,17390:down

tissue homeostasis g%gg 465E-021.13E-01 Es:siT:;LéZlggfs:up|Trf,22041:uplngr,13649:down|Vegfa,22339:down|Tfrc,22042:up|Tnfrsf11b,l8383:up|

regulation of cysteine- ) ) ) ) ) ) i )

type endopeptidase gooll2g 4656-021 13E-01 Inf,21926.up|Pparg,19016.up|Ga56,14456.up|SfrpZ,20319.up|Vegfa,22339.down|F3,14066.upllgf1,16000.

activity P

r?%i’é?ﬁ'i.” r‘]’;Rho GO:00|, o ol 1 13p.07 |CE19:20308:up|Ccl6,20305:up|Wi5a,22418:down|Cel7,20306:up|Ccl2,20296:up|Cel12,20293:up|Ccl4,2080

P 9 35023 " ' 3:up|Ccl3,20302:up|Col3al,12825:down|Ccl8,20307:up

transduction

positive regulation of Fstl3,83554:down|Prl2c2,18811:up|inhba,16323:down|Ccl3,20302:up|Epasl,13819:up|Vdr,22337:down|Sd

transcription from RNA|GO:00 466E-02|1.14E-01 pr,20324:down|Vegfa,22339:down|lgf2,16002:up|Slc40al,53945:up|Pparg,19016:up|Tnf,21926:up|Glplr,1

polymerase |l 45944 | ™ ' 4652:down|Egfr,13649:down|Fgfrl,14182:down|Wntb5a,22418:down|Bmprla,12166:down|Grem1,23892:u

promoter p|Bmp4,12159:up|lgfl,16000:up|Sfrp2,20319:up|Npnt,114249:up|Creb311,26427:down|Fgfr2,14183:up

eye morphogenesis S{%SS 468E-02|1.14E-01 Entijliaéiég;’iu%down|Co|5a1,12831:down|Vegfa,22339:down|AIdh1a3,56847:down|CoI8a1,12837:down|B

body fluid secretion GO:00 4.68E-02|1.14E-01 |Vdr,22337:down|Vegfa,22339:down|Mmp13,17386:up|Cdol,12583:up

07589




negative regulation of

GO:20

blood vessel 00181 4.68E-02(1.14E-01 |Sulf1,240725:down|Ccl2,20296:up|Cx3crl,13051:down|Thbs2,21826:down
morphogenesis
renal tubule GO0 4 6oE_02/1.14E-01 [Vegfa 22339:down|Npnt114249:up|Grem1,23892:up|Bmp4, 12159:up
morphogenesis 61333 ' ' ’ ' ’ ' ’ ' ’
anion homeostasis S\%gf 4.75E-02|1.15E-01 |Sfrp4,20379:up|Stc1,20855:up|Enppl,18605:down
excretion g%gg 4.75E-02|1.15E-01 |Stc1,20855:up|Ednrb,13618:up|Anpep,16790:up
neuron projection |GO001, 25c 6511 15£_01 |Adm,11535:up|Tnc,21923:down|Mmp2,17390:down
regeneration 31102
negative regulation of [GO:00 ) ) ) ) )
cytokine secretion 50710 4.75E-02|1.15E-01 |Tnf,21926:up|Gas6,14456:up|C1lqtnf3,81799:down
regulation of GO:00
catecholamine 504'33 4.75E-02|1.15E-01 |Cxcl12,20315:up|Htr2a,15558:down|Sncg,20618:up
secretion
Z%T:r:”ons:s’,sin 60100 Tnf,21926:up|Gas6, 14456:up|Lmcd1,30937:up|Ptx3,19288:up|Cd4,12504:up|SIpi, 20568:up| Ccl4, 20303:up]|
P 9 ‘o |4.76E-02|1.15E-01 |fit3,15959:up|Ceacaml,26365:up|Cxcl9,17329:up|Oasl1,231655:up|lfit1,15957:up|Lrrcl5,74488:down|Oas
mutualism through 44403 ;
- 3,246727:up
parasitism
interspecies interaction | GO:00 Tnf,21926:up|Gas6,14456:up|Lmcd1,30937:up|Ptx3,19288:up|Cd4,12504:up|Slpi,20568:up|Ccl4,20303:up|!
P - o |4 76E-02|1.15E-01 |fit3,15959:up|Ceacaml,26365:up|Cxcl9,17329:up|Oasl1,231655:upllfit1,15957:up|Lrrcl5,74488:down|Oas
between organisms 44419 ;
3,246727:up
interaction with host 2107:8? 4.88E-02{1.186-01 [Ceacam1,26365:up|Gas6,14456:up|Ptx3,19288:up|Cd4,12504:up
detection of stimulus GO:00
involved in sensory 50§O6 4.93E-02|1.20E-01 |Tnf,21926:up|Coll1lal,12814:down|Htr2a,15558:down|Serpine2,20720:up|lgf1,16000:up
perception
Ice1,218333:down|Ccl2,20296:up|Mmp13,17386:up|Ankrd1,107765:down|Gpm6b,14758:up|Clec4n,5662
O:up|Postn,50706:down|Akrlc18,105349:up|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down
GO:00 |111rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|l11rl1,17082:down|Cle
protein transport 150'31 4.94E-02|1.20E-01 |c4e,56619:up|Htr2b,15559:down|Ccl3,20302:up|Kdelr3,105785:down|Tnf,21926:up|Pparg,19016:up|Gas6,
14456:up|Glp1lr,14652:down|Egfr,13649:down|Sfrp1,20377:up|Lpl,16956:up|Sec23a,20334:down|C1qtnf3,
81799:down|Tfrc,22042:up|Ptgs2,19225:down|Sncg,20618:up|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,
20319:up
cellular response to GO:00 ) ' )
type | interferon 71357 5.00E-02|1.20E-01 |Wnt5a,22418:down|Ifit1,15957:up
chondroitin sulfate - |GO:00|g y5e 511 50 01 |Mamdc2,71738:down|Chst11,58250:down
metabolic process 30204
regulation of GO:00
catecholamine 42669 5.00E-02|1.20E-01 |Maob,109731:up|Epasl,13819:up
metabolic process
leukocyte tethering or |GO:00 ) .
rolling 50901 5.00E-02|1.20E-01 |Tnf,21926:up|Cxcl12,20315:up
regulation of protein GO:00
import into nucleus, 331-58 5.00E-02|1.20E-01 |Gas6,14456:up]lgfl,16000:up
translocation
metanephric nephron |GO:00 ) )
morphogenesis 72273 5.00E-02|1.20E-01 |Grem1,23892:up|Bmp4,12159:up
hair follicle maturation S&%gg 5.00E-02|1.20E-01 |Tgfb2,21808:down|Ptgs2,19225:down
atrioventricular valve - 1GO:005 50 0511 50E 01 [Tgfb2,21808:down|Bmpria, 12166:down
morphogenesis 03181
renal sodium excretion S?ng 5.00E-02|1.20E-01 [Ednrb,13618:up|Anpep,16790:up
renal filtration g%gg 5.00E-02|1.20E-01 |Gas6,14456:up|Sulfl,240725:down
regulation of renal GO:00 ) )
sodium excretion 35813 5.00E-02|1.20E-01 [Ednrb,13618:up|Anpep,16790:up
morphogenesis of an  |GO:00 ) )
endothelium 03159 5.00E-02|1.20E-01 |Adamts12,239337:down|Bmp4,12159:up
regulation of tumor
necrosis factor- GO:00 . . )
mediated signaling 10803 5.00E-02|1.20E-01 |Gas6,14456:up|Adipoq,11450:up
pathway
attern specification  |GO:00 Fgfrl,14182:down|PIxnd1,67784:up|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down|Aldhla2,19
P P ‘o |5.00E-02|1.20E-01 |378:up|Stc1,20855:up|Grem1,23892:up|Bmp4,12159:up|Sfrp2,20319:up|Cxcl12,20315:up|Vegfa,22339:do
process 07389 .
wn|Fgfr2,14183:up
entry into host 51548188 5.02E-02|1.20E-01 |Ceacaml,26365:up|Gas6,14456:up|Ptx3,19288:up
negative regulation of GO:00
tumor necrosis factor 327'20 5.02E-02|1.20E-01 |Gas6,14456:up|Errfil,74155:down|Adipoq,11450:up
production
. GO:00 . ) .
entry into host cell 30260 5.02E-02|1.20E-01 |[Ceacaml,26365:up|Gas6,14456:up|Ptx3,19288:up
entry into other GO:00
organism involved in 51328 5.02E-02|1.20E-01 |Ceacam1,26365:up|Gas6,14456:up|Ptx3,19288:up

symbiotic interaction




movement in

environment of other |GO:00 . . .
organism involved in {52192 5.02E-02|1.20E-01 |[Ceacam1,26365:up|Gas6,14456:up|Ptx3,19288:up
symbiotic interaction
movement in host GO:00 . . .
environment 50126 5.02E-02|1.20E-01 |[Ceacam1,26365:up|Gas6,14456:up|Ptx3,19288:up
regulation of protein  [GO:00 ) ) ) ) ) )
tyrosine kinase activity |61097 5.02E-02|1.20E-01 |Gas6,14456:up|Errfil,74155:down|Grem1,23892:up
entry into cell of other G000
organism involved in 518@6 5.02E-02|1.20E-01 |Ceacaml,26365:up|Gas6,14456:up|Ptx3,19288:up
symbiotic interaction
leukocyte mediated GO:00 ) ) ) )
cytotoxicity 01909 5.07E-02|1.20E-01 |Ceacam1,26365:up|Clec2d,93694:up|Ccl2,20296:up|lgf2,16002:up
regulation of synapse | GO:00 g yoe 6511 5001 |Srpx2,68792:down|Firt2,399558:down|Wit5a,22418:down|Thbs2,21826:down
assembly 51963
cellular response to G000 Pparg,19016:up|Akrlc18,105349:up|Egfr,13649:down|Sfrp1,20377:up|Inhba,16323:down|lgf1,16000:up|B
P —n~|5.08E-02(1.20E-01 |mp4,12159:up|Adipoq,11450:up|Vdr,22337:down|Mmp2,17390:down|Ptgir,19222:up|Enpp1,18605:down|
hormone stimulus 32870 A
Igf2,16002:up
inorganic anion GO:00 ) ) ) ) ) ) )
transport 15698 5.09E-02|1.20E-01 |Ank,11732:down|Fxyd1,56188:up|Fgfrl,14182:down|Sfrp4,20379:up|Enppl,18605:down
synapse assembly g%fg 5.09E-02|1.20E-01 |Srpx2,68792:down|Firt2,399558:down|Plxnd1,67784:up|Wnt5a,22418:down|Thbs2,21826:down
OlP4,ZUS 1 9. UPIEATNTD, LS50 L0 UP[EPdS L, LSO LI UP[ATIKIUL, LU 7O00.UOWHVUT,ZZ55 1 .UOWTI[FraDp4, L L7 rU.UP|
neqative regulation of Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|Ak
cel?ular biosg nthetic GO:00 5.126-02/1 206201 r1c18,105349:up|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrpl,20377:up|
rocess Y 31327 ™ ' C1qtnf3,81799:down|Wnt5a,22418:down|Ccl4,20303:up|Grem1,23892:up|Adipoqg,11450:up|Bmp4,12159:
P up|Sfrp2,20319:up|Prg4,96875:down|Errfil,74155:down|Enpp1,18605:down|Fgfr2,14183:up|S100a1,2019
2N
Ice1,218333:down|Adm,11535:up|Ccl2,20296:up|Mmp13,17386:up|Ankrd1,107765:down|Gpm6b,14758:u
p|Clec4n,56620:up|Postn,50706:down|Akrlc18,105349:up|Cd24a,12484:down|Ncam1,17967:down|Wnt5
a,22418:down|Bmprla,12166:down|ll1rn,16181:up|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:upllg
establishment of GO:00 513E-02|1.20E-01 1,16000:up|Tgfb2,21808:down|Creb3I1,26427:down|Fgfr2,14183:up|ll1rl1,17082:down|Clec4e,56619:up|
localization in cell 51649 |~ ' Htr2b,15559:down|Inhba,16323:down|Ccl3,20302:up|Cxcl12,20315:up|Htr2a,15558:down|Serpine2,20720
:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Fgfrl,14182:down|
Sec23a,20334:down|Lpl,16956:up|HmMox1,15368:up|Sfrp1,20377:up|C1qtnf3,81799:down|Cd4,12504:up|P
tgs2,19225:down|Sncg,20618:up|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Syt13,80976:up
Sggrjr?mocu(r?:jd;tabolic GO:19 519E-021.20E-01 Akr1c18,105349:up|Hmox1,15368:up|Enpp5,83965:up|lgfl,16000:up|Hal,15109:up|Htr2a,15558:downl|lgf
procZSs 01361 ™ ' bp3,16009:up|Blvrb,233016:up|Enpp1,18605:down|Enpp3,209558:down
cellular response to - |GO:0015 e 511 5001 | Ankrd1,107765:down[Tnf,21926:up|Mrcl,17533:up|Wiit5a,22418:down|Cel2,20296:up|Ccl12,20293:up
biotic stimulus 71216
negative regulation of |GO:00 Ceacam1,26365:up|Cd24a,12484:down|Sfrp1,20377:up|Hmox1,15368:up|Serpine2,20720:up|Bmp4,12159
A 5.22E-02|1.20E-01 |
cell activation 50866 up
negative regulation of |GO:00 . ) ) ) . )
intracellular transport |32387 5.26E-02|1.20E-01 |Gas6,14456:up|Hmox1,15368:up|Clqtnf3,81799:down|Tgfb2,21808:down|Adipog,11450:up
glycosaminoglycan |GO:001g 52 511 50e_01 | Mamdc2,71738:down|Chst11,58250:down|Has2,15117:down|lgfL,16000:up
metabolic process 30203
aminoglycan GO:00 ) . .
biosynthetic process  |06023 5.29E-02|1.20E-01 |Chst11,58250:down|Has2,15117:down|lgf1,16000:up
cerebral cortex cell - |GO:0015 »qr 511 5001 |Fgfr1,14182:down|Egfr,13649:down|Cx3er1, 13051:down
migration 21795
natural killer cell GO:00 . . )
mediated cytotoxicity |42267 5.29E-02|1.20E-01 |Ceacaml,26365:up|Clec2d,93694:up|lgf2,16002:up
negative regulation of
tumor necrosis factor |GO:19 ) ) ) ) )
superfamily cytokine |03556 5.29E-02|1.20E-01 |Gas6,14456:uplErrfil,74155:down|Adipoq,11450:up
production
modification by host of GO:00
symbiont morphology 51851 5.29E-02|1.20E-01 |Ceacam1,26365:up|Ptx3,19288:up|Ccl4,20303:up
or physiology
glutathione metabolic |GO:00 ) ) )
Process 06749 5.29E-02|1.20E-01 |Ggt5,23887:up|Gstm1,14862:up|Gsttl,14871:up
immune complex GO:00 )
clearance 02434 5.33E-02|1.20E-01 |Ccl2,20296:up
positive regulation of GO:00
hepatocyte o |5.33E-02|1.20E-01 |Bmp4,12159:up
. . 70368
differentiation
negative regulation of |GO:00 . )
plasminogen activation|10757 5.33E-02|1.20E-01 |Serpine2,20720:up
regulation of serine GO'19
phosphorylation of 03261 5.33E-02|1.20E-01 |Ret,19713:up
STAT3 protein
single-organism GO:00 . )
reproductive behavior |44704 5.33E-02|1.20E-01 |Serpine2,20720:up
cellular response to GO'19
insulin-like growth - 15.33E-02|1.20E-01 |Igf1,16000:up
. 90314
factor stimulus
UMP biosynthetic |GO:0015 53¢ 4511 20E-01 |Ucke,80914:down
process 06222
Mullerian duct GO:00 )
regression 01880 5.33E-02|1.20E-01 |Bmprla,12166:down




cholangiocyte GO:19 )
apoptotic process 02488 5.33E-02|1.20E-01 |Igf1,16000:up
non-canonical Wnt
signaling pathway GO:00 )
involved in heart 61341 5.33E-02|1.20E-01 |Wnt5a,22418:down
development
pyrimidine
ribonucleoside GO:00
monophasphate 09173 5.33E-02|1.20E-01 |Uck2,80914:down
metabolic process
insulin receptor
signaling pathway via |GO:00 )
phosphatidylinositol 3- |38028 5.33E-02|1.20E-01 |1gf2,16002:up
kinase
vitamin D3 metabolic |GO:00|g 43¢ 1ol1 50_01 |Fgfr1, 14182:down
process 70640
negative regulation of G000
glomerular mesangial 721'25 5.33E-02|1.20E-01 |Bmp4,12159:up
cell proliferation
regulation of platelet- G000
derived growth factor 903.61 5.33E-02|1.20E-01 |Ptgs2,19225:down
production
;ﬁctfv‘v’:;’ge”ase fs%gf 5.336-02|1.20E-01 |Ptgs2,19225:down
Peyer's patch GO:00 .
morphogenesis 61146 5.33E-02|1.20E-01 |Ret,19713:up
glial cell-derived
neurotrophic factor1GO:001; 53¢ 511 20€-01 |Sulf1,240725:down
receptor signaling 35860
pathway
II.IUUUICILIUII Uy oSt Ul GOOO
lllllral+molecular 44868 5.33E-02|1.20E-01 |Ptx3,19288:up
positive regulation of
CDP-diacylglycerol- GO'19
serine O- o |5.33E-02|1.20E-01 |Serinc2,230779:down
. 04219
phosphatidyltransferas
e activity
hexitol metabolic GO:00
progess 06059 5.33E-02|1.20E-01 |Sord,20322:up
reydatuve reyulation Ul
low-density GO:00
lipoprotein particle 457'15 5.33E-02|1.20E-01 |Adipoq,11450:up
receptor biosynthetic
microglial cell GO:00
activation involved in 02282 5.33E-02|1.20E-01 |Cx3crl,13051:down
immune response
positive regulation of GO:00
vitamin D biosynthetic 60557 5.33E-02|1.20E-01 [Tnf,21926:up
process
pyrimidine
ribonucleoside GO:00
monophosphate 09174 5.33E-02|1.20E-01 |Uck2,80914:down
biosynthetic process
lpos'“"e regulation of | GO:19 5 5ap 4511 50E-01 |vegfa,22339:down
ymphangiogenesis 01492
activation of GO:00
membrane attack 019'05 5.33E-02|1.20E-01 |C3,12266:up
complex
olfactory pit GO:00 :
development 60166 5.33E-02|1.20E-01 |Aldhla3,56847:down
positive regulation of GO:00
vitamin D 24- ‘on |9-33E-02|1.20E-01 |Vdr,22337:down
- 10980
hydroxylase activity
... |GO:00 .
type lla hypersensitivity 01794 5.33E-02|1.20E-01 |C3,12266:up
L-cysteine metabolic  |GO:00 )
process 46439 5.33E-02|1.20E-01 [Cdo1,12583:up
apoptotic process GO:00
involved in outflow . |5.33E-02|1.20E-01 |Tgfb2,21808:down
) 03275
tract morphogenesis
regulation of G020
parathyroid hormone 00328 5.33E-02|1.20E-01 |Fgfrl,14182:down
secretion
regulation of activation GO:00
of membrane attack 01969 5.33E-02|1.20E-01 |C3,12266:up
complex
mesenchymal cell
proliferation involved |GO:00 )
in ureteric bud 72138 5.33E-02|1.20E-01 |Bmp4,12159:up

development




cellular response to

GO:00

temperature stimulus | 71502 5.33E-02{1.20E-01 |Htr2b,15559:down
positive regulation of  [{GO:00 ) ) .
type Il hypersensitivity |02894 5.33E-02|1.20E-01 |C3,12266:up
multi-organism GO:00 .
membrane fusion 44800 5.33E-02|1.20E-01 |Gas6,14456:up
regulation of G000
chondrocyte ‘o1 |5.33E-02|1.20E-01 |Fam101b,76566:down
61181
development
fusion of virus G000
membrane with host 19(564 5.33E-02|1.20E-01 |Gas6,14456:up
plasma membrane
postnatal olfactory G000
bulb interneuron 21827 5.33E-02|1.20E-01 |Fgfrl,14182:down
migration
transforming growth G000
factor beta receptor 071.81 5.33E-02|1.20E-01 |Tgfbr3,21814:up
complex assembly
positive regulation of G020
cAMP-dependent ‘o1 |5.33E-02|1.20E-01 |Adipoq,11450:up
o - 00481
protein kinase activity
specification of organ |GO:00 ) ) )
position 10159 5.33E-02|1.20E-01 |Bmp4,12159:up
negative regulation of GO'19
leukocyte tethering or 032'37 5.33E-02|1.20E-01 |Cxcl12,20315:up
rolling
negative regulation of GO:00
glomerulus '~ 715.33E-02|1.20E-01 |Bmp4,12159:up
90194
development
modulation by host of GO:00
symbiont catalytic '~r 15.33E-02|1.20E-01 |Ptx3,19288:up
L 52422
activity
mammary gland bud |GO:00 )
morphogenesis 60648 5.33E-02|1.20E-01 |Fgfr2,14183:up
positive regulation of
serine C- GO:19 . )
palmitoyltransferase 04222 5.33E-02|1.20E-01 |Serinc2,230779:down
activity
negative regulation of |GO:001y 53¢ 4511 20£_01 |Wnt5a,22418:down
synapse assembly 51964
metanephric GO:00
glomerular epithelium - 15.33E-02|1.20E-01 |Adipoq,11450:up
72244
development
regulation of
transforming growth  |GO:00 )
factor beta3 32910 5.33E-02|1.20E-01 |Cd24a,12484.down
production
Whnt signaling pathway GO:00
involved in digestive '~ |5.33E-02|1.20E-01 |Wnt5a,22418:down
; 44333
tract morphogenesis
Whnt signaling GO:00
pathway, calcium '~ |5.33E-02|1.20E-01 |Wnt5a,22418:down
; 07223
modulating pathway
positive regulation of
inorganic anion GO:19 )
transmembrane 03797 5.33E-02|1.20E-01 |Fxyd1,56188:up
transport
regulation of retinal GO:00
ganglion cell axon —a |5.33E-02|1.20E-01 |Vegfa,22339:down
. 90259
guidance
transforming growth GO:00
factor beta3 ~—|5.33E-02|1.20E-01 |Cd24a,12484:down
: 32907
production
extracellular GO:00
polysaccharide -~ |5.33E-02|1.20E-01 |Has2,15117:down
) . 45226
biosynthetic process
positive regulation of GO'19
keratinocyte apoptotic 021'74 5.33E-02|1.20E-01 |[Sfrp4,20379:up
process
regulation of apoptotic
process involved in GO:19 )
outflow tract 02256 5.33E-02|1.20E-01 |Tgfb2,21808:down
morphogenesis
extracellular GO:00
polysaccharide _a |5.33E-02|1.20E-01 |Has2,15117:down
. 46379
metabolic process
regulation of chronic GO:00
inflammatory response 02374 5.33E-02|1.20E-01 |Tnf,21926:up

to antigenic stimulus




positive regulation of

GO:00

type lla hypersensitivity| 01798 5.33E-02|1.20E-01 |C3,12266:up
positive regulation of G000
integrin biosynthetic 457'26 5.33E-02|1.20E-01 |Tgfb2,21808:down
process
negative regulation of GO'19
cholangiocyte ‘5 |5.33E-02|1.20E-01 |Igf1,16000:up
. 04193
apoptotic process
planar cell polarity G000
pathway involved in ~|5.33E-02|1.20E-01 |Wnt5a,22418:down
. |61346
heart morphogenesis
prostate gland stromal {GO:00 ) ) )
morphogenesis 60741 5.33E-02|1.20E-01 |Igf1,16000:up
modulation of catalytic
activity in other GO:00 )
organism involved in  |52203 5.33E-02|1.20E-01 |Ptx3,19288:up
symbiotic interaction
L-cysteine catabolic GO:00 )
process 19448 5.33E-02|1.20E-01 |Cdol,12583:up
positive regulation of
cell proliferation by
VEGF-activated GO:00 )
platelet derived growth|38091 5.33E-02|1.20E-01 |Vegfa,22339:down
factor receptor
signaling pathway
regulation of GO:00 B B .
osteoclast proliferation {90289 5.33£-02|1.20E-01 | Grem1,23892:up
prostate epithelial cord |GO:00 )
elongation 60523 5.33E-02|1.20E-01 |Fgfr2,14183:up
positive regulation of |GO:00 )
catagen 51795 5.33E-02|1.20E-01 |Tgfb2,21808:down
positive regulation of GO:00
cell-cell adhesion ‘~a|5.33E-02|1.20E-01 |Cd24a,12484:down
. ; . 33634
mediated by integrin
positive regulation of
epithelial cell GO:20 . )
differentiation involved 00698 |>>3E~02|1-208-01 |Adipog,11450:up
in kidney development
negative regulation of GO:00
cardiac muscle . ~|5.33E-02|1.20E-01 |Errfil,74155:down
X 10616
adaptation
regulation of GO'19
cholangiocyte '~ 15.33E-02|1.20E-01 |Igf1,16000:up
. 04192
apoptotic process
regulation of cytotoxic |GO:00 )
T cell differentiation 45583 5.33E-02|1.20E-01 |Tnfsf9,21950:up
regulation of _|GO191g a3 0|120E-01 |Has2,15117:down
monocyte aggregation 00623
platelet-derived GO:00
growth factor -~ |5.33E-02|1.20E-01 |Ptgs2,19225:down
. 90360
production
ureter urothelium GO:00 )
development 79190 5.33E-02|1.20E-01 |Bmp4,12159:up
striatal medium spiny |GO:00 .
neuron differentiation |21773 5.33E-02|1.20E-01 |Inhba,16323:down
positive regulation of
transcription from RNA
polymerase Il GO:20 )
promoter involved in |00721 5.33E-02|1.20E-01 [Npnt,114249:up
smooth muscle cell
differentiation
deltoid tuberosity GO:00 )
development 35993 5.33E-02|1.20E-01 |Bmp4,12159:up
positive regulation of GO:00
vitamin metabolic 461-36 5.33E-02|1.20E-01 |Tnf,21926:up
process
regulation of vitamin D |GO:00 )
24-hydroxylase activity | 10979 5.33E-02|1.20E-01 |Vdr,22337:down
cerebral cortex
tangential migration  |GO:00 )
using cell-cell 21823 5.33E-02|1.20E-01 |Fgfr1,14182:down
interactions
regulation of GO'19
endothelial tube 015'09 5.33E-02{1.20E-01 |Adamts12,239337:down
morphogenesis
mesenchymal stem cell |GO:00 )
proliferation 97168 5.33E-02|1.20E-01 |Bmp4,12159:up
positive regulation of GO:00
interleukin-18 327'41 5.33E-02|1.20E-01 |Tnf,21926:up

production




cysteine catabolic GO:00 ) ) )
process 09093 5.33E-02|1.20E-01 |Cdol,12583:up
... |GO:00 .
type Il hypersensitivity 5.33E-02|1.20E-01 |C3,12266:up
02445
regulation of cell
proliferation involved |GO:19 .
in outflow tract 01963 5.33E-02|1.20E-01 |Bmp4,12159:up
morphogenesis
negative regulation of
Whnt signaling pathway G020
involved in =~ 15.33E-02|1.20E-01 |[Sfrp1,20377:up
) 00054
dorsal/ventral axis
specification
protein kinase D GO:00 ) ) )
signaling 89700 5.33E-02|1.20E-01 |Vegfa,22339:down
regulation of type lla  [GO:00 ) ) .
hypersensitivity 01796 5.33E-02|1.20E-01 |C3,12266:up
UMP metabolic G000\ 5 336 02[1.20E-01 |Ucke,80914:down
process 46049
cardiac right atrium - 1GO00|¢ 25¢ 0511 50e_01 | Wnt5a,22418:down
morphogenesis 03213
chemorepulsion of - 1GO00|5 53¢ 05l1 50e_01 | wnt5a,22418:down
axon 61643
membrane fusion G000
involved in viral entry o |5.33E-02(1.20E-01 |Gas6,14456:up
. 39663
into host cell
polyprenol catabolic | GO:0015 5ac 6511 50E_01 [Akric18,105349:up
process 16095
epicardial cell to GO:00
mesenchymal cell '~ 15.33E-02|1.20E-01 |Tgfbr3,21814:up
. 03347
transition
positive regulation of
production of miRNAs |GO:19 )
involved in gene 03800 5.33E-02|1.20E-01 |Egfr,13649:down
silencing by miRNA
oligodendrocyte GO:00 .
apoptotic process 97252 5.33E-02|1.20E-01 |Gas6,14456:up
regulation of type Il GO:00 .
hypersensitivity 02892 5.33E-02|1.20E-01 |C3,12266:up
positive regulation of GO:00
cytotoxic T cell o 19-33E-02|1.20E-01 |Tnfsf9,21950:up
! - 45585
differentiation
. GO:00 .
pilomotor reflex 97195 5.33E-02|1.20E-01 |Npnt,114249:up
3'-phosphoadenosine GO:00
5'-phosphosulfate ‘-~ |5.33E-02|1.20E-01 |Enppl,18605:down
; 50427
metabolic process
chronic inflammatory GO:00
response to antigenic ‘oo |5.33E-02|1.20E-01 |Tnf,21926:up
. 02439
stimulus
positive regulation of GO'19
superoxide dismutase - 15.33E-02|1.20E-01 |Tnf,21926:up
- 01671
activity
positive regulation of |GO:191y 43¢ 4511 50E_01 |Has2,15117:down
monocyte aggregation 00625
substrate-dependent
cell migration, cell GO:00 )
attachment o 06931 5.33E-02|1.20E-01 |Tnfrsf12a,27279:down
substrate
positive regulation of
calcidiol 1- GO:00 )
monooxygenase 60559 5.33E-02|1.20E-01 [Tnf,21926:up
activity
regulation of CDP-
diacylglycerol-serine GO'19
O- - 15.33E-02|1.20E-01 |Serinc2,230779:down
. 04217
phosphatidyltransferas
e activity
regulation of GO:00
isoprenoid metabolic 197'47 5.33E-02|1.20E-01 [Akr1c18,105349:up
process
VEGF-activated
platelet-derived GO:00 )
growth factor receptor 38086 5.33E-02|1.20E-01 |Vegfa,22339:down
signaling pathway
platelet-derived
growth factor GO:00 . )
receptor-alpha 35790 5.33E-02|1.20E-01 |Adipoq,11450:up

signaling pathway




positive regulation of

GO:00

Fstl3,83554:downllcel,218333:down|Epasl,13819:up|Lyl1,17095:up|Sdpr,20324:down|Trf,22041:up|Wnt5
a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3l1,
26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Rasl11a,68895:up|inhba,16323:down|Ccl3,20302:up|Vdr,223

RNA metabolic process|51254 5.45£-02(1.22-01 37:.down|Vegfa,22339:down|lgf2,16002:up|Slc40al1,53945:up|Tnf,21926:up|Pparg,19016:up|Glplr,14652:d
own|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:u
pINpnt,114249:up

endothelial cell GO:00 . .

chemotaxis 35767 5.46E-02|1.22E-01 |Fgfrl,14182:down|Vegfa,22339:down

trachea development g&gg 5.46E-02|1.22E-01 |Rspo2,239405:up|Bmp4,12159:up

smooth muscle tissue |GO:00 . .

development 48745 5.46E-02|1.22E-01 |Col3al,12825:down|Bmp4,12159:up

thymocyte apoptotic  |GO:00|5 yae 1ol1 29E_01 |Wnitsa,22418:down|Bmp4,12159:up

process 70242

positive regulation of G000

interleukin-1 beta 327'31 5.46E-02|1.22E-01 |Wntb5a,22418:down|Ccl3,20302:up

production

cell surface receptor

signaling pathway GO:00 B B . .

involved in heart 61311 5.46E-02|1.22E-01 |Wnt5a,22418:down|Bmp4,12159:up

development

positive regulation of

transforming growth  |GO:00 ) )

factor beta receptor 30511 5.46E-02|1.22E-01 |Tgfbr3,21814:up|Npnt,114249:up

signaling pathway

positive regulation of GO:00

monooxygenase 327'70 5.46E-02|1.22E-01 |Htr2b,15559:down|Tnf,21926:up

activity

cellular response to GO:00 ' ) ) )

interferon-beta 35458 5.46E-02|1.22E-01 |Ifit1,15957:up|lfit3,15959:up

positive regulation of

cellular response to GO:19 . .

transforming growth |03846 5.46E-02|1.22E-01 |Tgfbr3,21814:up|Npnt,114249:up

factor beta stimulus

negative adaptation of |GO00| 5 yoe 6511 29E_01 |Hir2b, 15559:down|Adm, 11535:up

signaling pathway 22401

desensitization of G-

protein coupled CO00| 5 46k _0|1.226-01 |Hir2b, 15559:down|Adm 11535:up

receptor protein 02029

signaling pathway

_— .. |GO:00 . .

definitive hemopoiesis 60216 5.46E-02|1.22E-01 |Lyl1,17095:up|Tgfbr3,21814:up

modulation by virus of GO:00

host morphology or 19648 5.46E-02|1.22E-01 |Ceacam1,26365:up|Cd4,12504:up

physiology

immunoglobulin GO:00 . .

secretion 48305 5.46E-02|1.22E-01 [Ceacam1,26365:up|Tnf,21926:up

calcineurin-NFAT GO:00 . )

signaling cascade 33173 5.46E-02|1.22E-01 |Lmcd1,30937:up|lgfl,16000:up

cofactor catabolic  |GO001g yae 0ol1 29E_01 |Hmox1,15368:up|Blvrb,233016:up

process 51187

negative regulation of |GO:00 ) )

organic acid transport 32891 5.46E-02|1.22E-01 [Tnf,21926:up|ll1rn,16181:up

cellular nitrogen . . . . . . .

compound catabolic GO:00 551E-0201 236201 Hmox1,15368:up|Enpp5,83965:up|lgfl,16000:up|Hal,15109:up|Htr2a,15558:down|lgfbp3,16009:up|Blvrb,

pl‘OCZSS 44270 ™ ' 233016:up|Enppl,18605:down|Enpp3,209558:down

reyuiation ol

symbiosis, . . . . . . . .

encompassing GO:00 5.51F-02|1.236-01 Tnf,?192§.up|meq1,30937.up|Ptx’o’.,19288.up|SIp|,20568.up|Ccl4,20303.up|Ceacaml,26365.up|0asl1,231

" 43903 655:up|lfitl,15957:up|Oas3,246727:up

mutualism through

naraciticm
Adm,11535:up|Hpgd,15446:up|inhba,16323:down|Gjb5,14622:down|Ednrb,13618:up|Plat,18791:down|Ep

GO:00 as1,13819:up|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:u
reproductive process 224'14 5.55E-02|1.24E-01 |p|Pparg,19016:up|Akrlc18,105349:up|Egfr,13649:down|Alpl,11647:up|Sfrp1,20377:up|Sulfl,240725:down
|Wntba,22418:down|Bmprla,12166:down|Ptgs2,19225:down|Bmp4,12159:up|lgfl,16000:up|Sfrp2,20319:

up|Tnc,21923:down|Fgfr2,14183:up|Kitl,17311:up
Adm,11535:up|Hpgd,15446:up|inhba,16323:down|Gjb5,14622:down|Ednrb,13618:up|Plat,18791.down|Ep
GO:00 as1,13819:up|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:u
reproduction 000'03 5.55E-02|1.24E-01 |p|Pparg,19016:up|Akrlc18,105349:up|Egfr,13649:down|Alpl,11647:up|Sfrp1,20377:up|Sulfl,240725:down
|Wnt5a,22418:down|Bmprla,12166:down|Ptgs2,19225:down|Bmp4,12159:up|lgfl,16000:up|Sfrp2,20319:

up|Tnc,21923:down|Fgfr2,14183:up|Kitl,17311:up

regulation of peptide |GO:00 5.56E-0201 24E-01 Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|P

transport 90087 |~ ' tgs2,19225:down|Grem1,23892:up

GO:00 B B Tnf,21926:up|Glplr,14652:down|Hmox1,15368:up|Ccl12,20293:up|Ccl3,20302:up|lgf1,16000:up|Crlf1,129
neuron death 70097 >0 7E-02|1.24E-01 |51 {0\ nVegfa,22339-down|Tgfb2,21808:down|Mt1,17748:up

hormone biosynthetic |GO:00 ) . )

process 12446 5.57E-02|1.24E-01 |Akrlc18,105349:up|lgf2,16002:up|lgfl,16000:up

positive regulation of  [{GO:00 . . .

calcium ion import 90280 5.57E-02|1.24E-01 |Cxcl12,20315:up|Ccl12,20293:up|Stc1,20855:up

negative regulation of |GO:00 ) ) )

JAK-STAT cascade 16426 5.57E-02|1.24E-01 |FIrt2,399558:down|Lrrc15,74488:down|Aspn,66695:down




catecholamine GO:00 . . .
secretion 50432 5.57E-02|1.24E-01 |Cxcl12,20315:up|Htr2a,15558:down|Sncg,20618:up
regulation of mitotic  |GO:00 . . . . .
nuclear division 07088 5.59E-02|1.25E-01 |Tnf,21926:up|lgf2,16002:up|Fgfr2,14183:up|lgfl,16000:up|Bmp4,12159:up
negative regulation of |GO:19 Glp1r,14652:down|Crlf1,12931:down|Hmox1,15368:up|Vegfa,22339:down|Ccl12,20293:up|Mt1,17748:up|!
5.62E-02|1.25E-01 )
neuron death 01215 gf1,16000:up
metanephros GO:00 ) ) ) . )
development 01656 5.69E-02|1.27E-01 |Ret,19713:up|Grem1,23892:up|Bmp4,12159:up|Adipoq,11450:up
JAK-STAT cascade g%gg 5.80E-02|1.29E-01 |FIrt2,399558:down|Crif1,12931:down|Ret, 19713:up|Lrrc15,74488:down|Aspn,66695:down|igf1,16000:up
interleukin-1beta | GO:00|5 ger 6511 30E-01 |Wnit5a,22418:down|Errfi1,74155:down|Ccl3,20302:up
production 32611
natural killer cell GO:00 ) ) )
mediated immunity 02228 5.86E-02|1.30E-01 |Ceacam1,26365:up|Clec2d,93694:up|lgf2,16002:up
negative regulation of [{GO:00 ) ) ) ) )
T cell proliferation 42130 5.86E-02|1.30E-01 |Ceacaml1,26365:up|Cd24a,12484:down|Bmp4,12159:up
labyrinthine layer GO:00 ) . ) )
development 60711 5.86E-02|1.30E-01 |Adm,11535:up|Gjb5,14622:down|Fgfr2,14183:up
negative regulation of G000
|-kappaB kinase/NF- 431'24 5.86E-02|1.30E-01 |Clqgtnf3,81799:down|ll1rl1,17082:down|Adipoqg,11450:up
kappaB signaling
reyuiation ol
Eeﬁxek;‘ifgipec'f'c GO:00|. oo oly a0e o1 |TNF:21926:Up|Pparg 19016:up|Gas6,14456:up|Hmox1,15368:up|Wnt5a, 22418 down| Tgfbr3, 21814:up|Sfrp
Inding 51090 |™ ' 4,20379:up|Grem1,23892:up|Vegfa,22339:down|Plpp3,67916:up
transcription factor
activitys
negative regulation of |GO:00 5876-02/1.30E-01 P1k2,20620:down|Egfr,13649:down|Hpgd,15446:up|inhba,16323:down|Susd2,71733:up|Ptgs2,19225:dow
cell cycle 45786 | ' n|Bmp4,12159:up|Nabpl,109019:down|Tgfb2,21808:down|Fgfr2,14183:up
catechol-containing GO:00
compound .~ |5.93E-02|1.31E-01 |Tgfb2,21808:down|Epasl,13819:up
; . 09713
biosynthetic process
regulation of protein G020
localization to cell 00608 5.93E-02|1.31E-01 |Tnf,21926:up|Gpm6b,14758:up
surface
heparan sulfate GO:00
proteoglycan 302'01 5.93E-02|1.31E-01 |Sulf1,240725:down|Hpse,15442:up
metabolic process
negative regulation of |GO:00 ) .
glucose transport 10829 5.93E-02|1.31E-01 |Tnf,21926:up|Enppl,18605:down
physiological cardiac  |GO:00 . ) )
muscle hypertrophy 03301 5.93E-02|1.31E-01 |Wisp1,22402:down|lgf1,16000:up
regulation of cell GO:19 ) )
maturation 03429 5.93E-02|1.31E-01 |Ret,19713:up|Ednrb,13618:up
regulation of cGMP | GO:001 5 o3¢ 651 3901 |Wit5a,22418:down|Vegfa,22339:down
metabolic process 30823
catecholamine GO:00 ) )
biosynthetic process | 42423 |5 98E-02[131E-01 Tgfb2,21808:down|Epasl,13819:up
cell growth involved in GO:00
cardiac muscle cell 61649 5.93E-02|1.31E-01 |Wisp1,22402:down|lgfl,16000:up
development
antibacterial humoral |GO:00 . . )
response 19731 5.93E-02|1.31E-01 |Adm,11535:up|Slpi,20568:up
physiological muscle |GO:00 . ) )
hypertrophy 03298 5.93E-02|1.31E-01 |Wisp1,22402:down|lgfl,16000:up
organ regeneration Sﬁgg 5.93E-02|1.31E-01 |Cxcl12,20315:up|Hmox1,15368:up
regulation of smooth GO:00
muscle cell ‘o 15.93E-02|1.31E-01 |Fgfr2,14183:up|Bmp4,12159:up
X = 51150
differentiation
glycerolipid GO:00 . . . . .
biosynthetic process  |45017 5.94E-02|1.31E-01 |Htr2b,15559:down|Fabp5,16592:up|Lpl,16956:up|Htr2a,15558:down|C3,12266:up
response to oxidative |GO:00 6.07E-02/1.346-01 Tnf,21926:up|Akrlc18,105349:up|Hp,15439:up|Hmox1,15368:up|Ptgs2,19225:down|Epasl,13819:up|Bmp
stress 06979 | ' 4,12159:up|Adipoq,11450:up|Pxdn,69675:down|Mmp2,17390:down
regulation of DNA GO:20 ) ) } ) )
biosynthetic process 00278 6.12E-02|1.35E-01 |Ankrd1,107765:down|Pparg,19016:up|Grem1,23892:up|Adipoq,11450:up
neuroepithelial cell GO:00 ) ) ) . )
differentiation 60563 6.12E-02|1.35E-01 |Fgfrl,14182:down|Mcoln3,171166:up|Ednrb,13618:up|Kitl,17311:up
epidermal growth GO:00
factor receptor 071'73 6.12E-02|1.35E-01 |Ceacam1,26365:up|Egfr,13649:down|Efempl,216616:up|Errfil,74155:down
signaling pathway
cyclic-nucleotide- GO:00 ) . ) )
mediated signaling 19935 6.15E-02|1.35E-01 |Glplr,14652:down|Ptgir,19222:up|Ednrb,13618:up
interaction with GO:00 ) i )
symbiont 51702 6.15E-02|1.35E-01 |Ceacam1,26365:up|Ptx3,19288:up|Ccl4,20303:up
glandular epithelial cell |GO:00 ) ) )
differentiation 02067 |6-15E-02|1.35E-01 |Wnt5a,22418:down|Fgfr2,14183:up|Bmp4,12159:up
catechol-containing GO:00
compound metabolic 097'12 6.15E-02|1.35E-01 |Tgfb2,21808:down|Maob,109731:up|Epasl,13819:up
process
epithelial cell GO:00 ) . )
morphogenesis 03382 6.15E-02|1.35E-01 |Stc1,20855:up|Grem1,23892:up|Bmp4,12159:up




regulation of GO0 6 456 021.356-01 |Fgfr1,14182:down|C1qtnf3,81799:down|inhba 16323:down
endocrine process 44060
catecholamine GO:00 . . .
metabolic process 06584 6.15E-02|1.35E-01 |Tgfb2,21808:down|Maob,109731:up|Epasl,13819:up
heterocycle catabolic  |GO:00 6.16E-02/1.356-01 Hmox1,15368:up|Enpp5,83965:up|lgfl,16000:up|Hal,15109:up|Htr2a,15558:down|Igfbp3,16009:up|Blvrb,
process 46700 | ' 233016:up|Enppl,18605:down|Enpp3,209558:down
camera-type eye GO:00 6.276-0211.386-01 Egfr,13649:down|Inhba,16323:down|Aldh1a2,19378:up|Col8al,12837:down|Ninj1,18081:up|Bmp4,12159:
development 43010~ ' up|Vegfa,22339:down|Aldh1a3,56847:down|Fgfr2,14183:up
Icel1,218333:down|Ccl2,20296:up|Mmp13,17386:up|Ankrd1,107765:down|Gpm6b,14758:up|Clecdn,5662
0:up|Postn,50706:down|Akr1c18,105349:up|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down
establishment of G000 |111rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|ll1rl1,17082:down]|Cle
rotein localization 451.84 6.27E-02|1.38E-01 |cde,56619:up|Htr2b,15559:down|Ccl3,20302:up|Lrrc15,74488:down|Kdelr3,105785:down|Tnf,21926:up|Pp
P arg,19016:up|Gas6,14456:up|Glplr,14652:down|Egfr,13649:down|Sfrp1,20377:up|Lpl,16956:up|Sec23a,20
334:down|C1qgtnf3,81799:down|Tfrc,22042:up|Ptgs2,19225:down|Sncg,20618:up|Grem1,23892:up|Ceaca
m1,26365:up|Sfrp2,20319:up|Npnt,114249:up
calcium ion . . . . . .
transmembrane GO:00 6.28E-02/1.386-01 H.ter,15559.dowr‘1|Ga56,14456.up|GIplr,14652.down|Tgfb2,21808.down|Htr2a,15558.down|SlOOa1,2019
70588 3:up|Bmp4,12159:up
transport
pLsItve Teyuldation Ul
seguence-specific . . . . . ) .
DNA binding GO:00 6.28E-02/1.386-01 Tnf,21926.up|Pparg,19016.up|Wnt5a,22418.down|Vegfa,22339.down|Tgfbr3,21814.up|Plpp3,67916.up|G
S 51091 rem1,23892:up
transcription factor
activitys
positive regulation of G000
myeloid cell 45639 6.35E-02|1.39E-01 |Tnf,21926:up|Inhba,16323:down|Ccl3,20302:up|Kitl,17311:up
differentiation
muscle adaptation %0588 6.35E-02|1.39E-01 |Lmcd1,30937:up|Wispl,22402:down|Errfil,74155:down|lgfl,16000:up
cell maturation 580428 6.41E-02|1.40E-01 |Pparg,19016:up|Fgfrl,14182:down|Ret,19713:up|Vegfa,22339:down|Ednrb,13618:up|Epas1,13819:up
positive regulation of GO:00
collagen biosynthetic 32§67 6.42E-02|1.40E-01 |Ccl2,20296:up|Bmp4,12159:up
process
reflex g(%gg 6.42E-02|1.40E-01 |Aldh1a3,56847:down|Npnt,114249:up
positive regulation of T60:201g 4560511 408-01 |Cxel12,20815:up|Wnt5a,22418:down
cell migration 00406
substrate-dependent | GO:001g 1o 0511 40€-01 |Tnfrsf12a,27279:down|Fgfr1 14182:down
cell migration 06929
regulation of cellular  |GO:00 . .
extravasation 02691 6.42E-02|1.40E-01 |Cxcl12,20315:up|Ccl2,20296:up
type B pancreatic cell |GO:00 ) .
differentiation 03309 6.42E-02|1.40E-01 |Wnt5a,22418:down|Bmp4,12159:up
regulation of pri-
miRNA transcription  |GO:19 . )
from RNA polymerase |02893 6.42E-02|1.40E-01 |Bmprla,12166:down|Bmp4,12159:up
Il promoter
positive regulation of GO:00
cardiac muscle .~ |6.42E-02|1.40E-01 |Wispl,22402:down|lgfl,16000:up
10613
hypertrophy
androgen metabolic  |GO:001¢ 4oe ol1 40E_01 |Akr1c18,105349:up|Adm,11535:up
process 08209
adaptation of signaling |GO:00 ) .
pathway 23058 6.42E-02|1.40E-01 |Htr2b,15559:down|Adm,11535:up
positive regulation of |GO:00 . ) )
muscle hypertrophy 14742 6.42E-02|1.40E-01 |Wisp1,22402:down|lgf1,16000:up
embryonic GO:00 ) ) )
hemopoiesis 35162 6.42E-02|1.40E-01 |Vegfa,22339:down|Kitl,17311:up
heart formation g(%fg 6.42E-02|1.40E-01 |Bmprla,12166:down|Bmp4,12159:up
regulation of catenin  [GO:00 . .
importinto nucleus | 35412 |6-42-02|140E-01 Sfrp2,20319:up|Egfr,13649:down
organ induction gggg 6.42E-02|1.40E-01 |Fgfrl,14182:down|Bmp4,12159:up
pericardium GO:00 ) i
development 60039 6.42E-02|1.40E-01 |Wnt5a,22418:down|Tgfbr3,21814:up
positive regulation of GO:00
synaptic transmission, 51968 6.42E-02|1.40E-01 |Egfr,13649:down|Ptgs2,19225:down
glutamatergic
atrioventricular valve  |GO:00 ) )
development 03171 6.42E-02|1.40E-01 |Tgfb2,21808:down|Bmprla,12166:down
glandular epithelial cell |GO:00 ) )
development 02068 6.42E-02|1.40E-01 |Wnt5a,22418:down|Bmp4,12159:up
GO:00 Tnf,21926:up|Gas6,14456:up|Akrlc18,105349:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:d
protein targeting 06605 6.44E-02|1.40E-01 |own|Ccl2,20296:up|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:u
p|Sfrp2,20319:up|Tgfb2,21808:down
regulation of alcohol |GO:19 ) ) )
biosynthetic process 02930 6.45E-02|1.40E-01 |Vdr,22337:down|Tnf,21926:up|Akrlc18,105349:up
negative regulation of GO'19
cellular protein 03328 6.48E-02|1.41E-01 [Gas6,14456:up|Gpm6b,14758:up|C1qtnf3,81799:down|Lrrcl5,74488:down|Adipoq,11450:up

localization




. . GO:00 Tnf,21926:up|Pparg,19016:up|Fxyd1,56188:up|ll1rn,16181:up|Serinc2,230779:down|Fam132b,227358:do
organic acid transport |, 5 |6.538-02({1.42E-01 | i 14 3793-0/SIc16a4,229699-down
alpha-amino acid GO:19 6.56E-0211 42601 P4hal,18451:down|Ddah1,69219:down|Gatm,67092:down|Gfpt2,14584:down|Serinc2,230779:down|Hal,1
metabolic process 01605 |~ ' 5109:up|Cdo1,12583:up
regulation of
gfé‘fljf;g”m‘gtabo“tes fﬁ'gg 6.57E-02|1.426-01 |Htr2a,15558:down|Enpp1,18605:down|ig2,16002:upligf1,16000:up
and energy
: . GO:00 Tnf,21926:up|Pparg,19016:up|C3,12266:up|Plat,18791:down|Serpinh1,12406:down|Ctla2a,13024:down|Se
protein maturation | yq,|6.618-02)1.43E-01 |\ 115958 p|Serpine2,20720:up|F3,14066:up
Htr2b,15559:down|Hpgd,15446:up|Aoah,27052:up|Aldh1a2,19378:up|C3,12266:up|Fabp4,11770:up|Fam
cellular lipid metabolic |GO:00 6.62E-02|1.436-01 132b,227358:down|Htr2a,15558:down|Pparg,19016:up|Ggt5,23887:up|Akrlc18,105349:up|Fabp5,16592:
process 44255 |~ ' up|Lpl,16956:up|Ptgs2,19225:down|Serinc2,230779:down|Adipoq,11450:up|Crabp2,12904:down|Aldh1a3
,56847:down|Prkar2b,19088:up|Plpp3,67916:up
neuron apoptotic GO:00 6.656-0211.44E-01 Tnf,21926:up|Glplr,14652:down|Hmox1,15368:up|Ccl12,20293:up|Ccl3,20302:up|Crlf1,12931:down|Tgfb2
process 51402 |~ ’ ,21808:down|Mt1,17748:up
defense response to  |GO:00 6.70E-0211.44E-01 Adamts4,240913:down|Tnf,21926:up|Adm,11535:up|Hp,15439:up|Cd4,12504:up|Slpi,20568:up|Clecde,56
bacterium 42742 |~ ’ 619:up
Ednrb,13618:up|Epasl,13819:up|Shroom4,208431:down|Htr2a,15558:down|Cx3crl1,13051:down|Serpine2
neurological system GO:00 6.756-02|1.44E-01 ,20720:up|lgf2,16002:up|Tnf,21926:up|PIk2,20620:down|Trf,22041:up|Glplr,14652:down|Col1lal,12814:d
process 50877 |~ ’ own|Egfr,13649:down|Fgfrl,14182:down|Ncam1,17967:down|Mme,17380:up|Ptgs2,19225:down|ll1rn,161
81:up]lgfl,16000:up|Mcoln3,171166:up|Aldh1a3,56847:down|Prkar2b,19088:up
Ez't's:]aer response to 8105512 6.76E-02|1.44E-01 |Gas6,14456:up|Postn,50706:down|Bmp4,12159:up
gz't':t')f)rnia:r’gfefirate i%?g 6.76E-02|1.44E-01 |Sord,20322:up|Htr2a,15558:downIgfL,16000:up
macrophage activation S;.lfg 6.76E-02|1.44E-01 |Wnt5a,22418:down|Cx3crl,13051:down|ll1rl1,17082:down
regulation of GO:00
interleukin-8 32677 6.76E-02|1.44E-01 |Tnf,21926:up|Wnt5a,22418:down|Adipoq,11450:up
production
establishment of GO:00 Tnf,21926:up|Gas6,14456:up|Akrlc18,105349:up|Egfr,13649:down|C1qtnf3,81799:down|Bmprla,12166:d
protein localization to 725'94 6.84E-02|1.44E-01 |own|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1,26365:up|Sfrp2,20319:
organelle up|Tgfb2,21808:down
cellular response to - 1GO:0016 g6e 511 44£-01 |Ankrd1,107765:down|Tnf,21926:up|Mrc1,17533:up|Cel2,20296:up|Ccl12,20293:up
lipopolysaccharide 71222
g:geargz'l';'ar matrix g\%gg 6.93E-02|1.44E-01 |Gpm6b,14758:up|Has2,15117:down
iﬁ;’r‘]’;‘égc nuclear S(%gg 6.93E-02|1.44E-01 |Cd24a,12484:down|igfbp3,16009:up
response to X-ray f(?igg 6.93E-02|1.44E-01 |Sfrp2,20319:up|Sfrp1,20377:up
copulation 570628 6.93E-02|1.44E-01 |Serpine2,20720:up|Ednrb,13618:up
positive regulation of GO:00
collagen metabolic 107'14 6.93E-02|1.44E-01 |Ccl2,20296:up|Bmp4,12159:up
process
regulation of GO:00
superoxide metabolic 903'22 6.93E-02|1.44E-01 |Tnf,21926:up|Egfr,13649:down
process
cellular component
disassembly involved |GO:00 ) )
in execution phase of 06921 6.93E-02|1.44E-01 |Cd24a,12484:down|lgfbp3,16009:up
apoptosis
cellular zinc ion GO:00
homeostasis 06882 6.93E-02|1.44E-01 |Mt2,17750:up|Mt1,17748:up
catenin import into g&ff 6.93E-02|1.44E-01 [Sfrp2,20319:up|Egfr.13649:down
metanephric GO:00
mesenchymal cell 357-89 7.04E-02|1.44E-01 |Adipoqg,11450:up
migration
reguidation Ol
branching involved in
salivary gland GO:00 )
morphogenesis by 60665 7.04E-02|1.44E-01 |Fgfrl,14182:down
mesenchymal-
erithelphsigring o= =500
l,mk;ifj. mannose 44845 7.04E-02|1.44E-01 |Sdf211,64136:up
negative regulation of GO:00
neurotransmitter ‘o4 | 7.04E-02|1.44E-01 |Gpm6b,14758:up
51581
uptake
regulation of cardiac GO'19
muscle hypertrophy in 032'42 7.04E-02|1.44E-01 |Errfil,74155:down
response to stress
negative regulation of |GO:00 )
B cell differentiation 45578 7.04E-02|1.44E-01 |Sfrp1,20377:up
positive regulation of GO:00
melanocyte 45636 7.04E-02|1.44E-01 |Kitl,17311:up

differentiation




positive regulation of

sodium ion export CO19 7.04E-02|1.44E-01 |Fxyd1,56188:up
03278
from cell
protection from G000
natural killer cell _~|7.04E-02|1.44E-01 |Clec2d,93694:up
. L 42270
mediated cytotoxicity
modification by host of G000
symbiont molecular ‘o |7.04E-02|1.44E-01 |Ptx3,19288:up
; 52428
function
negative regulation of [{GO:00 ) ) )
cholesterol storage 10887 7.04E-02|1.44E-01 |Pparg,19016:up
cell wall G000
macromolecule - |7.04E-02|1.44E-01 |Sdf211,64136:up
. - 44038
biosynthetic process
negative regulation of [{GO:00 ) ) )
serotonin uptake 51612 7.04E-02|1.44E-01 |Gpm6b,14758:up
positive regulation of [GO:00 ) ) )
hair follicle maturation 48818 7.04E-02|1.44E-01 |Tgfb2,21808:down
positive regulation of [GO:19 ) ) )
DNA catabolic process 03626 7.04E-02|1.44E-01 |Igfbp3,16009:up
axis elongation G000
involved in o |7.04E-02|1.44E-01 |[Sfrp1,20377:up
. . 90245
somitogenesis
regulation of serine C- GO'19
palmitoyltransferase - |7.04E-02|1.44E-01 |Serinc2,230779:down
o 04220
activity
regulation of GO:00
dermatome ‘on | 7.04E-02|1.44E-01 |Sfrp2,20319:up
61183
development
fJUbILIVC nguIdLIUII Ul
oligodendrocyte GO:00 .
progenitor 70447 7.04E-02|1.44E-01 |Trf,22041:up
nralifaratinn
ascending aorta GO:00 )
morphogenesis 35910 7.04E-02|1.44E-01 |Tgfb2,21808:down
cytotoxic T cell GO:00 )
differentiation 45065 7.04E-02|1.44E-01 |Tnfsf9,21950:up
regulation of mast cell |GO:00 . )
proliferation 70666 7.04E-02|1.44E-01 |Kitl,17311:up
tendon cell GO:00 )
differentiation 35990 7.04E-02|1.44E-01 |Bmp4,12159:up
sodium-dependent GO:00 )
phosphate transport |44341 7.04E-02|1.44E-01 |Sfrp4,20379:up
trachea cartilage GO:00 )
morphogenesis 60535 7.04E-02|1.44E-01 |Rspo2,239405:up
regulation of sodium |GO:19 )
ion export 03273 7.04E-02|1.44E-01 |Fxyd1,56188:up
negative regulation of |GO:00 )
neuron maturation 14043 7.04E-02|1.44E-01 |Ednrb,13618:up
regulation of serotonin |GO:00 )
uptake 51611 7.04E-02|1.44E-01 |Gpm6b,14758:up
ascending aorta GO:00 )
development 35905 7.04E-02|1.44E-01 |Tgfb2,21808:down
response to heparin ?10582 7.04E-02|1.44E-01 |Sfrp1,20377:up
cellular lactam GO:00 )
metabolic process 79338 7.04E-02|1.44E-01 |Mme,17380:up
trophectodermal cell  |GO:00 )
proliferation 01834 7.04E-02|1.44E-01 |1gf1,16000:up
regulation of catagen 2882 7.04E-02|1.44E-01 |Tgfb2,21808:down
modulation by GO:00
symbiont of host ‘—o | 7.04E-02|1.44E-01 |Ptx3,19288:up
. 52055
molecular function
creatinine metabolic  |GO:00 )
process 16449 7.04E-02|1.44E-01 |Mme,17380:up
regulation of mast cell |GO:00 )
cytokine production  |32763 7.04E-02|1.44E-01 |Hmox1,15368:up
positive regulation of
transcription from RNA GO'19
polymerase |l o |7.04E-02|1.44E-01 |Grem1,23892:up
A . 01228
promoter involved in
heart development
. |GO:00 .
progesterone secretion 42701 7.04E-02|1.44E-01 |Inhba,16323:down
negative regulation of GO'19
bicellular tight junction > |7.04E-02|1.44E-01 |Tnf,21926:up
03347
assembly
positive regulation of |GO:00 . )
mast cell proliferation |70668 7.04E-02(1.44E-01 (Kitl,17311:up




GO:00

ureter morphogenesis 72197 7.04E-02|1.44E-01 |Bmp4,12159:up
tendon formation 6000 7.04E-02|1.44E-01 |Bmp4,12159:up
35992
positive regulation of
humoral immune GO00
response mediated by 029'25 7.04E-02|1.44E-01 |Tnf,21926:up
circulating
immunoglobulin
regulation of G000
hepatocyte -~ |7.04E-02|1.44E-01 |Bmp4,12159:up
. S 70366
differentiation
cellular response to GO:00 )
heparin 71504 7.04E-02|1.44E-01 |Sfrp1,20377:up
maintenance of blood-|GO:00 )
brain barrier 35633 7.04E-02|1.44E-01 |Ptgs2,19225:down
dermatome GO:00 )
development 61054 7.04E-02|1.44E-01 |Sfrp2,20319:up
cell migration involved G000
in metanephros oa | 1.04E-02|1.44E-01 |Adipoq,11450:up
35788
development
positive regulation of GO'19
mammary gland 1 17.04E-02|1.44E-01 |Vdr,22337:down
. . 03521
involution
mannoprotein GO:00 .
metabolic process 06056 7.04E-02|1.44E-01 |Sdf211,64136:up
. ) GO:00 . .
mast cell proliferation 70662 7.04E-02|1.44E-01 |Kitl,17311:up
regulation of sodium |GO:19 )
ion export from cell 03276 7.04E-02|1.44E-01 |Fxyd1,56188:up
regulation of
hepatocyte growth  |GO1915 g4¢ 6511 44F-01 [Adamts12,239337:down
factor receptor 02202
signaling pathway
cell proliferation
involved in GO:00 )
mesonephros 61209 7.04E-02|1.44E-01 |Bmp4,12159:up
development
hematopoietic stem GO:00 .
cell migration 35701 7.04E-02|1.44E-01 |Gas6,14456:up
pyrimidine-containing |GO:0015 o1e 0511 44801 |Uck2,80914:down
compound salvage 08655
cell wall glycoprotein  |GO:00 .
biosynthetic process  |31506 7.04E-02|1.44E-01 |Sdf211,64136:up
mesenchymal cell GO:00
proliferation involved 721-98 7.04E-02|1.44E-01 |Bmp4,12159:up
in ureter development
negative regulation of GO:00
apoptotic process in 71866 7.04E-02|1.44E-01 |Fgfr2,14183:up
bone marrow
cellular component GO:00
macromolecule 70589 7.04E-02|1.44E-01 |Sdf211,64136:up
biosynthetic process
pyrimidine nucleoside |GO:0015 1e 4511 44801 |Uck2,80914:down
salvage 43097
R GO:00 .
astrocyte activation 48143 7.04E-02|1.44E-01 |Egfr,13649:down
comma-shaped body [GO:00 .
morphogenesis 72049 7.04E-02|1.44E-01 |Bmp4,12159:up
IMP salvage S;.Zé)g 7.04E-02|1.44E-01 |Ampd3,11717:up
regulation of apoptotic GO:00
process in bone 71865 7.04E-02|1.44E-01 |Fgfr2,14183:up
marrow
negative regulation by GO:00
host of symbiont 524'05 7.04E-02|1.44E-01 |Ptx3,19288:up
molecular function
vein smooth muscle GO:00 )
contraction 14826 7.04E-02|1.44E-01 |Ednrb,13618:up
o GO:00 .
opsonization 08228 7.04E-02|1.44E-01 |Ptx3,19288:up
bud outgrowth GO:00
involved in lung 60447 7.04E-02|1.44E-01 |Tnc,21923:down
branching
) . GO:00 .
cell wall biogenesis 7.04E-02|1.44E-01 |Sdf211,64136:up

42546




positive regulation of
transcription from RNA

polymerase || GO:00 B B .
promoter involved in  |03257 7.04E-02|1.44E-01 |Grem1,23892:up
myocardial precursor
cell differentiation
regulation of dendritic {GO:20 ) ) )
cell apoptotic process |00668 7.04E-02|1.44E-01 |Gas6,14456:up
apoptotic process G000
involved in mammary '~ |7.04E-02|1.44E-01 |Vdr,22337:down
- . 60057
gland involution
positive regulation of
apoptotic process GO:19 B B )
involved in 02339 7.04E-02|1.44E-01 |Vdr,22337:down
morphogenesis
positive regulation of G020
cell-cell adhesion o |7.04E-02|1.44E-01 [Wnt5a,22418:down
. . 100049
mediated by cadherin
negative regulation of G000
mesodermal cell fate .~ |7.04E-02|1.44E-01 |Sfrp2,20319:up
P 42662
specification
mesendoderm GO:00 )
development 48382 7.04E-02|1.44E-01 |Bmprla,12166:down
mammary gland GO:00 ) ) )
specification 60594 7.04E-02|1.44E-01 |Fgfr2,14183:up
regulation of
mesenchymal cell GO:00 )
proliferation involved |72199 |/-04E-02|1-44E-01 |Bmp4,12159:up
in ureter development
positive regulation of GO:00
pancreatic juice ‘o> | 7.04E-02|1.44E-01 |Mmp13,17386:up
- 90187
secretion
activation of
transmembrane GO:00 .
receptor protein 07171 7.04E-02|1.44E-01 |Pdgfc,54635:down
tyrosine kinase activity
regulation of
interleukin-1- GO:20 .
mediated signaling 00659 7.04E-02|1.44E-01 |ll1rn,16181:up
pathway
prostate gland GO:00 B B )
morphogenetic growth 60737 7.04E-02|1.44E-01 |Fgfr2,14183:up
positive regulation of
apoptotic process G000\ 4e 0oly 44g 01 |Vdr,22337:down
involved in mammary |60058
gland involution
cell wall mannoprotein |GO:00 .
biosynthetic process 00032 7.04E-02|1.44E-01 |Sdf211,64136:up
positive regulation of |GO:19 )
sodium ion export 03275 7.04E-02|1.44E-01 |Fxyd1,56188:up
regulation of GO'19
superoxide dismutase o |7.04E-02|1.44E-01 |Tnf,21926:up
- 01668
activity
positive regulation of
cytokine secretion GO0\ 4e 0ol1 44801 |Wnt5a,22418:down
involved in immune 02741
response
phosphate ion GO:00
transmembrane ‘o | 7.04E-02|1.44E-01 |Ank,11732:down
35435
transport
regulation of
metanephric GO:20 . )
mesenchymal cel 00589 7.04E-02|1.44E-01 |Adipoq,11450:up
migration
negative regulation of GO:00
mast cell apoptotic 33626 7.04E-02|1.44E-01 |Kitl,17311:up
process
regulation of G020
testosterone . |7.04E-02|1.44E-01 |Akrlc18,105349:up
. . 00224
biosynthetic process
positive regulation of
endothelial cell G020
chemotaxis to "~ |7.04E-02|1.44E-01 |Fgfrl,14182:down
. 00546
fibroblast growth
factor
positive regulation of GO'19
apoptotic DNA - |7.04E-02|1.44E-01 |Igfbp3,16009:up
. 02512
fragmentation
ferrous iron import GO:00 )
into cell 97460 7.04E-02|1.44E-01 |Trf,22041:up




regulation of branch

elongation involved in G000 7.04E-02|1.44E-01 |Bmp4,12159:up
i . |72095
ureteric bud branching
regulation of T cell GO:00
homeostatic - |7.04E-02|1.44E-01 |Cd24a,12484:down
. - 46013
proliferation
regulation of G000
interleukin-18 ~. | 7.04E-02|1.44E-01 [Tnf,21926:up
) 32661
production
positive regulation of [GO:00 ) ) .
glomerular filtration 03104 7.04E-02|1.44E-01 |Gas6,14456:up
regulation of GO:00 ) ) )
phosphate transport | 10966 7.04E-02|1.44E-01 |Sfrp4,20379:up
regulation of L- GO:00 ) ) )
glutamate transport  |02036 7.04E-02|1.44E-01 |Tnf,21926:up
Fc-gamma receptor GO:00 )
signaling pathway 38094 7.04E-02|1.44E-01 |Clec4e,56619:up
endodermal digestive |GO:00 )
tract morphogenesis  |61031 7.04E-02|1.44E-01 |Fgfr2,14183:up
dense core granule GO:00 . )
biogenesis 61110 7.04E-02|1.44E-01 |Serpine2,20720:up
dendritic cell apoptotic |GO:00|; e 511 44g-01 |Gas,14456:up
process 97048
regulation of Wnt
signaling pathway GO:20
involved in ‘= | 7.04E-02|1.44E-01 |[Sfrp1,20377:up
) 00053
dorsal/ventral axis
specification
positive regulation of |GO:00 ) )
mast cell chemotaxis 60754 7.04E-02|1.44E-01 |Figf,14205:up
exocyst assembly gloggg 7.04E-02|1.44E-01 |Ncaml1,17967:down
regulation of GO'19
mammary gland -~ |7.04E-02|1.44E-01 |Vdr,22337:down
. : 03519
involution
myoblast fate GO:00 )
commitment 48625 7.04E-02|1.44E-01 |Epasl,13819:up
negative regulation of |GO:20 .
lymphocyte migration |00402 7.04E-02|1.44E-01 |Ccl12,20293:up
regulation of GO:00 )
ribonuclease activity  |60700 7.04E-02|1.44E-01 |Oas3,246727:up
negative regulation of GO:00
macrophage cytokine -~ |7.04E-02|1.44E-01 |Tgfb2,21808:down
; 10936
production
mannoprotein GO:00 .
biosynthetic process  |06057 7.04E-02|1.44E-01 |Sdf211,64136:up
diencephalon. GO0 14¢_02[1.44E-01 |Wnt5a,22418:down
morphogenesis 48852
spongiotrophoblast GO:00 . .
differentiation 60708 7.04E-02|1.44E-01 |Gjb5,14622:down
purine ribonucleoside GO:00
bisphosphate o | 7.04E-02|1.44E-01 |Enppl,18605:down
X 34035
metabolic process
activation of MAPK GO:00 ) ) ) )
activity 00187 7.04E-02|1.44E-01 |Tnf,21926:up|Trf,22041:up|Wnt5a,22418:down|lgf1,16000:up
sulfur compound GO:00 ) ) ) )
biosynthetic process  |44272 7.04E-02|1.44E-01 |Chst11,58250:down|Ggt5,23887:up|lgfl,16000:up|Cdol,12583:up
regulation of myotube |GO:00 ) ) )
differentiation 10830 7.08E-02|1.45E-01 |Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up
regulation of GO:00
immunoglobulin 02637 7.08E-02|1.45E-01 |Ceacaml,26365:up|Tnf,21926:up|Tfrc,22042:up
production
positive regulation of GO:00
myeloid leukocyte -~ | 7.08E-02|1.45E-01 |Tnf,21926:up|Ccl3,20302:up|Kitl,17311:up
. o 02763
differentiation
pigment metabolic |GO:0015 gae 651 45E_01 |Hmox1,15368:up|Wint5a,22418:down|Blvrb,233016:up
process 42440
mucopolysaccharide  |GO191, 4ar 6511 45E_01 | Mamdc2,71738:down|Chstl1,58250-down|Has2,15117:down
metabolic process 03510
aromatic compound  |GO:00 710E-02|1.456-01 Hmox1,15368:up|Enpp5,83965:up|lgfl,16000:up|Hal,15109:up|Htr2a,15558:down|lgfbp3,16009:up|Blvrb,
catabolic process 19439 ' 233016:up|Enppl,18605:down|Enpp3,209558:down
fatty acid metabolic GO:00 7 16E-02|1.466-01 Ggt5,23887:up|Pparg,19016:up|Hpgd,15446:up|Lpl,16956:up|C3,12266:up|Ptgs2,19225.down|Adipoqg,114
process 06631 | - ' 50:up|Fabp4,11770:up|Fam132b,227358:down|Prkar2b,19088:up
male sex GO:00 . . . . .
differentiation 46661 7.25E-02|1.48E-01 |Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Inhba,16323:down|Bmprla,12166:down
kidney morphogenesis g(%gg 7.28E-02|1.48E-01 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up
negative regulation of GO:00
sequestering of 51283 7.28E-02|1.48E-01 |Htr2b,15559:down|Glplr,14652:down|Tgfb2,21808:down|Htr2a,15558:down

calcium ion




TETEaST UT sequesterca

GO:00

calcium ion into 51209 7.28E-02|1.48E-01 |Htr2b,15559:down|Glplr,14652:down|Tgfb2,21808:down|Htr2a,15558:down
it |
response to peptide  [GO:00 7 32E-02|1.496-01 Pparg,19016:up|lgfl,16000:up|Adipoq,11450:up|Serpina3g,20715:up|Gatm,67092:down|lgf2,16002:up|En
hormone 43434 | ' pp1,18605:down|Cdol,12583:up
columnar/cuboidal G000
epithelial cell 02666 7.40E-02|1.51E-01 |Fgfr1,14182:down|Wnt5a,22418:down|Bmp4,12159:up
development
extracellular matrix |GO:001; 4 511 51¢_01 |Tgfb2,21808:down|Mmp13,17386:u
disassembly 22617 | ’ gibe, ) P2, up
regulation of B cell GO:00 ) ) . .
differentiation 45577 7.44E-02|1.51E-01 |Cd24a,12484:down|Sfrpl,20377:up
positive regulation of [GO:19 ) ) ) )
ATP metabolic process | 03580 7.44E-02|1.51E-01 |Htr2a,15558:down|lgf1,16000:up
establishment of  |GO:001; 4 0e ol1 51¢_01 |ptk7,71461:down|Wnt5a,22418:down
epithelial cell polarity 90162
pri-miRNA
transcription from RNA|GO:00 ) )
polymerase Il 61614 7.44E-02|1.51E-01 |Bmprla,12166:down|Bmp4,12159:up
promoter
negative regulation of G020
neural precursor cell 001.78 7.44E-02|1.51E-01 |Cd24a,12484:down|Wnt5a,22418:down
proliferation
response totype | |GO0015 14e 6511 51F-01 |Wnit5a,22418:down|ifit1,15957-up
interferon 34340 ’ ' ) ' )
positive regulation of GO:00
nucleoside metabolic 459'79 7.44E-02|1.51E-01 |Htr2a,15558:down|lgf1,16000:up
process
negative regulation of GO:00
cytokine biosynthetic 42636 7.44E-02|1.51E-01 |Prg4,96875:down|Errfil,74155:down
process
. . GO:00 . .
zinc ion homeostasis 55069 7.44E-02|1.51E-01 |Mt2,17750:up|Mt1,17748:up
melanocyte GO:00 ) . )
differentiation 30318 7.44E-02|1.51E-01 |Ednrb,13618:up|Kitl,17311:up
metanephros GO:00 . )
morphogenesis 03338 7.44E-02|1.51E-01 |Grem1,23892:up|Bmp4,12159:up
carboxylic acid GO:00 7 456-02| 1 51E-01 Ggt5,23887:up|Akrlcl8,105349:up|Lpl,16956:up|Aldhla2,19378:up|Ptgs2,19225:down|Gatm,67092:down
biosynthetic process  |46394 |~ ' |Aldh1a3,56847:down|Cdol,12583:up
organic acid GO:00 7 456-02| 1 51E-01 Ggt5,23887:up|Akrlcl8,105349:up|Lpl,16956:up|Aldhla2,19378:up|Ptgs2,19225:down|Gatm,67092:down
biosynthetic process  |16053 | " ' |Aldh1a3,56847:down|Cdo1,12583:up
regulation of GO:00
sequestering of 51282 7.52E-02|1.52E-01 |Htr2b,15559:down|Glplr,14652:down|Tgfb2,21808:down|Htr2a,15558:down
calcium ion
nephron tubule GO:00 ) ) ) )
development 72080 7.52E-02|1.52E-01 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up
calcium ion GO:00
transmembrane import 975'53 7.52E-02|1.52E-01 |Htr2b,15559:down|Glplr,14652:down|Tgfb2,21808:down|Htr2a,15558:down
into cytosol
gig':g lon import into gz%ég 7.52E-02|1.526-01 |Htr2b, 15559:down|Glplr,14652:down|Tgfb2,21808:down|Htr2a,15558:down
peptidyl-serine GO:00 7596-02|1.54E-01 Mamdc2,71738:down|Tnf,21926:up|Gas6,14456:up|Plk2,20620:down|Wnt5a,22418:down|Sfrp2,20319:up|
modification 18209 - ' Ret,19713:up|Vegfa,22339:down
. GO:00 ) ) Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|P
peptide transport 15833 | /-00E-02|1.54E-01 |, 05 19925 down|li1m. 16181-up|Grem1,23892:up
hormone-mediated GO:00 ) . ) ) ) . )
signaling pathway 09755 7.75E-02|1.57E-01 |Vdr,22337:down|Pparg,19016:up|Sfrp1,20377:up|lgfl,16000:up|Bmp4,12159:up|Adipoq,11450:up
female pregnancy g%gg 7.77E-02|1.57E-01 |Vdr,22337.down|Hpgd,15446:up|Ptgs2,19225:down|Mmp2,17390:down
sequestering of GO:0015 278 09|1.576-01 |Hir2b, 15559:down|Glp1r,14652:down|Tgfb2,21808:down|Htr2a, 15558:down
calcium ion 51208
ERBB signaling GO:00 ) ) i ' )
pathway 38127 7.77E-02|1.57E-01 |Ceacam1,26365:up|Egfr,13649:down|Efemp1,216616:up|Errfil,74155:down
phenol-containing GO:00
compound metabolic 18958 7.77E-02|1.57E-01 |Wnt5a,22418:down|Tgfb2,21808:down|Maob,109731:up|Epasl,13819:up
process
neuron oroiection GO:00 FIrt2,399558:down|Lama2,16773:down|Egfr,13649:down|PIxnd1,67784:up|Wntba,22418:down|Sema7a,20
mor hoperiesis 48812 7.80E-02|1.57E-01 [361:down|Tnfrsf12a,27279:down|Crabp2,12904.down|Ret,19713:up|Cxcl12,20315:up|Postn,50706:down|
phog Vegfa,22339:down|Tgfb2,21808:down|Fgfr2,14183:up
regulation of stem cell |GO:20 ) ) ) ) )
differentiation 00736 7.85E-02|1.58E-01 |Sfrp2,20319:up|Sfrpl,20377:up|Tgfb2,21808:down|Tgfbr3,21814:up|Grem1,23892:up
Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|
negative regulation of GO:00 Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|L
macromolecule 10558 7.93E-02|1.60E-01 |mcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down
biosynthetic process |Ccl4,20303:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|Sfrp2,20319:up|Prg4,96875:down|Errfi
1,74155:down|Enpp1,18605:down|Fgfr2,14183:up|S100a1,20193:up
endocardial cushion |GO:001; g2 514 60g_01 |Tgfb2,21808:down|Bmpria,12166:down
morphogenesis 03203
positive regulation of GO:00
protein tyrosine kinase 61698 7.97E-02|1.60E-01 |Gas6,14456:up|Grem1,23892:up

activity




peptide catabolic GO:00 B B . .

Drocess 43171 7.97E-02|1.60E-01 [Mmp13,17386:up|Anpep,16790:up

enteroendocrine cell  [GO:00 . .

differentiation 35883 7.97E-02|1.60E-01 |Wnt5a,22418:down|Bmp4,12159:up

heme metabolic GO:00 . .

Drocess 42168 7.97E-02|1.60E-01 |Hmox1,15368:up|Blvrb,233016:up

activation of JUN GO:00 ) )

Kinase activity 07257 7.97E-02|1.60E-01 |Trf,22041:up|Wnt5a,22418:down

regulation of alpha- GO:00 ) ) ) )

beta T cell proliferation |46640 7.97E-02|1.60E-01 |Ceacaml,26365:up|Cd24a,12484:down

regulation of nitric- GO:00 ) ) ) )

oxide synthase activity |50999 7.97E-02|1.60E-01 |Htr2b,15559:down|Egfr,13649:down

positive regulation of

calcium ion GO:19 ) )

transmembrane 01021 7.97E-02|1.60E-01 |S100a1,20193:up|Bmp4,12159:up

transporter activity

interleukin-1beta |GO:001; g2¢ 4511 60E_01 |Wint5a,22418:down|Ccl3,20302:up

secretion 50702

branching involved in G000

mammary gland duct 60444 7.97E-02|1.60E-01 |Vdr,22337:down|Wnt5a,22418:down

morphogenesis

establishment or

maintenance of GO:0015 978 _02|1.60E-01 |Ptk7,71461:down|Wnit5a,22418:down

epithelial cell 45197

apical/basal polarity

regulationof ~  ~|GO:001; g7e 6511 60E_01 |Wiit5a,22418:downiI1rl1,17082:down

macrophage activation (43030

aminoglycan metabolic|GO:001g e 5l1 61¢_01 |Mamdc2,71738:down|Chst11,58250:down|Has2,15117:down|lgfL,16000:up

process 06022

somite development gﬁ)gg 8.02E-02|1.61E-01 |Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down

endocrine hormone  |GO:001g nar ol1 67¢_01 |Fgfr1,14182:down|C1qtnf3,81799:down|inhba, 16323:down

secretion 60986

positive regulation of |GO:00 ) ) ) )

gliogenesis 14015 8.06E-02|1.62E-01 |Pparg,19016:up|Trf,22041:up|Serpine2,20720:up

negative regulation of GO:00 Tnf,21926:up|PIk2,20620:down|Efempl,216616:up|Sfrpl,20377:up|Wnt5a,22418:down|Tgfbr3,21814:up|D

cellular component 511'29 8.12E-02|1.63E-01 |pysl3,22240:down|lgfl,16000:up|Bmp4,12159:up|Adipoqg,11450:up|Sfrp2,20319:up|Postn,50706:down|Tgf

organization b2,21808:down|Lrrc15,74488:down|Fgfr2,14183:up

negative requlation of Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|

RNgA bios n%hetic GO:19 8.22E-021.65E-01 Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|L
rocess Y 02679 |~ ' mcd1,30937:up|Fgfrl,14182:down|Hmox1,15368:up|Sfrpl,20377:up|Wnt5a,22418:down|Ccl4,20303:up|G

P rem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|Sfrp2,20319:up|Fgfr2,14183:up|S100a1,20193:up

negative regulation of GO'19

leukocyte cell-cell 03638 8.28E-02|1.66E-01 |Ceacaml,26365:up|Cd24a,12484:down|Cxcl12,20315:up|Bmp4,12159:up

adhesion

negative regulation of |GO:001g 5ae 051 66E_01 [Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Bmp4, 12159:u

developmental growth |48640 | ' pe. UpISIrp-, up ' ) P up

interleukin-8 GO:00 ) ) . )

oroduction 32637 8.39E-02|1.67E-01 |Tnf,21926:up|Wnt5a,22418:down|Adipog,11450:up

negative regulation of |GO:00 . ) )

coll division o175 [8:39E-02|1.67E-01 [Susd2,71733:up|Fgfr2,14183:up|Bmp4,12159:up

negative regulation of GO:00

ERK1 and ERK2 703'73 8.39E-02|1.67E-01 |Errfil,74155:down|lgf1,16000:up|Adipog,11450:up

cascade

cell-cell junction GO:00 Ceacam1,26365:up|Tnf,21926:up|Gpm6b,14758:up|Vegfa,22339:down|Tgfb2,21808:down|Grem1,23892:

o 8.47E-02|1.67E-01

organization 45216 up

negative regulation of GO:00

interferon-gamma 32689 8.51E-02|1.67E-01 |Gas6,14456:up|ll1rl1,17082:down

production

positive regulation of GO:00

osteoclast - |8.51E-02|1.67E-01 [Tnf,21926:up|Ccl3,20302:up
; L 45672

differentiation

inositol phosphate- GO:00 ) i

mediated signaling 48016 8.51E-02|1.67E-01 |{Lmcd1,30937:up|lgfl,16000:up

antimicrobial humoral |GO:00 . . )

response 19730 8.51E-02|1.67E-01 |Adm,11535:up|Slpi,20568:up

regulation of myeloid |GO:00 . ) . i

cell apoptotic process |33032 8.51E-02|1.67E-01 |Kitl,17311:up|Adipog,11450:up

response to zinc ion %%22 8.51E-02|1.67E-01 |Hvcnl,74096:up|Mt1,17748:up

regulation of Tcell - |GO201g 51c 6511 676-01 | Cxcl12,20315:up|Wnt5a,22418:down

migration 00404

acylglycerol GO:00 ) )

homenstasis coogp |8:51E-02|1.67E-01 |Lpl,16956:up|C1qtnf3,81799:down

triglyceride GO:00 ) )

homeostasis 70378 |8-51E-02|1.67E-01 |Lpl,16956:up|C1atnf3,81799:down

positive regulation of GO:00

interleukin-1 327'32 8.51E-02|1.67E-01 |Wnt5a,22418:down|Ccl3,20302:up

production




Fam101b,76566:down|FIrt2,399558:down|Lama2,16773:down|PIxnd1,67784:up|Ccl2,20296:up|Ccl3,20302
:up|Sema7a,20361:down|Tnfrsf12a,27279:down|Vdr,22337:down|Cxcl12,20315:up|Postn,50706:down|Veg

fnec')';"irocoer:ssci’:em gggg 8.52E-02|1.67E-01 |fa,22339:down|LoxI2,94352:down|LoxI3,16950:down|Egfr,13649:down|Sfrp1,20377:up|Has2,15117:down|
phog Wnt5a,22418:down|Ccl12,20293:up|Tgfbr3,21814:up|Stc1,20855:up|Grem1,23892:up|Bmp4,12159:up|Sfr
p2,20319:up|Crabp2,12904:down|Ret,19713:up|Tgfb2,21808:down|Fgfr2,14183:up
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Lyl1,1
7095:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Adipog,11450:up|Bmp4,1
2159:up|lgf1,16000:up|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|Efempl,21661
6:up|Vdr,22337:down|Fabp4,11770:up|Htr2a,15558:down|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:d
own|Sfrp1,20377:up|C1qgtnf3,81799:down|Tgfbr3,21814:up|Sfrp2,20319:up|Npnt,114249:up|S100a1,2019
regulation of cellular  [{GO:00 8.53c-02]1 67601 3:up|lcel,218333:down|Ednrb,13618:up|Pdgfc,54635:down|Epasl,13819:up|Uchl5,56207:up|Htra3,78558:
biosynthetic process {31326 | ' down|Ddah1,69219:down|Sdpr,20324:down|Ptx3,19288:up|Akrlc18,105349:up|Bmprla,12166:down|Ccl4
,20303:up|Ret,19713:up|Prg4,96875:down|Plpp3,67916:up|Creb3l1,26427:down|Kitl,17311:up|Rasl11a,68
895:up|Inhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Vegfa,22339:down|lgf2,16002:up|Tnf,21926:
up|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725
:down|Ptgs2,19225:down|Grem1,23892:up|Phf11d,219132:up|Thx15,21384:.down|Enpp1,18605:down|Errf
i1,74155:down
. GO:00 . . . .
cell killing 01906 8.54E-02|1.67E-01 |Ceacam1,26365:up|Clec2d,93694:up|Ccl2,20296:up|lgf2,16002:up
renal tubule GO:00 ) : ) )
development 61326 8.54E-02|1.67E-01 |Vegfa,22339:down|Npnt,114249:up|Grem1,23892:up|Bmp4,12159:up
positive regulation of - 1GO:19g sae 511 67-01 |Tnf 21926:up|Gas6,14456:upinhba, 16323:down|Ccl3, 20302:up|Tnfsf9,21950:up|Kit 1731 1:up
hemopoiesis 03708
organophosphate GO:00 B B ) ) ) ) )
catabolic process 46434 8.70E-02|1.67E-01 |Htr2a,15558:down|Enppl,18605:down|Enpp3,209558:down|Enpp5,83965:up|lgfl,16000:up
positive regulation of B|GO:001g 75¢ 511 6701 |Cd24a,12484:down
cell apoptotic process |02904
atrial septum primum |GO:00 .
morphogenesis 03289 8.72E-02|1.67E-01 |Tgfb2,21808:down
bone marrow GO:00 )
development 48539 8.72E-02|1.67E-01 |Lrrc17,74511:down
mammary gland GO00
branching involved in 607'45 8.72E-02|1.67E-01 |Vdr,22337:down
pregnancy
ureter smooth muscle |GO:00 )
cell differentiation  |72193 |8 72E-02|1.67E-01 [Bmp4,12159:up
positive regulation of
MAPKKK cascade by GO:00
fibroblast growth on |8.72E-02|1.67E-01 |Fgfrl,14182:down
90080
factor receptor
signaling pathway
negative regulation of GO00
hair follicle 517'99 8.72E-02|1.67E-01 |Inhba,16323:down
development
positive regulation of GO:00
protein kinase A 107'39 8.72E-02|1.67E-01 |Adipoq,11450:up
signaling
positive regulation of - |GO:001g 25¢ 511 676 01 |Cd24a,12484:down
integrin activation 33625
9-cis-retinoic acid GO:00 .
metabolic process 42905 8.72E-02|1.67E-01 |Aldhla2,19378:up
regulation of inorganic GO'19
anion transmembrane or |8.72E-02|1.67E-01 |Fxyd1,56188:up
03795
transport
positive regulation of G000
nuclear cell cycle DNA 105'71 8.72E-02|1.67E-01 |Fgfrl,14182:down
replication
endocardial cushion to GO:00
mesenchymal ~|8.72E-02|1.67E-01 |Has2,15117:down
. 90500
transition
negative regulation of G000
hydrogen peroxide 107'27 8.72E-02|1.67E-01 |Hp,15439:up
metabolic process
osteoclast fusion e |8.72E-02|1.67€-01 |Cd109,235505:down
positive regulation of G000
retinoic acid receptor 48386 8.72E-02|1.67E-01 |Aldh1a3,56847:down
signaling pathway
positive regulation of G000
brown fat cell - |8 72E-02|1.67E-01 |Ptgs2,19225:down
. o 90336
differentiation
skeletal muscle satellite
cell maintenance GO:00 .
involved in skeletal 14834 8.72E-02|1.67E-01 |Igf1,16000:up
muscle regeneration
regulation of mast cell |GO:00 B . ) )
chemotaxis 60753 8.72E-02|1.67E-01 |Figf,14205:up
negative regulation by G000
host of viral genome 44328 8.72E-02|1.67E-01 |Ceacam1,26365:up

replication




GO:00

serotonin uptake 51610 8.72E-02|1.67E-01 |Gpm6b,14758:up
negative regulation of G000
tumor necrosis factor -~ |8.72E-02|1.67E-01 |Errfil,74155:down
. ; 42536
biosynthetic process
regulation of cardiac  |GO:00 ) . ) )
muscle adaptation 10612 8.72E-02|1.67E-01 |Errfil,74155:down
negative regulation of
cytokine secretion GO:00 ) ) )
involved in immune 02740 8.72E-02|1.67E-01 |Tnf,21926:up
response
urinary bladder GO:00 ) ) )
development 60157 8.72E-02|1.67E-01 |Wntba,22418:down
positive regulation of
cell proliferation GO:20 )
involved in heart 00138 8.72E-02|1.67E-01 |Bmp4,12159:up
morphogenesis
modulation of
molecular function in G000
other organism - |8.72E-02|1.67E-01 |Ptx3,19288:up
) 4 - 52205
involved in symbiotic
interaction
apoptotic process in - |GO:00 ) ) )
bone marrow 71839 8.72E-02|1.67E-01 |Fgfr2,14183:up
positive regulation of GO:00
alkaline phosphatase ‘o, |8.72E-02|1.67E-01 |Npnt,114249:up
- 10694
activity
ureter smooth muscle |GO:00 )
development 72191 8.72E-02|1.67E-01 |Bmp4,12159:up
T cell homeostatic  |GO:001g 756 o1y 67601 [Cd24a,12484:down
proliferation 01777
parathyroid hormone |GO:00 )
secretion 35898 8.72E-02|1.67E-01 |Fgfrl,14182:down
cell migration involved |GO:00 . )
in kidney development |35787 8.72E-02|1.67E-01 |Adipoq,11450:up
positive regulation of GO:00
branching involved in 61647 8.72E-02|1.67E-01 |Bmp4,12159:up
lung morphogenesis
regulation of GO'19
secondary metabolite ~|8.72E-02|1.67E-01 |Wnt5a,22418:down
- . 00376
biosynthetic process
pulmonary artery GO:00 B B )
morphogenesis 61156 8.72E-02|1.67E-01 |Bmp4,12159:up
L GO:00 .
ferrous iron import 70627 8.72E-02|1.67E-01 |Trf,22041:up
positive regulation of GO'19
histone deacetylase - >|8.72E-02|1.67E-01 |Vegfa,22339:down
S 01727
activity
vascular wound GO:00 )
healing 61042 8.72E-02|1.67E-01 |Hpse,15442:up
negative regulation of |GO:00 )
monocyte chemotaxis 90027 8.72E-02|1.67E-01 |Grem1,23892:up
direct ossification Sﬁ%gg 8.72E-02|1.67E-01 |Mmp2,17390:down
nitrate metabolic GO:00 )
- 12126 8.72E-02|1.67E-01 |Marc1,66112:up
positive regulation of G020
CD8-positive, alpha- ‘- |8.72E-02|1.67E-01 |Ceacam1,26365:up
o 01187
beta T cell activation
negative regulation of |GO:00 .
serotonin secretion 14063 8.72E-02|1.67E-01 |Maob,109731:up
negative regulation of GO:00
molecular function in -~ |8.72E-02|1.67E-01 |Ptx3,19288:up
: 44362
other organism
regulation of melanin  |GO:00 )
biosynthetic process |48021 8.72E-02|1.67E-01 |Wnt5a,22418:down
positive regulation of GO:00
cardioblast ., |8.72E-02|1.67E-01 |Tgfb2,21808:down
X o 51891
differentiation
mesenchymal cell GO:00
proliferation involved .~ |8.72E-02|1.67E-01 |Fgfr2,14183:up
! 60916
in lung development
S-shaped body GO:00 )
morphogenesis 79050 8.72E-02|1.67E-01 |Bmp4,12159:up
NADH oxidation gé)lfg 8.72E-02|1.67E-01 |Cbr2,12409:up
intramembranous GO:00 )
ossification 01957 8.72E-02|1.67E-01 |Mmp2,17390:down
extracellular matrix GO:00 )
constituent secretion 170278 8.72E-02|1.67E-01 |Creb3l1,26427:down




negative regulation of

glycogen biosynthetic f;fg 8.72E-02|1.67E-01 |Enppl,18605:down
process
mast cell apoptotic GO:00 . .
process 33024 8.72E-02|1.67E-01 |Kitl,17311:up
negative regulation of G000
myosin-light-chain- ~|8.72E-02|1.67E-01 |Tnf,21926:up
o 35509
phosphatase activity
positive regulation of GO'19
hyaluronan 218.72E-02|1.67E-01 |Has2,15117:down
7 . 00127
biosynthetic process
epithelial cell
proliferation involved 1GO:001g 75¢ 05/1 67E 01 |wnt5a 22418:down
in mammary gland 60750
duct elongation
cell proliferation G000
involved in outflow o |8.72E-02|1.67E-01 |Bmp4,12159:up
. 61325
tract morphogenesis
tricuspid valve GO:00 .
morphogenesis 03186 8.72E-02|1.67E-01 |Bmprla,12166:down
positive regulation of G000
cell proliferation in . ~|8.72E-02|1.67E-01 |Fgfr2,14183:up
71864
bone marrow
branch elongation G000
involved in ureteric ‘o1 |8.72E-02|1.67E-01 |Bmp4,12159:up
) 60681
bud branching
negative regulation of G020
hepatocyte " ~|8.72E-02|1.67E-01 |Ceacam1,26365:up
i h 00346
proliferation
. |GO:00 . .
mast cell homeostasis 33023 8.72E-02|1.67E-01 |Kitl,17311:up
negative regulation of |GO:00 )
oocyte development  |60283 8.72E-02|1.67E-01 |Igf1,16000:up
negative regulation of GO:00
immature T cell ‘oo |8.72E-02|1.67E-01 |Bmp4,12159:up
. S 33088
proliferation in thymus
negative regulation of
molecular function in GO:00
other organism 8. 72E-02|1.67E-01 |Ptx3,19288:up
) 4 . 52204
involved in symbiotic
interaction
positive regulation of |GO:00 )
neuron maturation 14042 8.72E-02|1.67E-01 |Ret,19713:up
modulation of GO:00
molecular function in —a |8.72E-02|1.67E-01 |Ptx3,19288:up
; 44359
other organism
creatine metabolic | 60:00\g 25¢_of1 67601 |Gatm,67092:down
process 06600
iron ion GO:00
transmembrane —c |8.72E-02|1.67E-01 |Slc40a1,53945:up
34755
transport
negative regulation of
cellular response to GO:19 )
vascular endothelial 02548 8.72E-02|1.67E-01 |Adamts12,239337:down
growth factor stimulus
positive regulation of
transcription from RNA GO:00
polymerase Il 61419 8.72E-02|1.67E-01 |Vegfa,22339:down
promoter in response
to hypoxia
pyrimidine nucleoside GO:00
monophosphate 'n |8.72E-02|1.67E-01 |Uck2,80914:down
X h 09130
biosynthetic process
. GO:00 .
neural crest formation 14029 8.72E-02|1.67E-01 |Sfrp1,20377:up
dichotomous
subdivision of terminal GO:00
units involved in ~~|8.72E-02|1.67E-01 |PIxnd1,67784:up
. 60666
salivary gland
branching
positive regulation of
endothelial cell
chemotaxis by VEGF- GO:00
activated vascular 38633 8.72E-02|1.67E-01 |Vegfa,22339:down

endothelial growth
factor receptor
signaling pathway




canonical Wnt

signaling pathway GO:00 .
involved in regulation |44340 8.72E-02|1.67E-01 |Sfrp1,20377:up
of cell proliferation
BMP signaling pathway G000
involved in heart 61312 8.72E-02|1.67E-01 |Bmp4,12159:up
development
Zce's;‘l’gmgm glodgg 8.726-02|1.67E-01 [Sfrp2,20319:up
negative regulation of G000
fibroblast growth 902'72 8.72E-02|1.67E-01 |Fgfr1,14182:down
factor production
negative regulation of G000
synaptic transmission, 322'27 8.72E-02|1.67E-01 |Ptgs2,19225:down
dopaminergic
f]‘fc”(;*t';rempo”se to %%‘fg 8.726-02|1.67E-01 |Tnf,21926:up
positive regulation of G020
fibroblast apoptotic 002'71 8.72E-02|1.67E-01 |Sfrp1,20377:up
process
g’;\r/';‘gee”“deo“de Szoz‘gf 8.726-02|1.67E-01 |Ampd3,11717:up
negative regulation of G000
sequestering of lOéQl 8.72E-02|1.67E-01 |Pparg,19016:up
triglyceride
positive regulation of
store- operated o i1 |B.72E-02|167E-01 |Bmpa 12159up
activity
positive regulation of GO'19
neuroepithelial cell 029'13 8.72E-02|1.67E-01 |Kitl,17311:up
differentiation
regulation of integrin  |GO:00 B B )
biosynthetic process  |45113 8.72E-02|1.67E-01 |Tgfb2,21808:down
regulation of cell GO:00
proliferation in bone 71863 8.72E-02|1.67E-01 |Fgfr2,14183:up
marrow
regulation of mast cell |GO:00 B B . )
ApOPIOiC Process 33025 8.72E-02|1.67E-01 |Kitl,17311:up
9-cis-retinoic acid GO:00 .
biosynthetic process  |42904 8.72E-02|1.67E-01 |Aldh1a2,19378:up
negative regulation of
cell proliferation GO:19 )
involved in kidney 01723 8.72E-02|1.67E-01 |Bmp4,12159:up
development
Qﬂessé'giérﬂf’fé?on i%gg 8.72E-02|1.67E-01 |Htr2b,15559:down
regulation of CD4- G020
positive, alpha-beta T 00561 8.72E-02|1.67E-01 [Ceacaml,26365:up
cell proliferation
histidine catabolic GO:00 .
process 06548 8.72E-02|1.67E-01 |Hal,15109:up
CD4-positive, alpha- |GO:00 .
beta T cell proliferation |35739 8.72E-02|1.67E-01 |[Ceacaml,26365:up
GO:00 .

thelarche 42695 8.72E-02|1.67E-01 |Wnt5a,22418:down
mammary gland GO:00
branching involved in 607-44 8.72E-02|1.67E-01 |Wnt5a,22418:down
thelarche
terpenoid catabolic 1GO:001g 79e 0511 676-01 |Akr1c18,105349:up
process 16115

. . |GO:00 .
nephric duct formation 72179 8.72E-02|1.67E-01 |Bmp4,12159:up

. |GO:00 .

monocyte aggregation 70487 8.72E-02|1.67E-01 |Has2,15117:down
positive regulation of GO:00
chronic inflammatory 02678 8.72E-02|1.67E-01 |Tnf,21926:up
response
positive regulation of GO:00
phosphatidylinositol 3- 14668 8.74E-02|1.67E-01 |Tgfb2,21808:down|Pdgfc,54635:down|lgfl,16000:up
kinase signaling
activation of cysteine-
type endopeptidase GO:00 ) ) )
activity involved in 06919 8.74E-02|1.67E-01 |Tnf,21926:up|Pparg,19016:up|F3,14066:up
apoptotic process
regulation of cytokine || GO:00|g g 451 6gE_01 | Tif,21926:up|Prg4,96875:down|Wnt5a,22418:down|Errfil, 74155:down
biosynthetic process 42035
interleukin-6 secretion [C2-20|9.05€-02|1.72E-01 |Gas6,14456:up|C1qtnf3,81799:down

72604




negative regulation of |GO:00 B _ . .
amine transport 51953 9.05E-02|1.72E-01 |Tnf,21926:up|ll1rn,16181:up
positive regulation of G000
cytokine-mediated 01§61 9.05E-02|1.72E-01 |Gas6,14456:up|Wnt5a,22418:down
signaling pathway
positive regulation of G000
response to cytokine 607'60 9.05E-02|1.72E-01 |Gas6,14456:up|Wnt5a,22418:down
stimulus
hair follicle GO:00 ) )
morphogenesis 31069 9.05E-02|1.72E-01 |Tgfb2,21808:down|Fgfr2,14183:up
prostaglandin GO:00 ) ) ) )
metabolic process 06693 9.05E-02|1.72E-01 |Hpgd,15446:up|Ptgs2,19225:down
prostanoid metabolic  [{GO:00 ) ) ) )
Drocess 06692 9.05E-02|1.72E-01 |Hpgd,15446:up|Ptgs2,19225:down
response to GO:00 B B ) ) . )
interferon-beta 35456 9.05E-02|1.72E-01 |Ifit1,15957:up]lfit3,15959:up
motor neuron axon GO:00 . .
guidance 08045 9.05E-02|1.72E-01 |PIxnd1,67784:up|Cxcl12,20315:up
: . GO:00 ) ) Tnf,21926:up|Pparg,19016:up|C3,12266:up|Plat,18791:down|Ctla2a,13024.down|Serping1,12258:up|Serpi
protein processing 16485 9.07E-02|1.73E-01 ne2,20720:up|F3,14066:up
regulation of calcium [GO:00 ) ) ) ) ) )
ion import 90279 9.07E-02|1.73E-01 |Cxcl12,20315:up|Tgfb2,21808:down|Ccl12,20293:up|Stc1,20855:up
cerebral cortex GO0014 17E_02|1.736-01 |Fgfr1,14182:down|Egfr,13649:down|Cx3cr1, 13051:down|Col3a1,12825:down
development 21987
negative regulation of |GO:00 . . . . .
leukocyte activation 02695 9.14E-02|1.74E-01 |Ceacam1,26365:up|Cd24a,12484:down|Sfrp1,20377:up|Hmox1,15368:up|Bmp4,12159:up
. ) Htr2b,15559:down|Adm,11535:up|Wnt5a,22418:down|Ampd3,11717:up|Enpp5,83965:up|lgfl,16000:up|V
nucleoside phosphate |GO:00 ) . . . ; . .
metabolic brocess 06753 9.22E-02|1.75E-01 |egfa,22339:down|Gfpt2,14584:down|Htr2a,15558:down|Cbr2,12409:up|Ptgir,19222:up|Uck2,80914:down|
P Enpp1,18605:down|Enpp3,209558:down
female gamete CO:0014 34£-02[1.77€-01 |Inhiba,16323:downPtgs2,19225:down|Plat, 18791 downIgf1, 16000:up
generation 07292
steroid biosynthetic GO:00 . . . . .
orocess 06694 9.37E-02|1.78E-01 |Vdr,22337:down|Tnf,21926:up|Akrlc18,105349:upllgf2,16002:up|lgfl,16000:up
GO:00 Htr2b,15559:down|Tnf,21926:up|Fgfrl,14182:down|Wnt5a,22418:down|Susd2,71733:up|Pdgfc,54635:do
cell division 513'01 9.41E-02|1.79E-01 |wnlFigf,14205:up|lgfl,16000:up|Bmp4,12159:up|Sfrp2,20319:up|Vegfa,22339:down|Tgfb2,21808:down|V
egfb,22340:up|Fgfr2,14183:up|lgf2,16002:up
monocarboxylic acid  |GO:00 Ggt5,23887:up|Akrlcl8,105349:up|Lpl,16956:up|Aldhla2,19378:up|Aldh1a3,56847:down|Ptgs2,19225:do
. ) 9.43E-02|1.79E-01
biosynthetic process  [72330 wn
regulation of purine GO'19
nucleotide metabolic 005'42 9.43E-02|1.79E-01 |Adm,11535:up|Wnt5a,22418:down|Vegfa,22339:down|Htr2a,15558:down|Ptgir,19222:up|lgfl,16000:up
process
long-term synaptic GO:00 ) ) . )
o 9.45E-02|1.79E-01 |PIk2,20620:down|Cx3cr1,13051:down|Serpine2,20720:up
potentiation 60291
response to cocaine S;.Zg(()) 9.61E-02|1.82E-01 |Ncam1,17967:down|Htr2a,15558:down
embryonic hindlimb GO:00 . .
morphogenesis 35116 9.61E-02|1.82E-01 |Rspo2,239405:up|Bmp4,12159:up
epithelial cell GO:00
differentiation involved =~ |9.61E-02(1.82E-01 |Bmp4,12159:up|Adipog,11450:up
T 35850
in kidney development
positive regulation of GO:00
smooth muscle 45987 9.61E-02|1.82E-01 |Ptgs2,19225:down|Npnt,114249:up
contraction
) GO:00 . .
response to pain 48065 9.61E-02|1.82E-01 |Ret,19713:up|Ednrb,13618:up
regulation of heart GO:20 ) )
morphogenesis 00826 9.61E-02|1.82E-01 |Tgfb2,21808:down|Bmp4,12159:up
negative regulation of GO:00
lymphocyte 50672 9.81E-02|1.85E-01 |[Ceacam1l,26365:up|Cd24a,12484:down|Bmp4,12159:up
proliferation
negative regulation of GO:00
mononuclear cell 329'45 9.81E-02|1.85E-01 |[Ceacam1l,26365:up|Cd24a,12484:down|Bmp4,12159:up
proliferation
cell-substrate GO:00
adherens junction 070'45 9.81E-02|1.85E-01 [Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up
assembly
focal adhesion GO:00 ) ) )
assembly 48041 9.81E-02|1.85E-01 |Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up
positive regulation of GO:00
interferon-gamma 327'29 9.81E-02|1.85E-01 |Tnf,21926:up|Wnt5a,22418:down|Tnfsf9,21950:up
production
. GO:00 Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Egfr,13649:down|Sfrp1,20377:up|C1qtnf3,81799:down|P
amide transport 42886 |281E-02| L8SE-01 |, 5 19225-downlI1rn,16181:up|Grem1,23892:up
central nervous system |GO:00 ) ) ) ) ) )
neuron differentiation 121953 9.82E-02|1.85E-01 |Sfrp2,20319:up|Fgfrl,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|inhba,16323:down|Fgfr2,14183:up
positive regulation of GO'19
leukocyte 021'07 9.83E-02|1.85E-01 |Tnf,21926:up|Gas6,14456:up|Ccl3,20302:up|Tnfsf9,21950:up|Kitl,17311:up

differentiation




Adm,11535:upl|Inhba,16323:down|Gjb5,14622:down|Ednrb,13618:up|Plat,18791:down|Epas1,13819:up|V

single organism GO:00 989E-02/187E-01 dr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:up|Pparg,19016:
reproductive process 44702 |7 ' up|Egfr,13649:down|Sfrp1,20377:up|Sulf1,240725:down|Wnt5a,22418:down|Bmprla,12166:down|Ptgs2,1
9225:down|Bmp4,12159:upllgfl,16000:up|Sfrp2,20319:up|Tnc,21923:down|Fgfr2,14183:up|Kitl,17311:up
Igfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Sfrp4,20379:up|C3,12266:up|Ankrd1
,107765:down|Ltbp2,16997:down|Serpinh1,12406:down|lgfbp3,16009:up|lbsp,15891:up|LoxI2,94352:dow
n|Pk2,20620:down|LoxI3,16950:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Mark1,22677
8:up|Stcl,20855:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|
Tgfb2,21808:down|Hpse,15442:up|Fgfr2,14183:up|Thbs2,21826:down|Cthrc1,68588:down|Prl2c2,18811:u
p|Efemp1,216616:up|Dpys|3,22240:down|Vdr,22337:down|Cxcl12,20315:up|Mmp2,17390:down|Smoc2,6
4074.down|Gas6,14456:up|Egfr,13649:down|Col11al,12814:down|Sfrp1,20377:up|C1qtnf3,81799:down|T
cellular component G000 gfbr3,21814:up|Sncg,20618:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Pxdn,69675:down|Npnt
or anizationp 16(543 1.00E-01|1.89E-01 |,114249:up|Tnfrsf11b,18383:up|Syt13,80976:up|Col5a2,12832:down|lcel,218333:down|Ccl2,20296:up|Pd
9 zrn3,55983:down|Pdgfc,54635:down|Mgp,17313:up|Mmp13,17386:up|Sema7a,20361:down|Epasl,13819:
up|Htra3,78558:down|Tnfrsf12a,27279:down|Gpm6b,14758:up|Shroom4,208431:down|Postn,50706:dow
n|Ptx3,19288:up|Ncam1,17967:down|Ccl12,20293:up|Wisp1,22402:down|Tnc,21923:down|Ret,19713:up|C
reb311,26427:down|Fam101b,76566:down|P4hal,18451.down|Lama?2,16773:down|Ptk7,71461:down|Inhb
a,16323:down|Ccl3,20302:up|Srpx2,68792:down|Plod2,26432:down|Vegfa,22339:down|Cbr2,12409:up|Se
rpine2,20720:up|Lrrc15,74488:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Colla2
,12843:down|Fgfrl,14182:down|Lpl,16956:up|Hmox1,15368:up|Has2,15117:down|Sulf1,240725:down|C1
qtnf6,72709:down|Grem1,23892:up|Col3al,12825:down|Col5a1,12831:down|Enppl,18605:down
steroid hormone )
mediated signaling 51;??4(())? 1.01E-01|1.89E-01 |Vdr,22337:down|Pparg,19016:up|Sfrp1,20377:up]|lgfl,16000:up|Bmp4,12159:up
pathway
regulation of cellular GO:00
ketone metabolic 10565 1.01E-01|1.89E-01 |Pparg,19016:up|Akrlc18,105349:up|Fam132b,227358:down|C1qtnf3,81799:down|Adipog,11450:up
process
myotube GO:00 B B . . . .
differentiation 14902 1.02E-01|1.89E-01 [Ccl8,20307:up|Cxcl9,17329:up|Cxcl12,20315:up|lgfl,16000:up
positive regulation of .
cellular carbohydrate f(%gg 1.02E-01|1.89E-01 |Htr2a,15558:down|lgf2,16002:up|igfL,16000:up
metabolic process
hexose biosynthetic GO:00 . . . )
process 19319 1.02E-01|1.89E-01 |[Sord,20322:up|C1qtnf3,81799:down|Adipog,11450:up
catecholamine GO:00 . ) .
transport 51937 1.02E-01|1.89E-01 |Cxcl12,20315:up|Htr2a,15558:down|Sncg,20618:up
regulation of neuron  |GO201, y5c 6111 goE_01 |Firt2,399558:down|Col3al,12825:down
migration 01222
triglyceride GO:00 . .
biosynthetic process | 19432 1.02E-01|1.89E-01 |Lpl,16956:up|C3,12266:up
alpha-beta T cell 600011 02€-01/1.89E-01 [Ceacam1,26365:up|Cd24a,12484:down
proliferation 46633
myeloid cell apoptotic |GO:00 B B . . . i
pracess 33028 1.02E-01|1.89E-01 |Kitl,17311:up|Adipog,11450:up
positive regulation of
oytokine production 1GO:001) noe 6111 89¢ 01 |WntSa,22418:down|Sema7a,20361:down
involved in immune 02720
response
cell junction GO:00 1.02E-0111.89€-01 Ceacam1,26365:up|Tnf,21926:up|Gpm6b,14758:up|Vegfa,22339:down|Tgfb2,21808:down|Grem1,23892:
organization 34330 ' up
negative regulation of G000
macrophage ‘=n |1.04E-01|1.89E-01 [Adipoq,11450:up
. o= 45650
differentiation
positive regulation of GO:00
pigment cell "~ ]1.04E-01|1.89E-01 |Kitl,17311:up
. o 50942
differentiation
chondrocyte
development involved [GO:00 . .
in endochondral bone 103433 1.04E-01|1.89E-01 |[Serpinh1,12406:down
morphogenesis
retinal blood vessel GO:00 .
morphogenesis 61304 1.04E-01|1.89E-01 |Vegfa,22339:down
positive regulation of G020
dendritic cell -~ |1.04E-01|1.89E-01 |Gas6,14456:up
X 00510
chemotaxis
adiponectin-activated [GO:00 . )
signaling pathway 33211 1.04E-01|1.89E-01 |Adipoq,11450:up
necroptotic signaling  [{GO:00 ) ) )
pathway 97527 1.04E-01|1.89E-01 [Tnf,21926:up
prolactin secretion : .04E- .89E- ofr, :down
lacti i GO0y 04e_01|1.89E-01 |Egfr,13649:d
70459
negative regulation of G020 .
motor neuron 1.04E-01|1.89E-01 |Crlf1,12931:down
) 00672
apoptotic process
doxorubicin metabolic |GO:001, 4 (111 g9p_01 [Akr1c18,105349:up
process 44598
activation of MAPKKK |GO:00 )
activity 00185 1.04E-01|1.89E-01 [Tnf,21926:up
lung growth GO:00 1.04E-01|1.89E-01 |Rspo02,239405:up
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negative regulation of

chronic inflammatory g%?? 1.04E-01|1.89E-01 |Cx3crl,13051:down
response
negative regulation of G000
glycogen metabolic 70874 1.04E-01|1.89E-01 |Enppl,18605:down
process
cell proliferation in GO:00 .
midbrain 33278 1.04E-01|1.89E-01 |Wnt5a,22418:down
ductus arteriosus GO:00 )
closure 97070 1.04E-01|1.89E-01 |[Hpgd,15446:up
snRNA transcription G000
from RNA polymerase 427.96 1.04E-01]1.89E-01 |lcel,218333:down
Ill promoter
regulation of
branching involved in  [{GO:00 )
mammary gland duct |60762 1.04E-01|1.89E-01 |Wnt5a,22418:down
morphogenesis
septum primum GO:00 ) ) )
development 03284 1.04E-01|1.89E-01 |Tgfb2,21808:down
regulation of hair GO:00 ) ) .
follicle maturation 48819 1.04E-01|1.89E-01 |Tgfb2,21808:down
regulation of G000
melanocyte '~ |1.04E-01|1.89E-01 |Kitl,17311:up
. o 45634
differentiation
regulation of stem cell {GO:20 )
division 00035 1.04E-01|1.89E-01 |Sfrp2,20319:up
L-serine transport f&%gg 1.04E-01|1.89E-01 |Serinc2,230779:down
positive regulation of GO:00
myeloid cell apoptotic 330'34 1.04E-01|1.89E-01 |Adipoq,11450:up
process
ventricular compact GO:00
myocardium 032'23 1.04E-01|1.89E-01 |Bmprla,12166:down
morphogenesis
testosterone GO:00 .
biosynthetic process  |61370 1.04E-01|1.89E-01 |Akrlc18,105349:up
cellular triglyceride GO:00 )
homeostasis 35356 1.04E-01|1.89E-01 |C1lqgtnf3,81799:down
mast cell cytokine GO:00 .
production 30762 1.04E-01|1.89E-01 |Hmox1,15368:up
apoptotic process .
involved in heart g;?g 1.04E-01|1.89E-01 |Tgfb2,21808:down
morphogenesis
otic vesicle formation S(%fg 1.04E-01|1.89E-01 |Fgfr2,14183:up
negative regulation of GO:00
interleukin-6 ‘o l11.04E-01|1.89E-01 [Prg4,96875:down
. . 45409
biosynthetic process
reydative rcyuiation Ul .
GO:00 .
Ta,it (ie.l.ll . 43305 1.04E-01|1.89E-01 |HmMox1,15368:up
N-acetylneuraminate |GO:00 )
catabolic process 19262 1.04E-01]|1.89E-01 [Npl,74091:up
positive regulation of GO:00
thymocyte apoptotic 702'45 1.04E-01|1.89E-01 |Wnt5a,22418:down
process
polyketide metabolic  |GO001, 4¢ 611 goE_1 |Akr1c18,105349:up
process 30638
cGMP-mediated GO:00 .
signaling 19934 1.04E-01|1.89E-01 |Ednrb,13618:up
pre-B cell GO:00 )
differentiation 02329 1.04E-01|1.89E-01 |Cd24a,12484.down
negative regulation of 1GO:001 44¢ 4111 89-01 |Inhba,16323:down
hair cycle 42636
negative regulation of GO:00
transforming growth 71635 1.04E-01|1.89E-01 |Cd24a,12484:down
factor beta production
convergent extension GO:00
involved in 60(529 1.04E-01|1.89E-01 |Wnt5a,22418:down
organogenesis
cell proliferation in GO:00 )
bone marrow 71838 1.04E-01|1.89E-01 |Fgfr2,14183:up
multinuclear osteoclast | GO:00 )
differentiation 79674 1.04E-01|1.89E-01 |Cd109,235505:down
regulation of GO:00 )
adiponectin secretion |70163 1.04E-01|1.89E-01 [C1qtnf3,81799:down
embryonic GO:00
neurocranium .~ |1.04E-01|1.89E-01 |Tgfb2,21808:down
. 48702
morphogenesis
primitive erythrocyte  |GO:00 )
differentiation 60319 1.04E-01|1.89E-01 |Vegfa,22339:down




negative regulation of

immature T cell 6000 1.04E-01|1.89E-01 |Bmp4,12159:up
. i 33087
proliferation
branch elongation )
involved in mammary GO:00 1.04E-01|1.89E-01 |Wntba,22418:down
. 60751
gland duct branching
positive regulation of GO'19 .
anion transmembrane 1.04E-01|1.89E-01 |Fxyd1,56188:up
03961
transport
) ) GO:00 .
heart induction 03129 1.04E-01|1.89E-01 |Bmp4,12159:up
non-canonical Wnt )
signaling pathway via GO:00 1.04E-01|1.89E-01 |Wntb5a,22418:down
38031
INK cascade
negative regulation of )
cAMP-dependent 6020 1.04E-01|1.89E-01 |Prkar2b,19088:up
o - 00480
protein kinase activity
definitive erythrocyte |GO:00 .
differentiatio: 60318 | -O4E-01[1.89E-01 |Tgfbr3 21814:up
substrate-dependent )
cerebral cortex 6000 1.04E-01|1.89E-01 |[Fgfrl,14182:down
. N 21825
tangential migration
glomerulus vasculature |GO:00 ) ) )
morphogenesis 72103 | 1-04E-01|1.89E-01  (Bmp4,12159:up
angiogenesis involved )
in coronary vascular g(%%g 1.04E-01|1.89E-01 |Vegfa,22339:down
morphogenesis
regulation of histone |GO:19 .
deacetylase activity 01725 1.04E-01|1.89E-01 |Vegfa,22339:down
interleukin-18 GO:00 .
production 32621 1.04E-01|1.89E-01 [Tnf,21926:up
common myeloid .
progenitor cell S;gg 1.04E-01|1.89E-01 |Ceacam1,26365:up
proliferation
metanephric collecting |GO:00 )
duct development 72905 | L04E-01|1.89E-01 |Bmp4,12159:up
aortic valve GO:00 )
morphogenesis 03180 | L04E-01|1.89E-01 |Bmp4,12159:up
positive regulation of
cell migration by .
vascular endothelial Sgégg 1.04E-01|1.89E-01 |Vegfa,22339:down
growth factor signaling
pathway
response to glucagon S;??gg 1.04E-01|1.89E-01 |Cdol,12583:up
response to yeast gl%gg 1.04E-01|1.89E-01 |Ptx3,19288:up
negative regulation of )
monocyte chemotactic ?fégg 1.04E-01|1.89E-01 |C1qtnf3,81799:down
protein-1 production
positive regu!atlon of GO'19 . .
hematopoietic stem 02035 1.04E-01|1.89E-01 |Kitl,17311:up
cell proliferation
pyrimidine nucleoside )
monophosphate ggci'gg 1.04E-01|1.89E-01 |Uck2,80914:down
metabolic process
aortic valve GO:00 )
development 03176 1.04E-01|1.89E-01 |Bmp4,12159:up
common-partner .
SMAD protein g%gg 1.04E-01|1.89E-01 |Bmp4,12159:up
phosphorylation
tricuspid valve GO:00 )
development 03175 1.04E-01|1.89E-01 |Bmprla,12166:down
|m|dazole-conta|n|ng GO:00 .
compound catabolic 50805 1.04E-01|1.89E-01 |Hal,15109:up
process
positive regulation of |GO:00 )
synaptic plasticity 31915 | L04E-01|1.89E-01 |Ptgs2,19225:down
aminoglycoside )
antibiotic metabolic ,S(%Sg 1.04E-01|1.89E-01 |Akric18,105349:up
process
negative regulation of )
vitamin metabolic fgg? 1.04E-01|1.89E-01 |Akric18,105349:up
process
negative regulation of )
protein activation Soozéé’ 1.04E-01|1.89E-01 |Serping1,12258:up
cascade
T cell extravasation GO:00 1.04E-01|1.89E-01 |Ccl2,20296:up

72683




protein retention in ER |GO:001) o1 411 89E_01 |Kdelr3,105785:down
lumen 06621
daunorubicin GO:00 )
metabolic process 24597 1.04E-01|1.89E-01 |Akrlc18,105349:up
peptidyl-proline G000
hydroxylation to 4- ‘. |1.04E-01|1.89E-01 |P4hal,18451:down
- 18401

hydroxy-L-proline
negative regulation of G000
T-helper 1 type 02526 1.04E-01|1.89E-01 |l11rl1,17082:down
immune response

. ) . GO:00 .
adiponectin secretion 70162 1.04E-01|1.89E-01 |C1qgtnf3,81799:down
negative regulation of [{GO:00 ) ) . )
complement activation |45916 1.04E-01|1.89E-01 |Serpingl,12258:up
glomerular capillary GO:00 ) ) )
formation 72104 1.04E-01|1.89E-01 |Bmp4,12159:up
positive regulation of G000
sequestering of ‘-~ |1.04E-01|1.89E-01 |Lpl,16956:up

i ; 10890
triglyceride
primary alcohol GO:00 ) ) )
catabolic process 34310 1.04E-01|1.89E-01 |Akrlc18,105349:up
osteoclast proliferation g;.lgg 1.04E-01|1.89E-01 |Grem1,23892:up
male gonad GO:00 . . . .
development 08584 1.05E-01|1.90E-01 |Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Inhba,16323:down
development of GO:00
primary male sexual 46546 1.05E-01|1.90E-01 |Sfrp2,20319:up|Sfrpl,20377:up|Wnt5a,22418:down|Inhba,16323:down
characteristics
negative regulation of GO:00
homotypic cell-cell 341'11 1.05E-01|1.90E-01 |Ceacam1,26365:up|Cd24a,12484:down|Serpine2,20720:up|Bmp4,12159:up
adhesion
nerve development SlOG%J 1.06E-01|1.92E-01 |Ret,19713:up|Sulf1,240725:down|Serpine2,20720:up
cholesterol GO:00 ) ) .
homeostasis 42632 1.06E-01|1.92E-01 [Cd24a,12484:down|Fabp4,11770:up|Lpl,16956:up
sterol homeostasis gsoogg 1.06E-01|1.92E-01 [Cd24a,12484:down|Fabp4,11770:up|Lpl,16956:up
seduestering of metal gggg 1.08E-01|1.95E-01 |Htr2b,15559:down|Glp1r,14652:down|Tgfb2,21808:down|Htr2a, 15558:down
negative regulation of |GO:00 ) )
fibroblast proliferation |48147 1.08E-01|1.95E-01 [Pparg,19016:up|Sfrp1,20377:up
granulocyte GO:00 . . )
differentiation 30851 1.08E-01|1.95E-01 |[Ceacaml,26365:up|Adipog,11450:up
cell proliferation in GO:00 ) )
forebrain 21846 1.08E-01|1.95E-01 |[Fgfrl,14182:down|Fgfr2,14183:up
regulation of platelet |GO:00 . . )
activation 10543 1.08E-01|1.95E-01 |Ceacaml,26365:up|Serpine2,20720:up
cardiac atrium CO:001, hae_01|1.956-01 |Wnt5a,22418:down|Tgfb2,21808:down
morphogenesis 03209
activation of MAPKK  |GO:00 ) )
activity 00186 1.08E-01|1.95E-01 |Egfr,13649:down|Bmp4,12159:up
cellular response to GO:00 ) . )
fatty acid 71398 1.08E-01]|1.95E-01 |Akr1c18,105349:up|Ptgir,19222:up
negative regulation of |GO:00 ) )
B cell activation 50869 1.08E-01|1.95E-01 |Cd24a,12484:down|Sfrp1,20377:up
negative regulation of
intracellular steroid GO:00 ) )
hormone receptor 33144 1.08E-01|1.95E-01 |[Sfrp1,20377:up|lgfl,16000:up
signaling pathway
regulation of GO:00
nucleotide metabolic 061-40 1.09E-01|1.96E-01 |Adm,11535:up|Wnt5a,22418:down|Vegfa,22339:down|Htr2a,15558:down|Ptgir,19222:up|lgf1,16000:up
process

. GO:19 B B Pparg,19016:up|lgf1,16000:up|Adipoq,11450:up|Serpina3g,20715:up|Gatm,67092:down|lgf2,16002:up|En

response to peptide 01652 1.09E-01|1.96E-01 pp1.18605:down|Cdo1,12583:up
positive regulation of GO:00
tumor necrosis factor 327-60 1.09E-01|1.97E-01 |Ccl2,20296:up|Ccl4,20303:up|Ccl3,20302:up
production
positive regulation of GO:00
neuron apoptotic 435'25 1.09E-01|1.97E-01 |Tnf,21926:up|Tgfb2,21808:down|Ccl3,20302:up
process
positive regulation of |GO:001, 4or 611 976_01 |srpx2,68792:down|Firt2,399558:down|Thbs2,21826:down
synapse assembly 51965
glucan metabolic GO:00 ) ) )
process 24042 1.09E-01|1.97E-01 |Enppl,18605:down|lgf2,16002:up|lgfl,16000:up
cellular glucan GO:00 ) ) )
metabolic process 06073 1.09E-01|1.97E-01 |Enppl,18605:down|lgf2,16002:up|lgfl,16000:up
glycogen metabolic GO:00 ) ) )
process 05977 1.09E-01|1.97E-01 |Enppl,18605:down|lgf2,16002:up|lgfl,16000:up




regulation of

smoothened signaling 85?538 1.09E-01|1.97E-01 |[Sfrp1,20377:up|Serpine2,20720:up|Fgfr2,14183:up
pathway
negative requlation of Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|
tra?wscri tio% DNA- GO:00 110E-01l1.986-01 Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|L
tem IatZd ' 45892 |~ ' mcd1,30937:up|Fgfrl,14182:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down|Grem1,23892:up
P |Adipoq,11450:up|Bmp4,12159:up|Sfrp2,20319:up|Fgfr2,14183:up|S100a1,20193:up
L GO:00 ) ) Pparg,19016:up|Fgfrl,14182:down|Egfr,13649:down|Pdgfc,54635:down|Grem1,23892:up|lgf1,16000:up|B
DNA replication 06260 1.10E-01|1.99E-01 mp4.12159:up|Kitl17311:up
neqative requlation of Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|
nugleic acidgitem lated GO:19 1126-01l2.016-01 Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|L
transcriotion P 03507 | ™ ' mcd1,30937:up|Fgfrl,14182:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down|Grem1,23892:up
P |Adipoq,11450:up|Bmp4,12159:up|Sfrp2,20319:up|Fgfr2,14183:up|S100a1,20193:up
. GO:00 ) ) Pparg,19016:up|Egfr,13649:down|Inhba,16323:down|lgf1,16000:up|Bmp4,12159:up|Vegfa,22339:down|M
rhythmic process 4gs11 | F12E-01202E-01 | s 57390 down|Kitl, 1731 1:up
activation of cysteine- G000
type endopeptidase 972'02 1.13E-01|2.03E-01 |Tnf,21926:up|Pparg,19016:up|F3,14066:up
activity
regulation of cellular GO'19
response to insulin 00676 1.13E-01|2.03E-01 |Pparg,19016:up|Enppl,18605:down|lgf2,16002:up
stimulus
ADP metabolic process SGOO??E) 1.13E-01|2.03E-01 |Htr2a,15558:down|Ampd3,11717:up|lgfl,16000:up
alpha-amino acid GO:19 . ) .
catabolic process 01606 1.13E-01|2.03E-01 |Ddah1,69219:down|Hal,15109:up|Cdol,12583:up
positive regulation of
tumor necrosis factor |GO:19, 43 415 03¢_01 |Ce12,20296:up|Ccl4,20303:up|Ccl3,20302:up
superfamily cytokine  |03557 | ' ' ' ' ' ' '
production
Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|
negative regulation of |GO:00 1136-01/2.036-01 Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Lox|2,94352:down|LoxI3,16950:down|L
RNA metabolic process|51253 |~ ' mcd1,30937:up|Fgfrl,14182:down|Hmox1,15368:up|Sfrp1,20377:up|Wntba,22418:down|Ccl4,20303:up|G
rem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|Sfrp2,20319:up|Fgfr2,14183:up|S100a1,20193:up
gastrulation with GO:00 ) )
mouth forming second [01702 1.13E-01|2.03E-01 [Wnt5a,22418:down|Plpp3,67916:up
peptide cross-linking %.128 1.13E-01|2.03E-01 |Mamdc2,71738:down|Col3al,12825:down
olfactory bulb GO:00 ) .
development 21772 1.13E-01|2.03E-01 |Fgfrl,14182:down|Wnt5a,22418:down
negative regulation of GO'19
signal transduction in ‘oo |1.13E-01|2.03E-01 |Tnf,21926:up|Cx3crl,13051:down
’ 01099
absence of ligand
face morphogenesis g(%gg 1.13E-01|2.03E-01 [Tgfb2,21808:down|Mmp2,17390:down
response to fungus gg%gg 1.13E-01|2.03E-01 |[Ptx3,19288:up|Clec4n,56620:up
regulation of glycolytic |GO001, 43¢ 4115 03E_01 |Htr2a,15558:down|igf, 16000:up
process 06110
embryonic digestive GO:00 . .
tract development 48566 1.13E-01|2.03E-01 |Aldh1a2,19378:up|Fgfr2,14183:up
negative regulation of
extrinsic apoptotic |GO20\ 43¢ o115 03F_01 [Tnf,21926:up|Cx3er1, 13051:down
signaling pathway in  |01240
absence of ligand
glial cell differentiation foc())(())? 1.15E-01|2.06E-01 [Pparg,19016:up|Egfr,13649:down|Plpp3,67916:up|Serpine2,20720:up|lgfl,16000:up|Bmp4,12159:up
neuron migration gggg 1.15E-01|2.06E-01 |Gas6,14456:up|FIrt2,399558:down|Cxcl12,20315:up|Mark1,226778:up|Col3al,12825:down
ammonium ion GO:00 ) . . . .
metabolic process 97164 1.15E-01|2.06E-01 |Akrlc18,105349:up|Fabp5,16592:up|Tgfb2,21808:down|Maob,109731:up|Epasl,13819:up
positive regulation of |GO:00 116E-01l2.076-01 Tnf,21926:up|Fgfrl,14182:down|Egfr,13649:down|Wnt5a,22418:down|lgf1,16000:up|Tgfb2,21808:down|F
cell cycle 45787 | ' gfr2,14183:upllgf2,16002:up
organonitrogen GO:19 Ddah1,69219:down|Hmox1,15368:up|Blvrb,233016:up|Mmp13,17386:up|Anpep,16790:up|Hal,15109:up|
compound catabolic - |1.16E-01|2.08E-01 ' - ' ' ' ' ' ' ' ' ' '
01565 Cdo1,12583:up
process
positive regulation of
NF-kappaB GO:00 ) ) ) )
transcription factor 51092 1.16E-01|2.08E-01 |Tnf,21926:up|Wnt5a,22418:down|Tgfbr3,21814:up|Grem1,23892:up
activity
dorsal/ventral pattern |GO:00 ) ) ) )
formation 09953 1.16E-01|2.08E-01 |Sfrp1,20377:up|Bmprla,12166:down|Grem1,23892:up|Bmp4,12159:up
cell-substrate junction |GO:00 ) ) )
assembly 07044 1.17E-01|2.08E-01 |Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up
astrocyte GO:00 ) ) . )
differentiation 48708 1.17E-01|2.08E-01 |Egfr,13649:down|Plpp3,67916:up|Serpine2,20720:up
mammary gland GO:00
epithelium 611-80 1.17E-01|2.08E-01 |Vdr,22337:down|Wnt5a,22418:down|Fgfr2,14183:up

development




hematopoietic

GO:00

progenitor cell 02244 1.18E-01|2.08E-01 |Fstl3,83554:down|Sfrp1,20377:up|Vegfa,22339:down|Inhba,16323:down|Bmp4,12159:up
differentiation
Htr2b,15559:down|Adm,11535:up|Mrc1,17533:up|Sfrp4,20379:up|Ccl2,20296:up|C3,12266:up|Vegfa,2233
vesicle-mediated GO:00 118€-01l2.08-01 9:down|Kdelr3,105785:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|Ptx3,19288:up|Trf,22041:up|C
transport 16192 (™ ' d24a,12484:down|Sec23a,20334:down|Ncam1,17967:down|Hmox1,15368:up|Wnt5a,22418:down|Tfrc,22
042:up|Grem1,23892:up|Adipoq,11450:up|Fgfr2,14183:up|Syt13,80976:up|Mrc2,17534:down
acylglycerol GO:00 B B . .
biosynthetic process  |46463 1.19E-01|2.08E-01 |Lpl,16956:up|C3,12266:up
neutral lipid GO:00 ) )
biosynthetic process  |46460 1.19E-01|2.08E-01 |Lpl,16956:up|C3,12266:up
porphyrin-containing G000
compound metabolic 067.78 1.19E-01|2.08E-01 |Hmox1,15368:up|Blvrb,233016:up
process
epidermis GO:00 ) ) ) )
morphogenesis 48730 1.19E-01|2.08E-01 |Tgfb2,21808:down|Fgfr2,14183:up
cellular response to G000
vascular endothelial 359'24 1.19E-01|2.08E-01 |Vegfa,22339:down|Adamts12,239337:down
growth factor stimulus
cytokine biosynthetic  |GO:001, 5 15 gge_01 |Tnf 21926:up|Prg4,96875:down|Wnt5a 22418:down|Errfil, 74155:down
process 42089
positive regulation of G000
extracellular matrix '~ |1.20E-01|2.08E-01 |Tgfb2,21808:down
. 90091
disassembly
keratinocyte apoptotic {GO:00 )
progess 97283 1.20E-01|2.08E-01 |Sfrp4,20379:up
regulation of low-
density lipoprotein GO:00 . )
particle receptor 45714 1.20E-01]|2.08E-01 |Adipoq,11450:up
biosynthetic process
Whnt signaling pathway
involved in GO:00 )
dorsal/ventral axis 44332 1.20E-01|2.08E-01 |Sfrp1,20377:up
specification
positive regulation of |GO:19 )
cell maturation 03431 1.20E-01|2.08E-01 |Ret,19713:up
positive regulation of GO:00
developmental ‘-~ |1.20E-01|2.08E-01 |Kitl,17311:up
. - 48087
pigmentation
positive regulation of |GO:00 )
keratinocyte migration |51549 1.20E-01|2.08E-01 |Has2,15117:down
regulation of
endothelial cell G020
chemotaxis to “|1.20E-01|2.08E-01 |Fgfrl,14182:down
. 00544
fibroblast growth
factor
epithelial fluid GO:00 .
transport 42045 1.20E-01|2.08E-01 |Ednrb,13618:up
mitotic DNA GO:19 .
replication 02969 1.20E-01|2.08E-01 |Fgfrl,14182:down
cell chemotaxis to GO:00
fibroblast growth -~ |1.20E-01|2.08E-01 |Fgfrl,14182:down
35766
factor
positive regulation of |GO:00 )
cholesterol storage 10886 1.20E-01|2.08E-01 |Lpl,16956:up
transferrin transport 6000 1.20E-01|2.08E-01 |Tfrc,22042:up
33572
epithelial- GO:00
mesenchymal cell 60684 1.20E-01|2.08E-01 |Bmp4,12159:up
signaling
hormone catabolic | GO:001, 50e 6115 0ge_01 [Akric18,105349:up
process 42447
sulfur amino acid GO:00 )
catabolic process 00098 1.20E-01|2.08E-01 |Cdol,12583:up
cellular phosphate ion |GO:00 )
homeostasis 30643 1.20E-01|2.08E-01 |Enppl,18605:down
regulation of GO'19
keratinocyte apoptotic 021'72 1.20E-01|2.08E-01 |Sfrp4,20379:up
process
commissural neuron  |GO:00 )
axon guidance 71679 1.20E-01|2.08E-01 |Vegfa,22339:down
lens induction in GO:00 )
camera-type eye 60235 1.20E-01|2.08E-01 |Bmp4,12159:up
vascular smooth GO:00
muscle cell ‘o, |1.20E-01|2.08E-01 |Adm,11535:up
97084
development
regulation of tooth GO:00 .
mineralization 70170 1.20E-01|2.08E-01 |Aspn,66695:down
pericardium GO0/, 50e_01[2.08-01 |Wnt5a,22418:down
morphogenesis 03344




positive regulation of  [GO:00 ) ) .
deacetylase activity 90045 1.20E-01|2.08E-01 |Vegfa,22339:down
negative regulation of |GO:00 .
cellular extravasation 102692 1.20E-01|2.08E-01 |Cxcl12,20315:up
cellular trivalent GO00
inorganic anion ‘~|1.20E-01|2.08E-01 |Enppl,18605:down
) 72502
homeostasis
trachea formation GO:00 1.20E-01|2.08E-01 |Bmp4,12159:u
60440 | : P up
chondroitin sulfate GO:00 )
biosynthetic process  |30206 1.20E-01|2.08E-01 [Chst11,58250:down
regulation of GO:00 ) ) )
keratinocyte migration |51547 1.20E-01|2.08E-01 |Has2,15117:down
regulation of GO:19 ) ) )
lymphangiogenesis 01490 1.20E-01|2.08E-01 |Vegfa,22339:down
histidine metabolic GO:00 )
process 06547 1.20E-01|2.08E-01 [Hal,15109:up
artery smooth muscle || GO:001y 50e o115 0ge_01 |Htr2a,15558:down
contraction 14824
endothelial cell
chemotaxis to GO:00 )
fibroblast growth 35768 1.20E-01|2.08E-01 |Fgfrl,14182:down
factor
optic cup
morphogenesis G000 50e-01[2.08E-01 |Aldh1a3,56847:down
involved in camera- 02072
type eye development
regulation of
transcription from RNA
polymerase Il GO:00 .
promoter involved in  |03256 1.20E-01|2.08E-01 |Grem1,23892:up
myocardial precursor
cell differentiation
outer ear GO:00 )
morphogenesis 42473 1.20E-01|2.08E-01 |Fgfrl,14182:down
cellular response to GO:00
follicle-stimulating _~|1.20E-01|2.08E-01 |Inhba,16323:down
; 71372
hormone stimulus
regulation of cell-cell GO:00
adhesion mediated by 33632 1.20E-01|2.08E-01 |Cd24a,12484:down
integrin
neural plate GO:00 .
regionalization 60897 1.20E-01|2.08E-01 |Bmprla,12166:down
regulation of GO:00 )
microvillus assembly  |32534 1.20E-01|2.08E-01 |Prl2c2,18811:up
vitamin D receptor GO:00 )
signaling pathway 70561 1.20E-01|2.08E-01 |Vdr,22337:down
taurine metabolic GO:00 )
v 19530 1.20E-01|2.08E-01 |Cdol,12583:up
. . 1GO:00 .
ureteric bud formation 60676 1.20E-01|2.08E-01 |[Grem1,23892:up
regulation of GO:00
cardioblast ‘o | 1.20E-01|2.08E-01 [Tgfb2,21808:down
X o 51890
differentiation
positive regulation of |GO:00 .
hypersensitivity 02885 1.20E-01|2.08E-01 |C3,12266:up
regulation of myosin- GO:00
light-chain- - |1.20E-01]|2.08E-01 [Tnf,21926:up
. 35507
phosphatase activity
positive regulation of
cyclin-dependent
protein GO:00
serine/threonine —a |1.20E-01|2.08E-01 |Egfr,13649:down
) R 31659
kinase activity involved
in G1/S transition of
mitotic cell cycle
mesenchymal cell GO:00
differentiation involved . |1.20E-01|2.08E-01 |Bmp4,12159:up
T 72161
in kidney development
negative regulation of
apoptotic process GO:19 )
involved in 02338 1.20E-01|2.08E-01 |Tgfbr3,21814:up
morphogenesis
negative regulation of
mast cell activation GO:00 )
involved in immune 33007 1.20E-01/2.08E-01 |Hmox1,15368:up
response
cellular response to GO:00 .
cholesterol 71397 1.20E-01|2.08E-01 |Inhba,16323:down




ureteric bud GO:00 )
elongation 60677 1.20E-01|2.08E-01 |Bmp4,12159:up
non-canonical Wnt GO00
signaling pathway via -~ |1.20E-01|2.08E-01 |Wnt5a,22418:down
38030
MAPK cascade
renal system G000
vasculature '~ |1.20E-01|2.08E-01 |Bmp4,12159:up
. 61438
morphogenesis
positive regulation of
epithelial cell GO:00 ) ) )
proliferation involved 60501 1.208-0112.08E-01 | Fgfr2,14183:up
in lung morphogenesis
. GO:00 : .
serine transport 32329 1.20E-01|2.08E-01 |Serinc2,230779:down
regulation of cell-cell G020
adhesion mediated by "~ 11.20E-01|2.08E-01 |Wnt5a,22418:down
: 00047
cadherin
Type Il pneumocyte GO:00 B B )
differentiation 60510 1.20E-01|2.08E-01 |Igf1,16000:up
dorsal aorta GO:00 )
morphogenesis 35012 1.20E-01|2.08E-01 |Bmprla,12166:down
negative regulation of G020
protein localization to - 11.20E-01|2.08E-01 |Gpm6b,14758:up
00009
cell surface
negative regulation of [{GO:00 )
renal sodium excretion |35814 | 1-20F-01|2.088-01  [Anpep,16790:up
mesenchymal cell
differentiation involved |GO:20 )
in renal system 01012 1.20E-01|2.08E-01 |Bmp4,12159:up
development
tonic smooth muscle | GO:001) 5oe 0715 0ge_01 |Htr2a,15558:down
contraction 14820
Type | pneumocyte GO:00 )
differentiation 60509 1.20E-01|2.08E-01 |Igf1,16000:up
peptide cross-linking
via chondroitin 4- GO:00 .
sulfate 19800 1.20E-01|2.08E-01 [Mamdc2,71738:down
glycosaminoglycan
positive regulation of |GO:20 )
myoblast proliferation |00288 1.20-0112.08E-01 |igf1,16000:up
serine phosphorylation |GO:00 )
of STAT3 protein 33136 1.20E-01|2.08E-01 |Ret,19713:up
cellular response to GO:00 . )
epinephrine stimulus  |71872 1.20E-01]|2.08E-01 |Adipoq,11450:up
negative regulation of |GO:00 )
cell fate specification  |09996 1.208-0112.08E-01 |Sfrp2,20319:up
kidney vasculature GO:00 )
morphogenesis 61439 1.20E-01|2.08E-01 |Bmp4,12159:up
response to GO:00 . )
epinephrine 71871 1.20E-01]|2.08E-01 |Adipoq,11450:up
B cell chemotaxis 6000 1.20E-01|2.08E-01 |Gas6,14456:u
35754 | : ' up
maintenance of GO:00
protein localization in ‘-~ |1.20E-01|2.08E-01 |Kdelr3,105785:down
- . 35437
endoplasmic reticulum
mannose metabolic | GO:001, »oe 6115 0ge_01 [Man2a2,140481:up
process 06013
atrioventricular canal  |GO:00 )
development 36302 1.20E-01|2.08E-01 |Has2,15117:down
neuron-neuron |GO:00Y, 5oe 6115 09E_01 |Egfr,13649:down]|Htr2a, 15558 down|Ptgs2,19225:down|Serpine2,20720:uplPlat, 18791:down
synaptic transmission 07270
regulation of ion ) . ) ) ) . ) )
transmembrane GO:00 120E-0112.006-01 Hvenl,74096:up|Fxyd1,56188:up|Ccl12,20293:up|Stc1,20855:up|Kenj15,16516:down|Fxyd2,11936:up|Bmp
transport 34765 | ' 4,12159:up|Cxcl12,20315:up|Tgfb2,21808:down|S100a1,20193:up
negative regulation of |GO:00 ) ) )
behavior 48521 1.21E-01|2.10E-01 |Wntb5a,22418:down|Ccl12,20293:up|Grem1,23892:up
muscle cell GO:00 . ) . ) ) )
development 55001 1.23E-01|2.13E-01 |Adm,11535:up|Vegfa,22339:down|Wispl,22402:down|lgf1,16000:up|Bmp4,12159:up
peptidyl-serine GO:00 Tnf,21926:up|Gas6,14456:up|Plk2,20620:down|Sfrp2,20319:up|Ret,19713:up|Wnt5a,22418:down|Vegfa,22
. 1.24E-01|2.16E-01 .
phosphorylation 18105 339:down
regulation of glial cell |GO:00 ) ) ) )
differentiation 45685 1.25E-01|2.17E-01 |Pparg,19016:up|Serpine2,20720:up|Bmp4,12159:up
response o CO:001, 55p_01(2.17E-01 |Htr2b,15559:down|Ncam?,17967:down|Hr2a, 15558:down
ammonium ion 60359
monosaccharide GO:00 . ) ) )
biosynthetic process | 46364 | -29E-01{217E-01 Sord,20322:up|C1qtnf3,81799:down|Adipog,11450:up
positive regulation of | CO:191, »oe 615 1701 |Fxyd1,56188:up|Fam132b,227358:down|Cxcl12,20315:up
anion transport 03793
regulation of GO:00 ) )
telomerase activity c1970 |1:25E-01|2.17E-01 |Pparg,19016:up|Grem1,23892:up




regulation of

nucleotide catabolic g(%f? 1.25E-01|2.17E-01 |Htr2a,15558:downl|lgf1,16000:up

process

cellular response to GO:00 ) )

heat 34605 1.25E-01|2.17E-01 |Tfec,21426:up|Hmox1,15368:up

positive regulation of GO'19

phospholipid 037'27 1.25E-01|2.17E-01 |Htr2b,15559:down|Htr2a,15558:down

metabolic process

regulation of GO:00 ) ) ) )

myelination 31641 1.25E-01|2.17E-01 |Tnf,21926:up|Trf,22041:up

positive regulation of |GO:00 ) ) . .

vasodilation 45909 1.25E-01|2.17E-01 |Adm,11535:up|Egfr,13649:down

proximal/distal pattern {GO:00 ) ) ) )

formation 09954 1.25E-01]|2.17E-01 |Aldhla2,19378:up|Grem1,23892:up

;‘Tg;'liltt';” of synaptic 5801‘23 1.25E-01|2.176-01 |PIk2,20620:down|Ncam?,17967:down|Ptgs2,19225:down|Cx3crL, 13051:down|Serpine2,20720:up

G-protein coupled G000 Htr2b,15559:down|Adm,11535:up|Ccl9,20308:up|Ccl6,20305:up|Ccl7,20306:up|Ccl2,20296:up|C3,12266:u

receptor signaling 071.86 1.25E-01|2.17E-01 |p|Ednrb,13618:up|Ccl3,20302:up|Cxcr6,80901:down|Htr2a,15558:down|Cx3crl1,13051:down|Akr1c18,105

pathway 349:up|Glplr,14652:down|Ccl12,20293:up|Ccl4,20303:up|Ccl8,20307:up|Cxcl9,17329:up|Ptgir,19222:up

post-embryonic GO:00 ) ) ) ) ) )

development 09791 1.26E-01|2.17E-01 |Chst11,58250:down|Vegfa,22339:down|Fgfr2,14183:up|Bmp4,12159:up
Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Epasl,13819:up|Ankrd1,107765:down|Uchl5,56207:up|Akrl
¢18,105349:up|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|ll1rn,16181:up|Bmp4,12159:up|Tnc,

cellular response to GO:00 126E-01l2176-01 21923:down|Tgfb2,21808:down|Sdf211,64136:up|Creb311,26427:down|Hp,15439:up|Pdia5,72599:down|Cx

stress 33554 | ' ¢cl12,20315:up|Plod2,26432:down|Nabp1,109019:down|Vegfa,22339:down|Mmp2,17390:down|Tnf,21926:
up|Gas6,14456:up|Lmcd1,30937:up|Egfr,13649:down|Sfrp1,20377:up|Hmox1,15368:up|Ptgs2,19225:down
|Ceacam1,26365:up|Sfrp2,20319:up|Errfil,74155:down

negative regulation of |GO:00 ) . ) . )

mitotic cell cycle 45930 1.28E-01|2.21E-01 |PIk2,20620:down|Egfr,13649:down|Nabp1,109019:down|Fgfr2,14183:up|Bmp4,12159:up

negative regulation of GO:00

neuron apoptotic 435'24 1.28E-01|2.21E-01 |Glplr,14652:down|Crlf1,12931:down|Hmox1,15368:up|Ccl12,20293:up|Mt1,17748:up

process

cytokine metabolic |GO:001, ,qe 115 2o¢_01 |Tnf,21926:up|Prg4,96875:down|Wnt5a,22418:down|Errfil, 74155:down

process 42107

purine ribonucleoside .

diphosphate metabolic gﬁ%’ 1.29E-01|2.22E-01 |Htr2a,15558:down|Ampd3,11717:up]|lgfl,16000:up

process

adherens junction GO:00 ) . )

assembly 34333 1.29E-01|2.22E-01 |Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up

purine nucleoside .

diphosphate metabolic gﬁgg 1.29E-01|2.22E-01 |Htr2a,15558:down|Ampd3,11717:up]|lgfl,16000:up

process

Sg%a”gcu%d;:’:é botic 199791 3080100 2ap_1 [TF:21926:UplAKr1C18,105349:up|Fgfrl, 14182:down|Fabp5,16592:up|Wnt5a,22418 down|Maob, 109731:u

prOCZSS 01615|™ ' p|Epasl,13819:up|Vdr,22337:down|Sord,20322:up|Tgfb2,21808:down|Pdxk,216134:up

myeloid leukocyte GO0011 31£_01|2.256-01 |Hmox1,15368:up|Wnt5a,22418:down|Cx3cr1,13051:downiI1rl1,17082:down[Tnfsf9,21950:up

activation 02274

cellular response to GO:00 ) ) ) ) ) .

oxidative stress 34599 1.31E-01]|2.25E-01 |Tnf,21926:up|Akrlc18,105349:up|Hp,15439:up|Hmox1,15368:up|Epasl,13819:up|Bmp4,12159:up

maternal process .

involved in female gool'gg 1.326-01|2.25E-01 |Vdr,22337-down|Ptgs2,19225:down

pregnancy

negative regulation of GO'19

cellular response to 000'77 1.32E-01|2.25E-01 |Pparg,19016:up|Enppl,18605:down

insulin stimulus

positive regulathn of GO:00 . .

glucose metabolic 10907 1.32E-01|2.25E-01 |Igf2,16002:up]|lgfl,16000:up

process

establishment or GO:00

maintenance of bipolar 61245 1.32E-01|2.25E-01 |Ptk7,71461:down|Wnt5a,22418:down

cell polarity

regulation of amino GO:00 ) )

acid transport 51955 1.32E-01|2.25E-01 |Tnf,21926:up|ll1rn,16181:up

sleep g&gg 1.326-01|2.25E-01 |Htr2a,15558:down|Slc29a1,63959:up

cardiac atrium GO:00 ) )

development 03230 1.32E-01|2.25E-01 |Wntb5a,22418:down|Tgfb2,21808:down

fatty acid derivative GO:19 ) )

biosynthetic process 01570 1.32E-01|2.25E-01 |Ggt5,23887:up|Ptgs2,19225:down

establishment or

maintenance of GO:00 ) )

apical/basal cell 35088 1.32E-01|2.25E-01 |Ptk7,71461:down|Wnt5a,22418:down

polarity

icosanoid biosynthetic |GO:00 ) )

process 46456 1.32E-01|2.25E-01 |Ggt5,23887:up|Ptgs2,19225:down

axon regeneration Sﬁgg 1.32E-01|2.25E-01 |Tnc,21923:down|Mmp2,17390:down

regulation of cardiac GO:00

muscle cell apoptotic 10665 1.32E-01|2.25E-01 |Sfrp2,20319:up|lgfbp3,16009:up

pprocess




GO:00

brain morphogenesis 48854 1.32E-01|2.25E-01 |Uchl5,56207:up|Wnt5a,22418:down
cellular response to GO:00 . .
corticosteroid stimulus | 71384 1.32E-01|2.25E-01 |Akr1c18,105349:up|Bmp4,12159:up
positive regulation of G000
fatty acid metabolic 459'23 1.32E-01|2.25E-01 [Pparg,19016:up|Adipoq,11450:up
process
pigment cell GO:00 ) ) ) . )
differentiation 50931 1.32E-01|2.25E-01 |Ednrb,13618:up|Kitl,17311:up
regulation of fatty acid {GO:00 ) ) ) ) . )
metabolic process 19217 1.33E-01|2.27E-01 |Pparg,19016:up|Fam132b,227358:down|Adipoq,11450:up
carboxylic acid GO:00 1356-0112.276-01 Tnf,21926:up|Pparg,19016:up|Fam132b,227358:down|Emb,13723:up|ll1rn,16181:up|Slc16a4,229699:dow
transport 46942 |~ ) n|Serinc2,230779:down
nitrogen comoound 16000 Slc29a1,63959:up|Gpm6b,14758:up|Cxcl12,20315:up|Htr2a,15558:down|Pparg,19016:up|Tnf,21926:up|Gl
transgort P 717'05 1.35E-01|2.27E-01 |plr,14652:down|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|ll1rn,16181:up|Ptgs2,19225:down
P |Sncg,20618:up|Grem1,23892:up|Maob,109731:up|Serinc2,230779:down
negative regulation of [{GO:00 ) ) ) )
protein secretion 50709 1.35E-01|2.27E-01 |Tnf,21926:up|Gas6,14456:up|Sfrpl,20377:up|Clqtnf3,81799:down
positive regulation of [GO:00 ) ) ) ) ) )
endopeptidase activity |10950 1.35E-01|2.27E-01 |Tnf,21926:up|Pparg,19016:up|Sfrp2,20319:up|F3,14066:up
negative regulation of
epidermal growth GO:00 ) . ) )
factor-activated 07175 1.36E-01|2.27E-01 |Errfil,74155:down
receptor activity
positive regulation of GO19
voltage-gated calcium 01?;87 1.36E-01|2.27E-01 |S100a1,20193:up
channel activity
regulation of GO'19
hematopoietic stem 020'33 1.36E-01|2.27E-01 |Kitl,17311:up
cell proliferation
positive regulation of
acute inflammatory GO:00 .
response to antigenic |02866 1.36E-01|2.27E-01 [C3,12266:up
stimulus
lacrimal gland GO:00 )
development 32808 1.36E-01|2.27E-01 |Fgfr2,14183:up
negative regulation of |GO:00 ) }
muscle adaptation 14745 1.36E-01|2.27E-01 |Errfil,74155:down
negative regulation by GO:00
host of viral ‘-~ |1.36E-01|2.27E-01 |Ccl4,20303:up
L 43922
transcription
inflammatory response |GO:00 .
to wounding 90594 1.36E-01|2.27E-01 |Hmox1,15368:up
regulation of dendritic |GO:20 .
cell chemotaxis 00508 1.36E-01|2.27E-01 |Gas6,14456:up
regulation of
interferon-gamma- GO:00 )
mediated signaling 60334 1.36E-01|2.27E-01 |Pparg,19016:up
pathway
regulation of natural
killer cell mediated GO:00
cytotoxicity directed 02858 1.36E-01|2.27E-01 |Ceacam1,26365:up
against tumor cell
target
glomerular basement GO:00
membrane 32836 1.36E-01|2.27E-01 |Sulf1,240725:down
development
very-low-density GO:00
lipoprotein particle 343'72 1.36E-01|2.27E-01 |Lpl,16956:up
remodeling
regulation of motor G020
neuron apoptotic 00671 1.36E-01|2.27E-01 |Crlf1,12931:down
process
cellular response to GO:00
arsenic-containing 712'43 1.36E-01|2.27E-01 |Hmox1,15368:up
substance
protein transport GO:00 )
within lipid bilayer 30594 1.36E-01|2.27E-01 |Cd24a,12484.down
regulation of CD8- G020
positive, alpha-beta T 011-85 1.36E-01|2.27E-01 |Ceacam1,26365:up
cell activation
ectopic germ cell GO:00
programmed cell 352'34 1.36E-01|2.27E-01 |Kitl,17311:up
death
negative regulation of
pathway-restricted GO:00 .
SMAD protein 60394 1.36E-01|2.27E-01 [Grem1,23892:up
phosphorylation
regulation of apoptotic|GO:19 )
DNA fragmentation 02510 1.36E-01|2.27E-01 |lgfbp3,16009:up




anterlor/posterior axis |GO:00| 36e 15 576 01 |Wnt5a 22418:down
specification, embryo |08595
tripartite regional GO:00 )
subdivision 07351 1.36E-01|2.27E-01 |Wnt5a,22418:down
regulation of cardiac G000
muscle cell membrane -~ |1.36E-01|2.27E-01 |Fxyd1,56188:up
. 86036
potential
natural killer cell G000
mediated immune ‘7n | 1.36E-01|2.27E-01 |Ceacam1,26365:up
02423
response to tumor cell
wound healing G000
involved in o ~|1.36E-01|2.27E-01 |Hmox1,15368:up
. 02246
inflammatory response
positive regulation of GO:00
interleukin-8 . ~|1.36E-01|2.27E-01 [Tnf,21926:up
. . 45416
biosynthetic process
iron fon importinto GO0, 36¢ 15 57601 |Trf. 22041
cell 97459 | ' ' P
dorsal aorta GO:00 )
development 35907 1.36E-01|2.27E-01 |Bmprla,12166:down
calcium-independent
cell-cell adhesion via G000
plasma membrane - |1.36E-01|2.27E-01 |Ceacam1,26365:up
i 16338
cell-adhesion
molecules
trachea cartilage GO:00 )
development 60534 1.36E-01|2.27E-01 [Rspo2,239405:up
negative regulation of G020
mesoderm o4 |1.36E-01|2.27E-01 |Sfrp2,20319:up
00381
development
polyprenol metabolic  |GO001, 5e 6115 976_01 | Akr1c18,105349:up
process 16093
regulation of cyclin-
dependent protein
serine/threonine GO:00 )
Kinase activity involved |31657 1.36E-01|2.27E-01 |Egfr,13649:down
in G1/S transition of
mitotic cell cycle
regulation of
transforming growth  |GO:00 )
factor beta? 32909 1.36E-01|2.27E-01 |Tgfb2,21808:down
production
positive regulation of GO:00
synaptic transmission, 322'24 1.36E-01|2.27E-01 |Lama2,16773:down
cholinergic
regulation of store- GO'19
operated calcium o |1.36E-01|2.27E-01 |Bmp4,12159:up
. 01339
channel activity
hindgut GO:00 .
morphogenesis 07442 1.36E-01|2.27E-01 |Wnt5a,22418:down
neuron cell-cell GO:00 )
adhesion 07158 1.36E-01|2.27E-01 |Ret,19713:up
paraxial mesoderm GO:00 )
formation 48341 1.36E-01|2.27E-01 |Wnt5a,22418:down
cellular response to GO:00 )
vitamin D 71305 1.36E-01|2.27E-01 |Vdr,22337:down
TTEgatve TEgUration OT GO-00
neuroblast e |1.36E-01|2.27E-01 |Cd24a,12484:down
e 07406
. GO:00 .
nucleoside salvage 43174 1.36E-01|2.27E-01 |Uck2,80914:down
natural killer cell
mediated cytotoxicity |GO:00 )
directed against tumor |02420 1.36E-01|2.27E-01 |Ceacam1,26365:up
cell target
ER-associated GO:00
misfolded protein .~ |1.36E-01|2.27E-01 |Sdf211,64136:up
. 71712
catabolic process
snRNA transcription GO:00
from RNA polymerase 427'95 1.36E-01|2.27E-01 |lcel,218333:down
Il promoter
post-embryonic GO:00
camera-type eye - |1.36E-01|2.27E-01 |Vegfa,22339:down
31077
development
reyguiation or riurmordat
immune response GO:00
mediated by ~~|1.36E-01|2.27E-01 |Tnf,21926:up
: ; 02923
circulating
immunaalahilin
cellular response to GO:00 )
UV-B 71493 1.36E-01|2.27E-01 |Mme,17380:up




cellular divalent

GO:00

inorganic anion 1.36E-01|2.27E-01 |Enppl,18605:down
) 72501
homeostasis
negative regulation of G000
smooth muscle cell '~ |1.36E-01|2.27E-01 |Igf1,16000:up
. 34392
apoptotic process
GO:00 .
catagen 42637 1.36E-01|2.27E-01 |Tgfb2,21808:down
secondary heart field |GO:00 )
specification 03139 1.36E-01|2.27E-01 |Bmp4,12159:up
negative regulation of [GO:00 ) ) )
myelination 31642 1.36E-01|2.27E-01 |Tnf,21926:up
norepinephrine GO:00 ) ) )
biosynthetic process 42421 1.36E-01|2.27E-01 |Epasl,13819:up
positive regqlatlpn of G020 '
protein localization to 1.36E-01|2.27E-01 |Tnf,21926:up
00010
cell surface
transforming growth G000
factor beta2 ~|1.36E-01|2.27E-01 |Tgfb2,21808:down
) 32906
production
negative regulation of G000
hormone metabolic 323'51 1.36E-01]|2.27E-01 |Akrlc18,105349:up
process
regulation of GO'19
hyaluronan - |1.36E-01|2.27E-01 |Has2,15117:down
7 . 00125
biosynthetic process
isoprenoid catabolic | GO:001, a6e 6115 97e_01 |Akric18,105349:up
process 08300
regulation of serotonin |GO:00 .
secretion 14062 1.36E-01|2.27E-01 {Maob,109731:up
regulation of GO:00 B B . )
plasminogen activation|10755 1.36E-01|2.27E-01 |Serpine2,20720:up
regulation of pigment |GO:00 . )
cell differentiation 50932 1.36E-01|2.27E-01 |Kitl,17311:up
negative regulation of |GO:00 .
interleukin-1 secretion |50711 | -36F-01|2-27E-01 |Gas6,14456:up
regulation of leukocyte |GO:19 .
tethering or rolling 03236 1.36E-01|2.27E-01 |Cxcl12,20315:up
positive regulation of GO:00
cAMP-mediated 439'50 1.36E-01|2.27E-01 |[Ptgir,19222:up
signaling
positive regulation of GO:00
monocyte chemotactic '~ | 1.36E-0112.27E-01 |Adipoq,11450:up
. . 71639
protein-1 production
visceral serous GO:00
pericardium -~ |1.36E-01|2.27E-01 |Tgfbr3,21814:up
61032
development
regulation of natural
killer cell mediated | GO:001, 56e 4115 9701 |Ceacam1,26365:up
immune response to  [02855
tumor cell
regulation of follicle- GO:00
stimulating hormone 46880 1.36E-01|2.27E-01 |Inhba,16323:down
secretion
negative regulation of GO:00
keratinocyte .- |1.36E-01|2.27E-01 |Tgfb2,21808:down
; o 45617
differentiation
IMP biosynthetic GO:00 )
- 06188 1.36E-01|2.27E-01 [Ampd3,11717:up
positive regulation of |GO:00 )
penile erection 60406 1.36E-01|2.27E-01 |Ednrb,13618:up
tissue regeneration S;.zgg 1.38E-01|2.29E-01 |Ninj1,18081:up|lgf1,16000:up
regulation of sodium G020
jon transmembrane "~ |1.38E-01|2.29E-01 |Fxyd1,56188:up|Fxyd2,11936:up
L 00649
transporter activity
regulation of DNA- GO:00
dependent DNA 903'29 1.38E-01|2.29E-01 |Fgfrl,14182:down|Bmp4,12159:up
replication
developmental GO:00 ) )
induction 31128 1.38E-01|2.29E-01 |Fgfr1,14182:down|Bmp4,12159:up
negative regulation of |GO:00 ) )
mitotic nuclear division | 45839 1.38E-01|2.29E-01 |Fgfr2,14183:up|Bmp4,12159:up
hydrogen peroxide GO:00 ) )
metabolic process 12743 1.38E-01|2.29E-01 |Pxdn,69675:down|Hp,15439:up
positive regulation of GO:00
immunoglobulin 02639 1.38E-01|2.29E-01 |Ceacam1,26365:up|Tfrc,22042:up
production
proteoglycan GO:00 B B ) i
biosynthetic process  |30166 1.38E-01|2.29E-01 |Chst11,58250:down|lgf1,16000:up




regulation of striated

GO:00

muscle cell apoptotic 10662 1.38E-01|2.29E-01 |Sfrp2,20319:up|lgfbp3,16009:up
process
positive regulation of [{GO:20 ) ) ) )
cation channel activity 01259 1.38E-01|2.29E-01 |S100a1,20193:up|Bmp4,12159:up
T-helper 1 type GO0 5ae_ 0112.296-01 |Vegfa 22339:down]il1r1,17082:down
immune response 42088
activin receptor G0O:00) 58¢ 01/2.20E-01 |Fsti3,83554:down|Inhba 16323:down
signaling pathway 32924
camera-type eye 160001, 55¢_01|2308-01 |Vegfa,22339:down|Aldh1a3,56847:down|Col8a1,12837:down|Bmp4,12159:up
morphogenesis 48593
inorganic ion G000 Htr2b,15559:down|Gas6,14456:up|Glplr,14652:down|Fxyd1,56188:up|Kcnj15,16516:down|Fxyd2,11936:u
transmembrane 98660 1.40E-01|2.32E-01 |p|Bmp4,12159:up|Ank,11732:down|Tgfb2,21808:down|Htr2a,15558:down|S100a1,20193:up|Slc40al,5394
transport 5:up
negative regulation of [{GO:00 1 40E-0112.336-01 Plk2,20620:down|Cd24a,12484.down|Efemp1,216616:up|Wnt5a,22418:down|Dpysl3,22240:down|Ednrb,1
neuron differentiation {45665 | ) 3618:up
nucleotide metabolic 16000 Htr2b,15559:down|Adm,11535:up|Wnt5a,22418:down|Ampd3,11717:up|Enpp5,83965:up|lgfl,16000:up|V
rocess 091'17 1.41E-01|2.34E-01 |egfa,22339:down|Gfpt2,14584:down|Htr2a,15558:down|Cbr2,12409:up|Ptgir,19222:up|Uck2,80914:down|
P Enpp1,18605:down
energy reserve GO:00 B B . . .
metabolic process 06112 1.41E-01|2.35E-01 |Enppl,18605:down|igf2,16002:up|lgfl,16000:up
protein complex GO:00 ) B . . . .
localization 31503 1.42E-01|2.36E-01 |Tnf,21926:up|C1qtnf3,81799:down|Ptgs2,19225:down|Grem1,23892:up
- o GO:00 ) ) Tnf,21926:up|Pparg,19016:up|Lpl,16956:up|inhba,16323:down|C3,12266:up|Adipoq,11450:up|Fam132b,2
lipid localization 10876 1.42E-01|2.36E-01 27358 down|Enpp1.18605:-down
Igfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|PIxnd1,67784:up|Sfrp4,20379:up|C3,12266:up|Ankrd1
,107765:down|Ltbp2,16997:down|Serpinh1,12406:down|lgfbp3,16009:up|lbsp,15891:up|LoxI2,94352:dow
n|PIk2,20620:down|LoxI3,16950:down|Trf,22041:up|Cd24a,12484:down|Wnt5a,22418:down|Mark1,22677
8:up|Stc1,20855:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Crabp2,12904:down|Cxcl9,17329:up|
Tgfb2,21808:down|Hpse,15442:up|Fgfr2,14183:up|Thbs2,21826:down|Cthrcl,68588:down|Prl2c2,18811:u
p|Efemp1,216616:up|Dpysl3,22240:down|Vdr,22337:down|Cxcl12,20315:up|Mmp2,17390:down|Smoc2,6
4074:down|Gas6,14456:up|Egfr,13649:down|Col11al,12814:down|Sfrp1,20377:up|C1lqtnf3,81799:down|T
cellular component gfbr3,21814:up|Sncg,20618:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Pxdn,69675.down|Npnt
or anizationpor GO:00 1 42E-01/2.36E-01 ,114249:up|Tnfrsf11b,18383:up|Syt13,80976:up|Col5a2,12832:down|lcel,218333:down|Ccl2,20296:up|Pd
big anesis 71840 ' zrn3,55983:down|Pdgfc,54635:down|Mgp,17313:up|Mmp13,17386:up|Sema7a,20361:down|Epasl,13819:
9 up|Htra3,78558:down|Tnfrsf12a,27279:down|Gpm6b,14758:up|Shroom4,208431:down|Postn,50706:dow
n|Ptx3,19288:up|Ncam1,17967:down|Ccl12,20293:up|Wisp1,22402:down|Tnc,21923:down|Ret,19713:up|S
df211,64136:up|Creb3l1,26427:down|Fam101b,76566:down|P4hal,18451:down|Lama2,16773:down|Ptk7,
71461:down|Inhba,16323:down|Ccl3,20302:up|Srpx2,68792:down|Plod2,26432:down|Vegfa,22339:down|
Cbr2,12409:up|Serpine2,20720:up|Lrrcl5,74488:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Lmcd
1,30937:up|Colla2,12843:down|Fgfrl,14182:down|Lpl,16956:up|HMox1,15368:up|Has2,15117:down|Sulf
1,240725:down|C1qgtnf6,72709:down|Grem1,23892:up|Col3al,12825:down|Col5a1,12831:down|Enppl,18
605:down
negative regulation of [GO:00 B B . . . . . . )
catabolic process 09895 1.43E-01]2.37E-01 |Htr2b,15559:down|Tnf,21926:up|Egfr,13649:down|Hp,15439:up|Hmox1,15368:up|Serpine2,20720:up
auditory receptor cell |GO:00 ) )
differentiation 42491 1.44E-01|2.39E-01 |Fgfr1,14182:down|Mcoln3,171166:up
androgen receptor GO:00 B B . )
signaling pathway 30521 1.44E-01]|2.39E-01 |Sfrp1,20377:up|lgfl,16000:up
regulation of G000
oligodendrocyte .~ |1.44E-01|2.39E-01 [Pparg,19016:up|Bmp4,12159:up
. L 48713
differentiation
head morphogenesis S(%gg 1.44E-01|2.39E-01 |Tgfb2,21808:down|Mmp2,17390:down
positive regulation of |GO:00 B B ) . )
glial cell differentiation 45687 1.44E-01|2.39E-01 |Pparg,19016:up|Serpine2,20720:up
regulation of cell cycle |GO:00 1 44€-0112.396-01 Tnf,21926:up|PIk2,20620:down|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,20377:up|Wnt5a,22418:down|S
process 10564 | ™ ) usd2,71733:up|lgf1,16000:up|Bmp4,12159:up|Fgfr2,14183:upl|lgf2,16002:up
inorganic cation . ) ) ) ) ) ) )
transmembrane GO:00 1.44E-01|2 39E-01 Htr2b,15559.d9wn|Ga36,14456:up|GIp1r,14652.doyvn|nyd1,56188.up|KpmlS,16516.dowr7|nyd2,11936.u
transport 98662 p|Bmp4,12159:up|Tgfb2,21808:down|Htr2a,15558:down|S100a1,20193:up|Slc40a1,53945:up
cell morphogenesis G000 FIrt2,399558:down|Lama2,16773:down|PIxnd1,67784:up|Wnt5a,22418:down|Sema7a,20361:down|Tnfrsfl
involved in neuron 48667 1.44E-01|2.39E-01 |2a,27279:down|Crabp2,12904:down|Ret,19713:up|Cxcl12,20315:up|Vegfa,22339:down|Tgfb2,21808:dow
differentiation n|Fgfr2,14183:up
positive regulation of |GO:00 ) B . . . .
peptidase activity 10952 1.45E-01|2.40E-01 |Tnf,21926:up|Pparg,19016:up|Sfrp2,20319:up|F3,14066:up
anion transmembrane |GO:00\; 4oe 0115 40E-01 [Ank 11732:down|Fxyd1,56188:up|Emb,13723:up|SIc16a4,229699:down
transport 98656
ribonucleoside G000
diphosphate metabolic | = o | 1.46E-01{2.41E-01 |Htr2a,15558:down|Ampd3,11717:upligf1,16000:up
process
negative regulation of [GO:00 ) ) ) ) )
lipid metabolic process |45833 1.46E-01|2.41E-01 |[Ceacaml,26365:up|Tnf,21926:up|Akrlc18,105349:up
regulation of sodium |GO:00 B B ) . ) )
ion transport 02028 1.46E-01|2.41E-01 |Fxyd1,56188:up|Serpine2,20720:up|Fxyd2,11936:up




organonitrogen

Adm,11535:up|Mmp13,17386:up|Ampd3,11717:up|Epasl,13819:up|Ddah1,69219:down|Gstt1,14871:up|B
Ivrb,233016:up|Cdol,12583:up|Mamdc2,71738:down|Ggt5,23887:up|Fabp5,16592:up|Mme,17380:up|Wn
t5a,22418:down|Maob,109731:up|Hal,15109:up|lgf1,16000:up|Chst11,58250:down|Gatm,67092:down|Tgf

compound metabolic g&éﬁ 1.46E-01|2.42E-01 [b2,21808:down|Pdxk,216134:up|Ptgir,19222:up|Htr2b,15559:down|P4hal,18451:down|Gfpt2,14584:down
process |Htr2a,15558:down|Vegfa,22339:down|Cbr2,12409:up|Anpep,16790:up|Tnf,21926:up|Egfr,13649:down|H
mox1,15368:up|Has2,15117:down|Serinc2,230779:down|Gstm1,14862:up|Uck?2,80914:down|Enpp1,18605
:down
regulation of . . . . . ! . .
transmembrane GO:00 1.476-01l2.426-01 Hvenl,74096:up|Fxyd1,56188:up|Ccl12,20293:up|Stcl,20855:up|Kenjl15,16516:down|Fxyd2,11936:up|Bmp
transport 34762 | ' 4,12159:up|Cxcl12,20315:up|Tgfb2,21808:down|S100a1,20193:up
) L GO:00 ) ) Fgfr1,14182:down|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down|Aldh1a2,19378:up|Grem1,23
regionalization 03002 | 147E-01|243E-01 1455 10 Bmpa,12159:up|Sfrp2,20319:up|Fgfr2,14183:up
response to reactive  |GO001, 47¢ 615 43601 |Tnf,21926:up|Akr1c18,105349:up|Hp,15439:up|Hmox1,15368:up|Mmp2,17390:down
oxygen species 00302
steroid metabolic GO:00 Vdr,22337:down|Tnf,21926:up|Akrlc18,105349:up|Adm,11535:up|Fgfrl,14182:down|lgf2,16002:up|lgfl,1
1.48E-01|2.43E-01 ;
process 08202 6000:up
negative regulation of [{GO:00 ) ) ) ) ) )
lymphocyte activation |51250 1.48E-01|2.43E-01 |Ceacaml,26365:up|Cd24a,12484:down|Sfrpl,20377:up|Bmp4,12159:up
embryonic camera- |GO:001, o4 (115 43¢ 01 |Aldh1a2,19378:up|Aldh1a3,56847:down
type eye development 31076
amino sugar metabolic |GO:00 ) ) ) )
Drocess 06040 1.50E-01|2.43E-01 |Gfpt2,14584:down|Npl,74091:up
regulation of cellular G000
carbohydrate catabolic 434'71 1.50E-01|2.43E-01 |Htr2a,15558:downl|lgf1,16000:up
process
. . GO:00 . .
embryo implantation 07566 1.50E-01|2.43E-01 |Ptgs2,19225:down|Mmp2,17390:down
response to estradiol Szo?)gg 1.50E-01|2.43E-01 |Egfr,13649:down|Mmp2,17390:down
regulation of GO:00
carbohydrate catabolic 434'70 1.50E-01|2.43E-01 |Htr2a,15558:down|lgf1,16000:up
process
positive regulation of |GO:00 ) . )
glucose import 46326 1.50E-01|2.43E-01 |lgf1,16000:up|Adipoq,11450:up
negative regulation of |GO:19 . )
blood circulation 03523 1.50E-01|2.43E-01 |Adm,11535:up|Mmp2,17390:down
positive regulation of |GO:00 ) )
organic acid transport |32892 1.50E-01|2.43E-01 |Fxyd1,56188:up|Fam132b,227358:down
cell-cell signaling GO:00
involved in cell fate 451-68 1.50E-01|2.43E-01 |Fgfrl,14182:down|Bmp4,12159:up
commitment
positive regulation of |GO:00 ) - )
cell-matrix adhesion 01954 1.50E-01|2.43E-01 |Vegfa,22339:down|Ninj1,18081:up
IIIUILIL.C‘IIUIOI‘ ) GOOO
organismal iron ion ‘or | 1.51E-01]|2.43E-01 |[Slc40a1,53945:up
- L 60586
development of GO:00
secondary female ~|1.51E-01|2.43E-01 |Wnt5a,22418:down
= 46543
sexual characteristics
cellular response to GO:00 )
ethanol 71361 1.51E-01]|2.43E-01 |Ccl7,20306:up
regulation of nuclear GO:00
cell cycle DNA - |1.51E-01|2.43E-01 |Fgfrl,14182:down
Nt 33262
replication
hepatocyte growth GO:00
factor receptor 48612 1.51E-01|2.43E-01 |Adamts12,239337:down
signaling pathway
positive regulation of GO'19
response to reactive 010'33 1.51E-01|2.43E-01 |Tnf,21926:up
oxygen species
regulation of epithelial
cell proliferation GO:20 )
involved in lung 00794 1.51E-01|2.43E-01 |Fgfr2,14183:up
morphogenesis
L,UIIII[JI?IIICIIL ) GOOO
activation, alternative 06957 1.51E-01|2.43E-01 |C3,12266:up
nathia L
negative regulation of GO:00
synaptic transmission, —|1.51E-01|2.43E-01 |Htr2a,15558:down
. 51967
glutamatergic
negative regulation of GO:00
activin receptor - |1.51E-01|2.43E-01 |Fstl3,83554:down
. . 32926
signaling pathway
positive regulation of |GO:00 )
myelination 31643 1.51E-01|2.43E-01 |Trf,22041:up
progesterone GO:00 )
metabolic process 12448 1.51E-01|2.43E-01 |Akrlc18,105349:up
peptidyl-proline GO:00 )
hydroxylation 19511 1.51E-01|2.43E-01 |P4hal,18451:down
snRNA transcription GO:00 1.51E-01|2.43E-01 |lcel,218333:down

09301




Bergmann glial cell GO:00 .
differentiation 60020 1.51E-01|2.43E-01 |Plpp3,67916:up
N-acetylneuraminate |GO:00 .
metabolic process 06054 1.51E-01|2.43E-01 |[Npl,74091:up
fructose metabolic GO:00 .
process 06000 1.51E-01|2.43E-01 [Sord,20322:up
tangential migration
from the GO:00 )
subventricular zone to 122028 1.51E-01|2.43E-01 |Fgfrl,14182:down
the olfactory bulb
Fc receptor signaling  [GO:00 ) ) )
pathway 38093 1.51E-01|2.43E-01 |Clec4e,56619:up
T-helper 17 cell GO:00 )
lineage commitment  |72540 1.51E-01|2.43E-01 |Ly9,17085:up
sphingolipid mediated |GO:00 ) ) .
signaling pathway 90520 1.51E-01|2.43E-01 |Plpp3,67916:up
negative regulation of [{GO:00 ) ) .
glutamate secretion 14050 1.51E-01|2.43E-01 |ll1rn,16181:up
endothelial cell GO:00 )
morphogenesis 01886 1.51E-01|2.43E-01 |Stc1,20855:up
positive regulation of
transcription from RNA
polymerase I COA91 51¢_01(2.436-01 |Creb3i1,26427:down
promoter in response 90440
to endoplasmic
reticulum stress
) GO:00 .
hindgut development 61525 1.51E-01|2.43E-01 [Wnt5a,22418:down
purine-containing GO:00 )
compound salvage 43101 1.51E-01|2.43E-01 [Ampd3,11717:up
neural plate pattern GO:00 .
specification 60896 1.51E-01|2.43E-01 |Bmprla,12166:down
negative regulation of |GO:00 . )
sodium ion transport | 10766 1.51E-01|2.43E-01 |Serpine2,20720:up
response to mercury GO0/, 51 415 43¢ 01 |Gatm,67092:down
ion 46689
negative regulation of GO:00
thymocyte apoptotic 702'44 1.51E-01|2.43E-01 |Bmp4,12159:up
process
negative regulation of GO:00
T cell differentiation in o |1.51E-01|2.43E-01 |Bmp4,12159:up
33085
thymus
regulation of GO:00 .
hypersensitivity 02883 1.51E-01|2.43E-01 |C3,12266:up
regulation of blood GO:00 .
vessel remodeling 60312 1.51E-01|2.43E-01 |Ceacaml,26365:up
regulation of response |GO:00 )
to interferon-gamma 60330 1.51E-01|2.43E-01 |Pparg,19016:up
cysteine metabolic GO:00 )
- 06534 1.51E-01|2.43E-01 |Cdol,12583:up
sodium ion export GO:00 )
from cell 36376 1.51E-01|2.43E-01 |Fxyd1,56188:up
negative regulation of GO:00
myeloid leukocyte ‘o~ | 1.51E-01|2.43E-01 |Hmox1,15368:up
: . : 02887
mediated immunity
regulation of glial cell |GO:19 )
migration 03975 1.51E-01|2.43E-01 |Efempl,216616:up
otic vesicle GO:00 )
morphogenesis 71600 1.51E-01|2.43E-01 |Fgfr2,14183:up
renal system pattern  |GO:00 )
specification 72048 1.51E-01|2.43E-01 |Bmp4,12159:up
negative regulation of GO:00
phosphatidylinositol 3- 14667 1.51E-01|2.43E-01 |Serpine2,20720:up
kinase signaling
regulation of
production of miRNAs |GO:19 )
involved in gene 03798 1.51E-01|2.43E-01 |Egfr,13649:down
silencing by miRNA
insulin metabolic GO:19 )
process 01142 1.51E-01|2.43E-01 |Ceacam1,26365:up
regulation of removal |GO:20 )
of superoxide radicals 00121 1.51E-0112.43E-01 |Tnf,21926:up
germ cell migration ggggg 1.51E-01]|2.43E-01 |Cxcl12,20315:up
pattern specification GO:00
involved in kidney |1.51E-01|2.43E-01 |Bmp4,12159:up
61004
development
UMgUUETTaroTy e GO-00
progenitor ~711.51E-01|2.43E-01 |Trf,22041:up

oralif, +.

70444




primitive streak GO:00 ) ) )
formation 90009 1.51E-01|2.43E-01 |Wnt5a,22418:down
regulation of DNA GO:19 B B .
catabolic process 03624 1.51E-01|2.43E-01 |Igfbp3,16009:up
liver regeneration 5704%) 1.51E-01|2.43E-01 |Hmox1,15368:up
LUI}I}JI?IIICI 1S . G0.00 ) )
activation, lectin 1.51E-01|2.43E-01 |Serpingl,12258:up
. 01867
immature B cell GO:00 )
differentiation 02327 1.51E-01|2.43E-01 |Cd24a,12484:down
cellularresponse to GO0}, 51¢ 0115 43¢_01 |Inhba, 16323:down
sterol 36315
negative regulation of G000
humoral immune 029'21 1.51E-01|2.43E-01 |Serpingl,12258:up
response
ICQUIGLIUII Ul
oligodendrocyte GO:00 )
progenitor 70445 1.51E-01|2.43E-01 |Trf,22041:up
nralifaratinn
triglyceride-rich G000
lipoprotein particle _~|1.51E-01|2.43E-01 |Lpl,16956:up
- 34370
remodeling
. : . |GO:00 .
eosinophil chemotaxis 48245 1.51E-01|2.43E-01 |Ccl2,20296:up
ribonucleoside G000
monophosphate 091.56 1.52E-01|2.44E-01 |Htr2a,15558:down|Uck2,80914:down|Ampd3,11717:up|lgf1,16000:up
biosynthetic process
lipid homeostasis g\%gg 1.52E-01|2.44E-01 |Cd24a,12484:down|Fabp4, 11770:up|Lpl,16956:up|C1qtnf3,81799:down
regulation of synapse | GO:001, 5oe _g15 44801 |Srpx2,68792:down|Firt2,399558:down|Wiit5a,22418:down|Thbs2,21826:down
organization 50807
negative regulation of |GO:00 . ) ) ) ) ) )
protein transport 51224 1.52E-01|2.45E-01 [Kdelr3,105785:down|Tnf,21926:up|Gas6,14456:up|Sfrp1,20377:up|C1lqtnf3,81799:down|Adipoq,11450:up
cyclic nucleotide CO001) 53¢ _01(2.45E-01 |Htr2b,15559:down|Adm, 11535:up|Wnt5a,22418:down|Vegfa,22339:down|Ptgir, 19222:up
metabolic process 09187
ribonucleotide GO:00 154E-01/2.466-01 Htr2b,15559:down|Adm,11535:up|Wntb5a,22418:down|Ampd3,11717:upllgfl,16000:up|Htr2a,15558:down
metabolic process 09259 |~ ' |Vegfa,22339:down|Ptgir,19222:up|Uck2,80914:down|Enpp1,18605:down
icosanoid metabolic GO:00 ) . .
process 06690 1.54E-01|2.47E-01 |Ggt5,23887:up|Hpgd,15446:up|Ptgs2,19225:down
cellular amino acid GO:00 ) ) )
catabolic process 09063 1.54E-01|2.47E-01 |Ddah1,69219:down|Hal,15109:up|Cdo1,12583:up
fatty acid derivative GO:19 ) . .
metabolic process 01568 1.54E-01|2.47E-01 |Ggt5,23887:up|Hpgd,15446:up|Ptgs2,19225:down
regulation of GO:00 ) . )
gluconeogenesis 06111 1.56E-01]|2.50E-01 [C1qtnf3,81799:down|Adipoq,11450:up
cardiac muscle cell GO:00 ) )
apoptotic process 10659 1.56E-01]|2.50E-01 |Sfrp2,20319:up|lgfbp3,16009:up
tetrapyrrole metabolic |GO:001, se 115 50801 |Hmox1,15368:up|Blvrb,233016:up
process 33013
small molecule GO:00 Sord,20322:up|Akr1c18,105349:up|Ddah1,69219:down|Npl,74091:up|Hal,15109:up|Cdol,12583:up|Adipo
) 1.57E-01|2.51E-01 .
catabolic process 44282 q,11450:up
phospholipase C-
activating G-protein  |GO:001, gar 115 53¢ 01 [Htr2b,15559:down|Htr2a,15558:down|Ednrb, 13618:up
coupled receptor 07200
signaling pathway
IIIUILILlUIIuldI GOOO
organismal response 335'55 1.58E-01|2.53E-01 |Ncam1,17967:down|Ret,19713:up|Ednrb,13618:up
substrate adhesion- GO:00
dependent cell 34446 1.58E-01|2.53E-01 |Has2,15117:down|Sfrp1,20377:up|Postn,50706:down
spreading
in utero embryonic GO:00 161E-01l2.576-01 Adm,11535:up|Fgfrl,14182:down|Egfr,13649:down|Gjb5,14622:down|Bmprla,12166:down|Tgfbr3,21814:
development 01701 |™ ) upllgfl,16000:up|Epasl,13819:up|Vegfa,22339:down|Fgfr2,14183:up
specification of CO001, 6oe_01|2.50E-01 |Wnt5a,22418:down|Aldh1a2,19378:up|Grem1,23892:up|Bmp4, 12159:up
symmetry 09799
nucleoside GO:00
monophosphate 091'24 1.62E-01|2.59E-01 |Htr2a,15558:down|Uck2,80914:down|Ampd3,11717:up|lgf1,16000:up
biosynthetic process
anterior/posterior GO:00 Sfrp2,20319:up|Sfrp1,20377:up|Wnt5a,22418:down|Bmprla,12166:down|Aldhla2,19378:up|Bmp4,12159:
e 1.63E-01|2.59E-01
pattern specification ~ [09952 up
central nervous system |GO:00 ) ) )
neuron development  |21954 1.63E-01|2.59E-01 |Fgfrl,14182:down|Wnt5a,22418:down|Fgfr2,14183:up
nucleotide catabolic GO:00 ) ) )
Process 09166 1.63E-01|2.59E-01 |Htr2a,15558:down|Enpp5,83965:up|lgfl,16000:up
transition metal ion GO:00 ) ) .
ransport 00041 | 63E-01|2.59E-01 |Trf,22041:up[Tfrc,22042:up|Slc40a1,53945:up
negative regulation of
G-protein coupled {6000\, gap o115 59801 [Htr2b,15559:down|Adm, 11535:up
receptor protein 45744

signaling pathway




regulation of substrate

adhesion-dependent g(%zlz 1.63E-01|2.59E-01 |Has2,15117:down|Postn,50706:down
cell spreading
striated muscle cell GO:00 . .
apoptotic process 10658 1.63E-01|2.59E-01 |Sfrp2,20319:up|lgfbp3,16009:up
regulation of cellular G000
amine metabolic 33238 1.63E-01|2.59E-01 |Maob,109731:up|Epasl,13819:up
process
regulation of cardiac  [GO:00 ) ) ) )
muscle cell contraction |86004 1.63E-01|2.59E-01 |Fxyd1,56188:up|Stc1,20855:up
regulation of response GO'19
to reactive oxygen 010'31 1.63E-01]|2.59E-01 |Tnf,21926:up|Hp,15439:up
species
sodium ion GO:00 . .
homeostasis 55078 1.63E-01|2.59E-01 |Ednrb,13618:up|Anpep,16790:up
regulation of mitotic  [{GO:00 1 64E-01l261E-01 Tnf,21926:up|PIk2,20620:down|Fgfrl,14182:down|Egfr,13649:down|lgf1,16000:up|Bmp4,12159:up|Nabpl
cell cycle 07346 | ) ,109019:down|Fgfr2,14183:upllgf2,16002:up
positive regulation of |GO:00 ) ) . . . .
mitotic cell cycle 45931 1.65E-01|2.61E-01 |Tnf,21926:up|Fgfrl,14182:downllgf2,16002:up|lgfl,16000:up
Fstl3,83554:down|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Sdpr,20324:d
regulation of own|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Creb3I1,26427:down|Fgfr2,1
transcription from RNA|GO:00 166E-01l261E-01 4183:up|Prl2¢2,18811:up|Iinhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Vegfa,22339:down|lgf2,1600
polymerase || 06357 | ' 2:up|Slc40a1,53945:up|Tnf,21926:up|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Egfr,13649:dow
promoter n|Fgfrl,14182:down|Sfrp1,20377:up|Hmox1,15368:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:
up|Sfrp2,20319:up|Npnt,114249:up|S100a1,20193:up
nucleobase-containing GO:00 Htr2b,15559:down|Adm,11535:up|Wnt5a,22418:down|Ampd3,11717:up|Enpp5,83965:up|lgfl,16000:up|V
small molecule 55686 1.66E-01|2.61E-01 |egfa,22339:down|Gfpt2,14584:down|Htr2a,15558:down|Cbr2,12409:up|Ptgir,19222:up|Uck2,80914:down|
metabolic process Enpp1,18605:down|Enpp3,209558:down
Sfrp4,20379:up|Mmp13,17386:up|Enpp5,83965:up|Uchl5,56207:up|Sord,20322:up|Ddah1,69219:down|BI
vrb,233016:up|Npl,74091:up|lgfbp3,16009:up|Enpp3,209558:down|Cdol,12583:up|Plk2,20620:down|Akr
GO:00 1¢18,105349:up|Wnt5a,22418:down|Maob,109731:up|Adipoq,11450:up|Hal,15109:up|lgfl,16000:up|Sdf2l
catabolic process 09656 1.66E-01|2.61E-01 |1,64136:up|Hpse,15442:up|Mrc2,17534:down|Htr2b,15559:down|Hp,15439:up|Dram1,71712:up|Plod2,26
432:down|Htr2a,15558:down|Serpine2,20720:up|Mmp2,17390:down|Adamts12,239337:down|Anpep,167
90:up|Tnf,21926:up|Lmcd1,30937:up|Egfr,13649:down|Lpl,16956:up|HMox1,15368:up|Ceacam1,26365:up
|Pxdn,69675:down|Enppl,18605:down
determination of GO:00 .
dorsal identity 18263 1.67E-01|2.61E-01 [Grem1,23892:up
regulation of GO:00
glomerular mesangial ‘-, |1.67E-01|2.61E-01 |Bmp4,12159:up
. . 72124
cell proliferation
positive regulation of GO:00
heterotypic cell-cell " ~|1.67E-01|2.61E-01 |Tnf,21926:up
. 34116
adhesion
positive regulation of GO:00
interleukin-5 -, |1.67E-01|2.61E-01 |lI1rl1,17082:down
. 32754
production
leukotriene GO:00 )
biosynthetic process | 19370 1.67E-01[2.61E-01 |Ggt5,23887:up
ketone catabolic CO0011 676-01[2.61E-01 |Akr1c18,105349:up
process 42182
vagina development go%gg 1.67E-01|2.61E-01 |Wnt5a,22418:down
positive regulation of  [GO:00 )
collateral sprouting 48672 1.67E-01|2.61E-01 |Crabp2,12904:down
positive regulation of [{GO:20 .
interleukin-8 secretion 100484 1.67E-01|2.61E-01 |Wnt5a,22418:down
arginine catabolic GO0/ 676 01[2.61E-01 |Ddah1,69219:down
process 06527
positive regulation of T|GO:001, e7¢ 615 61-01 |Wnt5a,22418:down
cell chemotaxis 10820
hemoglobin GO:00 )
biosynthetic process 42541 1.67E-01|2.61E-01 |Inhba,16323:down
positive regulation of GO:00
immunoglobulin - |1.67E-01|2.61E-01 |Ceacam1,26365:up
. 51024
secretion
cerebellar granular GO:00 . )
layer morphogenesis  |21683 1.67E-01|2.61E-01 |Serpine2,20720:up
negative regulation of
substrate adhesion- GO:19 )
dependent cell 00025 1.67E-01|2.61E-01 |Postn,50706:down
spreading
regulation of GO:00
pancreatic juice ‘on | 1.67E-01|2.61E-01 |Mmp13,17386:up
; 90186
secretion
chondrocyte
differentiation involved |GO:00 . .
in endochondral bone 103413 1.67E-01|2.61E-01 |Serpinh1,12406:down
morphogenesis
mammary gland GO:00 )
involution 60056 1.67E-01|2.61E-01 |Vdr,22337:down




regulation of integrin - 1GO:001, 52 115 61¢_01 |Cd24a,12484:down
activation 33623
hypersensitivit GO0 676 01[2.616-01 |C3,12266
P Y 02524 | ' Hecooup
cerebral cortex GO:00 .
tangential migration 21800 1.67E-01|2.61E-01 |Fgfrl,14182:down
regulation of oocyte  [GO:00 ) ) )
development 60281 1.67E-01|2.61E-01 |Igf1,16000:up
positive regulation of G000
keratinocyte '~ |1.67E-01|2.61E-01 |Has2,15117:down
. ’ 10838
proliferation
negative regulation of G020
thymocyte ‘oo |1.67E-01|2.61E-01 |Bmp4,12159:up
: 00399
aggregation
regulation of
production of small GO:00 ) ) )
RNA involved in gene |70920 1.67E-01|2.61E-01 |Egfr,13649:down
silencing by RNA
follicle-stimulating GO:00 )
hormone secretion 46884 1.67E-01|2.61E-01 |Inhba,16323:down
limb bud formation  [C2°%0|1.676-01|2.61E-01 |Fgfr2,14183:up
60174
regulation of immature G000
T cell proliferation in o+ |1.67E-01|2.61E-01 |Bmp4,12159:up
33084
thymus
Whnt signaling pathway GO:00
involved in heart ~~|1.67E-01|2.61E-01 |Wnt5a,22418:down
03306
development
positive regulation of
type | interferon- GO:00 )
mediated signaling 60340 1.67E-01|2.61E-01 |Wnt5a,22418:down
pathway
4-hydroxyproline - |GO:001 67¢ 115 61¢-01 [pahal,18451:down
metabolic process 19471
motor neuron GO0 676 01(2.616-01 |Crlf1,12931:down
apoptotic process 97049
hepatocyte GO:00 )
differentiation 70365 | L67E-01|2.61E-01 |Bmp4,12159:up
imidazole-containing GO:00
compound metabolic 52863 1.67E-01|2.61E-01 |Hal,15109:up
process
- . . |GO:00 .
primitive hemopoiesis 60215 1.67E-01|2.61E-01 |Vegfa,22339:down
o GO:00 .
luteinization 01553 1.67E-01|2.61E-01 |Inhba,16323:down
positive regulation of GO:00
cerebellar granule cell - |1.67E-01|2.61E-01 |Igf1,16000:up
. : 21940
precursor proliferation
positive regulation of
macrophage derived |GO:00 )
foam cell 10744 1.67E-01|2.61E-01 |Lpl,16956:up
differentiation
negative regulation of GO:00
leukocyte . |1.67E-01|2.61E-01 |Hmox1,15368:up
) 43301
degranulation
embryonic GO:00
viscerocranium 487-03 1.67E-01|2.61E-01 |Chst11,58250:down
morphogenesis
ulllldly ViauuJci GOOO
smooth muscle -~ |1.67E-01|2.61E-01 |Htr2a,15558:down
P 14832
regulation of GO:00
secondary metabolic 434'55 1.67E-01|2.61E-01 |Wnt5a,22418:down
process
positive regulation of
transcription from RNA|GO:001, 7¢_o915 61¢-01 [ice1,218333:down
polymerase |lI 45945
promoter
glomerulus GO:00 )
morphogenesis 72102 1.67E-01|2.61E-01 |Bmp4,12159:up
mast cell chemotaxis gz%gg 1.67E-01|2.61E-01 |Figf,14205:up
S GO:00 .
sodium ion export 1.67E-01|2.61E-01 |Fxyd1,56188:up
71436
positive regulation of
DNA damage GO:00
response, signal -~ |1.67E-01|2.61E-01 |Ankrd1,107765:down
) 43517
transduction by p53
class mediator
negative regulation of |GO:19 )
cell maturation 03430 1.67E-01|2.61E-01 |Ednrb,13618:up




negative regulation of [GO:00 ) ) .
mast cell activation 33004 1.67E-01|2.61E-01 |Hmox1,15368:up
regulation of penile GO:00 .
erection 60405 1.67E-01|2.61E-01 |Ednrb,13618:up
cardiac muscle cell GO:00
myoblast o |1.67E-01|2.61E-01 |Grem1,23892:up
. L 60379
differentiation
branchiomotor neuron |GO:00 )
axon guidance 21785 1.67E-01|2.61E-01 |PIxnd1,67784:up
determination of G000
dorsal/ventral -~ |1.67E-01|2.61E-01 |Grem1,23892:up
48262
asymmetry
response to GO:00 B B .
progesterone 32570 1.67E-01|2.61E-01 |Tgfb2,21808:down
fructose 6-phosphate |GO:00 .
metabolic process 06002 1.67E-01|2.61E-01 |Gfpt2,14584:down
righting reflex g(%fg 1.67E-01|2.616-01 |Aldh1a3,56847:down
phosphatidylserine |GO:001, e7¢ 6115 61E-01 |Serinc2,230779:down
metabolic process 06658
negative regulation of |GO201, ¢ 615 61E-01 |Col3al,12825:down
neuron migration 01223
Fstl3,83554:downl|lcel,218333:down|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:
transcriotion from RNA down|Sdpr,20324:down|Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up|lgfl,16000:up|Creb3l1,
ol me?ase I GO:00 1.67E-01/2.61F-01 26427:down|Fgfr2,14183:up|Prl2c2,18811:up|inhba,16323:down|Ccl3,20302:up|Vdr,22337:down|Vegfa,22
pro)r/noter 06366 |~ ' 339:down|lgf2,16002:up|Slc40al,53945:up|Tnf,21926:up|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:d
P own|Egfr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Hmox1,15368:up|Sulfl,240725:down|Tgfbr3,218
14:up|Grem1,23892:up|Sfrp2,20319:up|Npnt,114249:up|S100a1,20193:up
homophilic cell
adhesion via plasma  |GO:00 . ) )
membrane adhesion 107156 1.67E-01|2.61E-01 |Ceacaml,26365:up|Pcdh19,279653:down|Ret,19713:up
molecules
regulation of calcium GO:00
jion transport into 105'22 1.67E-01|2.61E-01 |Tgfb2,21808:down|Cd4,12504:up|Bmp4,12159:up
cytosol
DNA biosynthetic GO:00 . . ) ) )
process 71897 1.69E-01|2.64E-01 |Ankrd1,107765:down|Pparg,19016:up|Grem1,23892:up|Adipoqg,11450:up
positive regulation of GO:00
calcium ion transport 105'24 1.69E-01|2.64E-01 |Cd4,12504:up|Bmp4,12159:up
into cytosol
positive regulation of |GO:00 . )
wound healing 90303 1.69E-01|2.64E-01 |Hpse,15442:up|Plpp3,67916:up
alcohol catabolic CO:001; 59e_01|2.64E-01 |Sord,20322:up|Akr1c18,105349:up
process 46164
cell differentiation GO:00
involved in kidney 61605 1.69E-01|2.64E-01 [Bmp4,12159:up|Adipoq,11450:up
development
endocrine pancreas GO:00 ) .
development 31018 1.69E-01|2.64E-01 |Wnt5a,22418:down|Bmp4,12159:up
biological phase 51;40822 1.69E-01|2.64E-01 |Tgfb2,21808:down|Ptgs2,19225:down
neuron maturation 5152052? 1.69E-01|2.64E-01 |Ret,19713:up|Ednrb,13618:up
negative regulation of GO:00
lymphocyte '~ |1.69E-01]|2.64E-01 |Sfrp1,20377:up|Bmp4,12159:up
: 7 45620
differentiation
cardiac muscle cell GO:00 ) )
contraction 86003 1.69E-01|2.64E-01 |Fxyd1,56188:up|Stc1,20855:up
positive regulation of . . . . . . .
) GO:00 B B Tnf,21926:up|PIk2,20620:down|Lmcd1,30937:up|Hmox1,15368:up|Sfrp4,20379:up|lgfl,16000:up|Plod2,26
;fg‘é'easrscatabo"c 31331 | 1710F-01|265E-01 1155 §owniHtr2a,15558:down|igfbp3, 16009:up
Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|
negative regulation of G020 Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|L
cellular macromolecule 001'13 1.71E-01|2.66E-01 |mcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down
biosynthetic process |Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|Sfrp2,20319:up|Enpp1,18605:down|Fgfr2,14183:up|S
100a1,20193:up
negative regulation of | GO:001, 7o¢ 4115 67601 |Pparg,19016:up|Sfrp1,20377:uplAdipoq,11450:u
hormone secretion 46888 | ) parg. UPISITpL, UpIAdIpOq, up
positive regulation of |GO:00 1.72E-01l2.686-01 Tnf,21926:up|PIk2,20620:down|Lmcd1,30937:up|Hmox1,15368:up|Wnt5a,22418:down|Sfrp4,20379:up|Igf
catabolic process 09896 | ™ ' 1,16000:up|Plod?2,26432:down|Htr2a,15558:down|lgfbp3,16009:up
monocarboxylic acid  |GO:001, 2ac 615 69_01 |Pparg,19016:up|Fam132b,227358:down|Emb, 13723:up|Slc16a4,229699:down
transport 15718
ribose phosphate GO:00 174E-01l2. 716201 Htr2b,15559:down|Adm,11535:up|Wntb5a,22418:down|Ampd3,11717:upllgfl,16000:up|Htr2a,15558:down
metabolic process 19693 |~ ' |Vegfa,22339:down|Ptgir,19222:up|Uck2,80914:down|Enpp1,18605:down
. . ) Htr2b,15559:down|Dram1,71712:up|Hp,15439:up|Sfrp4,20379:up|Uchl5,56207:up|Plod2,26432:down|Htr
regulation of catabolic |GO:00|y 7 115 70¢ 01 |2a,15558:down|igfbp3,16009:uplSerpine2,20720:up|Tnf,21926:up|Lmcd1,30937:up|PIk2,20620:down|Egf
rocess 09894 |1 75E- T2E- a, :downl|lgfbp3, :up|Serpine2, :up|Tnf, :up|Lmcdi, up| , :down|Egfr,
P 13649:down|Hmox1,15368:up|Wnt5a,22418:down|lgfl,16000:up
regulation of GO'19
glycoprotein metabolic o |1.76E-01|2.73E-01 |Ptx3,19288:up|lgfl,16000:up

pprocess

03018




inner ear receptor cell

GO:00

development 60119 1.76E-01|2.73E-01 |Cthrc1,68588:down|Fgfrl,14182:down
peptidyl-tyrosine GO:00 ) ) . .
autophosphorylation  |38083 1.76E-01|2.73E-01 |Vegfa,22339:down|Grem1,23892:up
hair cell differentiation g%fg 1.76€-01|2.73E-01 |Fgfr,14182:down|Mcoln3,171166:up
autonomic nervous GO:00 ) )
system development | 48483 1.76E-01|2.73E-01 |Ret,19713:up|Ednrb,13618:up
chaperone-mediated |GO:00 ) )
protein folding 61077 1.76E-01|2.73E-01 |Fkbp10,14230:down|Fkbp14,231997:down
positive regulation of |GO:00 ) ) . .
muscle contraction 45033 1.76E-01]|2.73E-01 |Ptgs2,19225:down|Npnt,114249:up
negative regulation of G000
lipid biosynthetic 510'55 1.76E-01]|2.73E-01 |Ceacaml,26365:up|Akrlc18,105349:up
process
pyridine-containing G000
compound metabolic 725'24 1.76E-01]|2.73E-01 |Htr2a,15558:down|Pdxk,216134:up|Cbr2,12409:up|lgfl,16000:up
process
regulation of cyclic G000
nucleotide metabolic 307'99 1.76E-01]|2.73E-01 |Adm,11535:up|Wnt5a,22418:down|Vegfa,22339:down|Ptgir,19222:up
process
positive regulation of G000
cyclic nucleotide 308bl 1.76E-01]|2.73E-01 |Adm,11535:up|Wnt5a,22418:down|Ptgir,19222:up
metabolic process
limbic system GO0014 768 _012.736-01 |Fgfr114182:down|Aldh1a3,56847-down|Fgfr2,14183:up
development 21761 | ) ' ' ' ' ' '
cell fate specification gg(())g 1.76E-01]|2.73E-01 |Sfrp2,20319:up|Fgfrl,14182:down|Bmprla,12166:down
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Ankrd1,107765:down|Lyl1,17095:up|lIgfb
p3,16009:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Maob,109731:up|Adi
poq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ptgir,19222:up|Fgfr2,14183:up|Prl2c2,18811:up|Efempl,216
616:up|Vdr,22337:down|Fabp4,11770:up|Htr2a,15558:down|Oas3,246727:up|Slc40al,53945:up|Gas6,144
regulation of nitrogen GO:00 56:up|Egfr,13649:down|Sfrpl1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Sfrp2,20319:up|Npnt,114249:up|S
compound metabolic 511'71 1.79E-01|2.77E-01 |100a1,20193:up|lcel,218333:down|Ednrb,13618:up|Pdgfc,54635:down|Epasl,13819:up|Uchl5,56207:up|H
process tra3,78558:down|Ddah1,69219:down|Sdpr,20324:down|Ptx3,19288:up|Bmprla,12166:down|Ccl4,20303:u
p|Ret,19713:up|Plpp3,67916:up|Creb3l1,26427:down|Kitl,17311:up|Rasl11a,68895:up|inhba,16323:down|
Bnc2,242509:down|Ccl3,20302:up|Vegfa,22339:down|Igf2,16002:up|Tnf,21926:up|Pparg,19016:up|Lmcdl
,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Has2,15117:down|Sulf1,240725:down|P
tgs2,19225:down|Grem1,23892:up|Phf11d,219132:up|Tbx15,21384:down
PUSIUVE TTYUITauurT Ul .
multi-organism fgggg 1.80E-01|2.77E-01 |Ceacam1,26365:up|inhba,16323:down|Ednrb,13618:up|Plat,18791:down
adherens junction GO:00 . . .
organization 34332 1.81E-01|2.77E-01 |Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up
negative regulation of G000
intracellular protein 903'17 1.81E-01|2.77E-01 [Gas6,14456:up|C1lqtnf3,81799:down|Adipoq,11450:up
transport
negative regulation of
establishment of GO:00 )
protein localization to 90005 1.82E-01|2.77E-01 |Lrrc15,74488:down
plasma membrane
notochord GO0 g2k 01[2.77E-01 |Wnt5a,22418:down
morphogenesis 48570
nephric duct GO:00 B B )
development 72176 1.82E-01|2.77E-01 |Bmp4,12159:up
regulation of GO'19
endothelial cell ~~|1.82E-01|2.77E-01 |Tnf,21926:up
01550
development
cell-cell adhesion GO:00 .
mediated by cadherin |44331 1.82E-01|2.77E-01 [Wnt5a,22418:down
interferon-gamma- GO00
mediated signaling '~ | 1.82E-01|2.77E-01 |Pparg,19016:up
60333
pathway
positive regulation of  [GO:00 ) ) .
dopamine secretion 33603 1.82E-01|2.77E-01 |Cxcl12,20315:up
regulation of brown fat{GO:00 ) ) )
cell differentiation 90335 1.82E-01|2.77E-01 |Ptgs2,19225:down
positive regulation of G000
CREB transcription 'an | 1.82E-01|2.77E-01 |Vegfa,22339:down
> 32793
factor activity
regulation of T cell GO:00 ) ) )
chemotaxis 10819 1.82E-01|2.77E-01 [Wnt5a,22418:down
regulation of cellular
response to vascular  [GO:19 B B .
endothelial growth 02547 1.82E-01|2.77E-01 |Adamts12,239337:down
factor stimulus
. . GO:00 .
protein nitrosylation 17014 1.82E-01|2.77E-01 |Ddah1,69219:down
serine family amino GO:00 .
acid catabolic process 09071 1.82E-01|2.77E-01 [Cdol,12583:up




GO:00

heart field specification 03128 1.82E-01|2.77E-01 |Bmp4,12159:up
. L GO:00 .
enamel mineralization 70166 1.82E-01|2.77E-01 |Fam?20a,208659:down
glomerular mesangial |GO:00 .
cell proliferation 72110 1.82E-01|2.77E-01 |Bmp4,12159:up
response to low- G000
density lipoprotein ‘o |1.82E-01|2.77E-01 |Pparg,19016:up
X 55098
particle
positive regulation by [GO:00 ) ) .
host of viral process 44794 1.82E-01|2.77E-01 |Ceacaml1,26365:up
embryonic camera- G001y goc o115 77E_01 |Aldh1a3,56847:down
type eye formation 60900
macrophage activation GO:00
involved in immune 02281 1.82E-01|2.77E-01 |[Cx3crl,13051:down
response
regulation of GO'19
establishment of © - 11.82E-01|2.77E-01 |Tnf,21926:up
. . 03140
endothelial barrier
nephric duct GO:00 ) ) )
morphogenesis 72178 1.82E-01|2.77E-01 |Bmp4,12159:up
chondrocyte GO:00 )
proliferation 35988 1.82E-01|2.77E-01 |Stc1,20855:up
urinary tract smooth - 1GO:00|; goe 115 77E_01 |Htr2a,15558:down
muscle contraction 14848
vocalization behavior %%gg 1.82E-01|2.77E-01 |Srpx2,68792:down
T-helper cell lineage |GO:00 .
commitment 02295 1.82E-01|2.77E-01 |Ly9,17085:up
retina vasculature GO:00
morphogenesis in oo |1.82E-01|2.77E-01 |Vegfa,22339:down
61299
camera-type eye
cellular response to GO:00 .
gonadotropin stimulus [71371 1.82E-01|2.77E-01 |Inhba,16323:down
IMP metabolic process 5156%28 1.82E-01|2.77E-01 |Ampd3,11717:up
mesonephric tubule GO:00 .
formation 79172 1.82E-01|2.77E-01 [Grem1,23892:up
dichotomous GO:00
subdivision of an -~ |1.82E-01|2.77E-01 |PIxnd1,67784:up
o ; .. 160600
epithelial terminal unit
positive regulation of GO:00
natural killer cell - | 1.82E-01|2.77E-01 |Gas6,14456:up
. L 32825
differentiation
positive regulation of GO:00
phagocytosis, A |1.82E-01|2.77E-01 |Pparg,19016:up
60100
engulfment
negative regulation of |GO:00 )
telomerase activity 51974 1.82E-01|2.77E-01 |Pparg,19016:up
mitral valve GO:00 .
morphogenesis 03183 1.82E-01|2.77E-01 |Bmprla,12166:down
collecting duct GO:00 )
development 72044 1.82E-01|2.77E-01 |Bmp4,12159:up
pyramidal neuron GO:00 )
development 21860 1.82E-01|2.77E-01 |Fgfr2,14183:up
positive regulation of | GO:001, g5c 615 7701 [Ednrb,13618:up
urine volume 35810
keratinocyte migration 210522 1.82E-01|2.77E-01 |Has2,15117:down
immature T cell GO:00 )
proliferation in thymus [33080 1.82E-012.778-01 |Bmp4,12153:up
regulation of hydrogen GO:00
peroxide metabolic 103'10 1.82E-01|2.77E-01 |Hp,15439:up
process
positive regulation of GO:00
keratinocyte o |1.82E-01|2.77E-01 |Vdr,22337:down
; - 45618
differentiation
positive regulation of GO:00
superoxide anion -~ |1.82E-01|2.77E-01 |Egfr,13649:down
) 32930
generation
N GO:00 .
response to vitamin D 33280 1.82E-01|2.77E-01 |Vdr,22337:down
actin crosslink GO:00 )
formation 51764 1.82E-01|2.77E-01 [Dpysl3,22240:down
diet induced GO:00 )
thermogenesis 02024 1.82E-01|2.77E-01 |Pparg,19016:up
positive regulation of GO:00
interleukin-17 327'40 1.82E-01|2.77E-01 |Ly9,17085:up

production




regulation of myoblast

GO:20

proliferation 00291 1.82E-01|2.77E-01 |Igf1,16000:up
androgen biosynthetic |GO:001, goe 115 77601 [Akr1c18,105349:up
process 06702
positive regulation of  [GO:00 ) ) )
renal sodium excretion |35815 1.82E-01|2.77E-01 |Ednrb,13618:up
negative regulation of G000
dendritic spine ~~11.82E-01|2.77E-01 |PIk2,20620:down
61000
development
modulation by host of G000
viral genome '~ |1.82E-01|2.77E-01 |Ceacam1,26365:up
e 44827
replication
regulation of G000
neurotransmitter on |1.82E-01|2.77E-01 |Gpm6b,14758:up
51580
uptake
neurotransmitter GO:00 )
catabalic process 42135 1.82E-01|2.77E-01 {Maob,109731:up
negative regulation of [{GO:00 ) ) .
cell fate commitment 110454 1.82E-01|2.77E-01 |Sfrp2,20319:up
glutathione GO:00 ) ) )
biosynthetic process  |06750 1.82E-01|2.77E-01 |Ggt5,23887:up
response to axon GO0014 gk 01|2.776-01 |Tne,21923:down|Mmp2,17390:down
injury 48678
regulation of myeloid G000
leukocyte mediated 02886 1.82E-01/|2.77E-01 |Hmox1,15368:up|C3,12266:up
immunity
regulation of GO:00
coenzyme metabolic 511-96 1.82E-01|2.77E-01 |Htr2a,15558:down|lgf1,16000:up
process
regulation of sodium GO'19
jon transmembrane 023'05 1.82E-01|2.77E-01 |Fxyd1,56188:up|Fxyd2,11936:up
transport
positive regulation of |GO:00 ) . )
blood pressure 45777 1.82E-01|2.77E-01 |Glp1r,14652:down|Adipoq,11450:up
ribonucleotide GO:00 Htr2b,15559:down|Adm,11535:up|Htr2a,15558:down|Ptgir,19222:up|Uck2,80914:down|Ampd3,11717:up|
. ; 1.82E-01|2.77E-01 )
biosynthetic process  |09260 Igf1,16000:up
response to virus GO:00 1.82E-01/2.77E-01 Thf,21926:up|med1,30937:up|Cxcl9,17329:up|OasI1,231655:up|If|t1,15957:up|OasS,246727:up|If|t3,1595
09615 9:up
regulation of cell GO:00 . ) ) )
shape 08360 1.83E-01|2.78E-01 |Vegfa,22339:down|Ccl2,20296:up|Ccl12,20293:up|Ccl3,20302:up
negative regulation of GO:00
neuron projection 109'77 1.83E-01|2.78E-01 |PIk2,20620:down|Efempl,216616:up|Wnt5a,22418:down|Dpys|3,22240:down
development
unsaturated fatty acid |GO:00 ) . )
metabolic process 33559 1.85E-01|2.81E-01 |Ggt5,23887:up|Hpgd,15446:up|Ptgs2,19225:down
positive regulation of |GO:19 ) ) )
neuron death 01216 1.85E-01|2.81E-01 [Tnf,21926:up|Tgfb2,21808:down|Ccl3,20302:up
T cell differentiation SOC;S;) 1.86E-01|2.82E-01 |Ctla2a,13024:down|Ly9,17085:up|Cd4,12504:up|Clecde,56619:up|Tnfsf9,21950:up|Bmp4,12159:up
cellular response to GO:00 187E-01l2.84E-01 Gas6,14456:up|Lmcd1,30937:up|Hmox1,15368:up|Sfrp4,20379:up|Tfrc,22042:up|Ankrd1,107765:down|Vd
external stimulus 71496 | ) r,22337:down|Sfrp2,20319:up|Plod?2,26432:down|Postn,50706:down
membrane protein GO:00 ) )
proteolysis 33619 1.89E-01|2.85E-01 |Tnf,21926:up|Ret,19713:up
cellular modified GO:00
amino acid oo | 1.89E-01|2.85E-01 |Ggt5,23887:up|Gatm,67092:down
. ; 42398
biosynthetic process
regulation of cofactor |GO:00 . )
metabolic process 51193 1.89E-01|2.85E-01 |Htr2a,15558:downllgf1,16000:up
defense response to GO:00
Gram-negative ~a | 1.89E-01|2.85E-01 |Adm,11535:up|Cd4,12504:up
) 50829
bacterium
protein localization to |GO:00 ) )
cell surface 34394 1.89E-01|2.85E-01 |Tnf,21926:up|Gpm6b,14758:up
T cell selection Ss%sog 1.89E-01|2.85E-01 |Ly9,17085:up|Cd4,12504:up
regulation of actin GO'19
filament-based 031'15 1.89E-01|2.85E-01 |Fxyd1,56188:up|Stc1,20855:up
movement
unsaturated fatty acid |GO:00 ) )
biosynthetic process | 06636 1.89E-01|2.85E-01 |Ggt5,23887:up|Ptgs2,19225:down
anterior/posterior axis |GO:00 ) )
specification 09948 1.89E-01|2.85E-01 [Wnt5a,22418:down|Bmp4,12159:up
cation transmembrane |GO:00 1.89E-01/2.86-01 Htr2b,15559:down|Gas6,14456:up|Glplr,14652:down|Fxyd1,56188:up|Kcnj15,16516:down|Fxyd2,11936:u
transport 98655 | ' p|Bmp4,12159:up|Tgfb2,21808:down|Htr2a,15558:down|S100a1,20193:up|Slc40a1,53945:up
ribose phosphate GO:00 Htr2b,15559:down|Adm,11535:up|Htr2a,15558:down|Ptgir,19222:up|Uck2,80914:down|Ampd3,11717:up|
. ) 1.90E-01|2.86E-01 )
biosynthetic process  [46390 Igf1,16000:up
pyruvate metabolic  |GO001, goe 6115 g6E_01 |Hir2a, 15558:down|igf, 16000:up|Cdo1,12583:up
process 06090
negative regulation of |GO:00 ) ) )
T cell activation 50868 1.90E-01|2.86E-01 [Ceacaml,26365:up|Cd24a,12484:down|Bmp4,12159:up




GO:00

Tnf,21926:up|Fgfrl,14182:down|Col11lal,12814:down|Ncam1,17967:down|Mme,17380:up|Ptgs2,19225:d

sensory perception 07600 1.93E-01|2.91E-01 |ownl|ll1rn,16181:up|Ednrb,13618:up|lgfl,16000:up|Epasl,13819:up|Mcoln3,171166:up|Htr2a,15558:down|
Serpine2,20720:up
glycerophospholipid  [GO:00 B B . . .
biosynthetic process  |46474 1.94E-01|2.92E-01 |Htr2b,15559:down|Fabp5,16592:up|Htr2a,15558:down
cAMP-mediated GO:00 ) ) )
signaling 19933 1.95E-01|2.92E-01 |Glplr,14652:down|Ptgir,19222:up
cellular response to GO:00 ) ) )
dsRNA 71359 1.95E-01|2.92E-01 |Egfr,13649:down|Ifit1,15957:up
negative regulation of [{GO:00 ) ) ) )
nuclear division 51784 1.95E-01|2.92E-01 |Fgfr2,14183:up|Bmp4,12159:up
response to CAMP 21058:? 1.95E-01|2.92E-01 |Cdol,12583:up|Adipoqg,11450:up
lipopolysaccharide- GO:00
mediated signaling 31663 1.95E-01|2.92E-01 |Tnf,21926:up|Ccl12,20293:up
pathway
citrulline metabolic - 1GO001, g7¢ 115 92e_01 |Ddah1,69219:down
process 00052
regulation of GO:00 ) ) )
glomerular filtration 03093 1.97E-01|2.92E-01 |Gas6,14456:up
pyramidal neuron GO:00 ) ) )
differentiation 21859 197E-01|2.92E-01 |Fgfr2,14183:up
angiogenesis involved |GO:00 ) ) .
in wound healing 60055 1.97E-01|2.92E-01 |Hpse,15442:up
lens fiber cell GO:00 )
development 70307 1.97E-01|2.92E-01 |Fgfr2,14183:up
positive regulation of |GO:00 B B )
podosome assembly | 71803 1.97E-01|2.92E-01 |Tnf,21926:up
regulation of synaptic GO:00
transmission, ~n|1.97E-01|2.92E-01 |Lama2,16773:down
; ) 32222
cholinergic
lIUgdLIVC ICHUIGLIUII Ul
release of sequestered |GO:001, o7¢_415 9og_01 |Tgfb2,21808:down
calcium ion into 51280
wtncal
regulation of immature|GO:00 )
T cell proliferation 33083 1.97E-01|2.92E-01 |Bmp4,12159:up
regulation of centriole |GO:001) g7¢ 4115 92e_01 | pik2,20620:down
replication 46599
positive regulation of GO:00
astrocyte .4 |1.97E-01|2.92E-01 |Serpine2,20720:up
- - 48711
differentiation
dendritic cell GO:00 .
chemotaxis 02407 1.97E-01|2.92E-01 |Gas6,14456:up
cellular response to GO:00
hepatocyte growth oo |1.97E-01|12.92E-01 |Adamts12,239337:down
X 35729
factor stimulus
positive regulation of GO:00
membrane protein 7 |1.97E-01|2.92E-01 |Tnf,21926:up
- . |51044
ectodomain proteolysis
positive regulation of GO:00
transcription from RNA 459'43 1.97E-01|2.92E-01 |Rasl11a,68895:up
polymerase | promoter
positive regulation of GO:00
immune response to 02839 1.97E-01|2.92E-01 |Cd24a,12484:down
tumor cell
cellular response to GO:00
platelet-derived '~ |1.97E-01|12.92E-01 |Has2,15117:down
: 36120
growth factor stimulus
regulation of GO:00
interleukin-8 . |1.97E-01|2.92E-01 [Tnf,21926:up
. . 45414
biosynthetic process
positive regulation of 1GO:001, g2 4115 92e_01 |Cd24a,12484:down
response to tumor cell 02836
branching GO:00
morphogenesis of a 487-55 1.97E-01|2.92E-01 |Fgfr2,14183:up
nerve
blastoderm GO:00 )
segmentation 07350 1.97E-01|2.92E-01 [Wnt5a,22418:down
mitral valve GO:00 )
development 03174 1.97E-01|2.92E-01 |Bmprla,12166:down
insemination GO:00 1.97E-01|2.92E-01 |Serpine2,20720:u
07320 [ ' pines, up
development of GO:00
secondary sexual ai|1.97E-01|2.92E-01 |Wnt5a,22418:down
> 45136
characteristics
glycoside metabolic  |GO:001, g7 115 9o 01 |Akr1c18,105349:up
process 16137
positive regulation of G020
gene silencing by 00637 1.97E-01|2.92E-01 |Egfr,13649:down

miRNA




regulation of

GO:00

extracellular matrix 1.97E-01|2.92E-01 |Tgfb2,21808:down
. 10715
disassembly
UDP-N- G000
acetylglucosamine 06647 1.97E-01|2.92E-01 |Gfpt2,14584:down
metabolic process
negative regulation of G000
acute inflammatory 02674 1.97E-01|2.92E-01 |Pparg,19016:up
response
negative regulation of [GO:19 . )
receptor binding 00121 1.97E-01|2.92E-01 |Adipoq,11450:up
positive regulation of G000
Rho protein signal 350'25 1.97E-01]|2.92E-01 |Col3al,12825:down
transduction
ICHUIGLIUII U.I G0.00
gonadotropin 1.97E-01|2.92E-01 |Inhba,16323:down
o 32276
GO:00 .
bronchus development 60433 1.97E-01|2.92E-01 |Bmp4,12159:up
anagen 51520628 1.97E-01|2.92E-01 |Ptgs2,19225:down
AMP metabolic GO:00
process 26033 1.97E-01|2.92E-01 [Ampd3,11717:up
mast cell migration GO:00 1.97E-01|2.92E-01 |Figf,14205:up
97531 '
regulation of
transcription from RNA GO:00
polymerase Il 61418 1.97E-01|2.92E-01 |Vegfa,22339:down
promoter in response
to hypoxia
cellular response to GO:00 )
fluid shear stress 71498 1.97E-01|2.92E-01 |Ptgs2,19225:down
lateral ventricle GO:00
development 21670 1.97E-01|2.92E-01 |Uchl5,56207:up
CD4-positive, alpha- GO:00
beta T cell lineage 433'73 1.97E-01|2.92E-01 |Ly9,17085:up
commitment
semaphorin-plexin
signaling pathway GO:19 .
involved in axon 02287 1.97E-01|2.92E-01 |PIxnd1,67784:up
guidance
response to GO:00
hepatocyte growth 357-28 1.97E-01|2.92E-01 |Adamts12,239337:down
factor
otic vesicle GO:00
development 71599 1.97E-01|2.92E-01 |Fgfr2,14183:up
GO:00 Hpgd,15446:up|Inhba,16323:down|Nabp1,109019:down|Igf2,16002:up|Tnf,21926:up|PIk2,20620:down|Eg
regulation of cell cycle 517-26 1.97E-01|2.93E-01 |fr,13649:down|Fgfrl,14182:down|Sfrp1,20377:up|Susd2,71733:up|Wnt5a,22418:down|Ptgs2,19225:down|
Bmp4,12159:up|lgf1,16000:up|Tgfb2,21808:down|Fgfr2,14183:up
Fstl3,83554:down|lgfbp4,16010:up|Adm,11535:up|FIrt2,399558:down|Tfec,21426:up|Sfrp4,20379:up|C3,1
2266:up|Ankrd1,107765:down|Lyl1,17095:up|Gstt1,14871:up|lgfbp3,16009:up|Cd109,235505:down|LoxI2,
94352:down|Plk2,20620:down|LoxI3,16950:down|Trf,22041:up|Cd24a,12484:down|Fkbp14,231997:down|
Wntba,22418:down|Mark1,226778:up|ll1rn,16181:up|lgfl,16000:up|Adipoq,11450:up|Bmp4,12159:up|Tgf
b2,21808:down|Hpse,15442:up|F3,14066:up|Fgfr2,14183:up|Htr2b,15559:down|Kng1,16644:up|Prl2c2,18
811:up|Efempl,216616:up|Ccl6,20305:up|SlIpi,20568:up|Aspn,66695:down|Saa3,20210:up|Vdr,22337:dow
n|Pdia5,72599:down|Fabp4,11770:up|Nabpl1,109019:down|Htr2a,15558:down|0as3,246727:up|Slc40al,5
3945:up|Gas6,14456:up|Egfr,13649:down|Colllal,12814:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Tgfb
r3,21814:up|Tfrc,22042:up|Ceacam1,26365:up|Ccl8,20307:up|Sfrp2,20319:up|Serpina3g,20715:up|Fam20
cellular macromoleculel G000 a,208659:down|Npnt,114249:up|Tnfrsf11b,18383:up|Prkar2b,19088:up|S100a1,20193:upllcel,218333:do
metabolic process 44260 1.99E-01|2.95E-01 |wn|Neurl3,214854:down|Ccl2,20296:up|Ccl7,20306:up|Pdzrn3,55983:down|Pdgfc,54635:down|Cst7,1301
1:up|Ednrb,13618:up|Mmp13,17386:up|Sema7a,20361:down|Epasl,13819:up|Htra3,78558:down|Uchl5,5
6207:up|Ddah1,69219:down|Sdpr,20324:down|Fkbp10,14230:down|Man2a2,140481:up|Dok?2,13449:up|
Mamdc2,71738:down|Ptx3,19288:up|Bmprla,12166:down|Ccl12,20293:up|Ccl4,20303:up|Chst11,58250:d
own|Ret,19713:up|Vegfb,22340:up|Sdf211,64136:up|Plpp3,67916:up|Creb3I1,26427:down|Kitl,17311:up|P
4hal,18451:down|Ccl9,20308:up|Inhba,16323:down|Aoah,27052:up|Rasl11a,68895:up|Bnc2,242509:dow
n|Plat,18791:down|Ccl3,20302:up|Tfpi2,21789:down|Ctla2a,13024:down|Crlf1,12931.down|Vegfa,22339:d
own|Serpine2,20720:up|Adamts12,239337:down|Lrrc15,74488:down|Nxn,18230:down|lgf2,16002:up|Ppar
g,19016:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Has2,15117:down|Hmox
1,15368:up|Sulf1,240725:down|Cd4,12504:up|Grem1,23892:up|Col3al,12825:down|Phf11d,219132:up|Tb
x15,21384:down|Serpingl1,12258:up|Errfil,74155:down|Enppl,18605:down
regulation of systemic |GO001, goc 615 95£_01 |Gas6, 14456:up|Ddah1,69219:down|Postn,50706:down
arterial blood pressure {03073
Icel,218333:down|Ccl2,20296:up|Gas6,14456:up|Tnf,21926:up|Akrlc18,105349:up|Cd24a,12484:.down|Eg
intracellular protein GO:00 2 00E-01/2.976-01 fr,13649:down|Sec23a,20334:down|C1qtnf3,81799:down|Bmprla,12166:down|Ptgs2,19225:down|Grem1,
transport 06886 | ' 23892:up|Adipoqg,11450:up|Bmp4,12159:upllgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,218
08:down
response to glucose 35728 2.02E-01|2.99E-01 |Gas6,14456:up|Glplr,14652:down|lgfl,16000:up|Adipog,11450:up
ghOSphat'qV"“os'to' GO:001, 1oE_012.99E-01 |Hir2b, 15559:down|Hir2a, 15558:down
josynthetic process  |06661




developmental GO:00 ) . )
pigmentation 48066 2.02E-01|2.99E-01 |Ednrb,13618:up|Kitl,17311:up
secondary metabolic  |GO:00|, yor 115 g9¢_01 |Akric18,105349:up|Wnt5a 22418:down
process 19748
positive regulation of
tyrosine GO:00 ) )
phosphorylation of 42531 2.02E-01|2.99E-01 |Crlf1,12931:down|lgf1,16000:up
STAT protein
regulation of cellular  [{GO:00 2 076-0113.07E-01 PIxnd1,67784:up|Wnt5a,22418:down|Sema7a,20361:down|Tnfrsf12a,27279:down|Crabp2,12904:down|Re
component size 32535 ) £,19713:up|Cxcl12,20315:up|Vegfa,22339:down
carboxylic acid GO:00 . . . . ! .
catabolic process 46395 2.07E-01|3.07E-01 |Ddah1,69219:down|Npl,74091:up|Hal,15109:up|Cdol,12583:up|Adipoq,11450:up
organic acid catabolic |GO:00 ) ) ) ) ) ) ) ]
Drocess 16054 2.07E-01|3.07E-01 |Ddah1,69219:down|Npl,74091:up|Hal,15109:up|Cdol,12583:up|Adipoq,11450:up
import into cell Sé)gg? 2.09E-01[3.00E-01 |Trf,22041:up|Gpm6b, 14758:up
morphogenesis of an  [GO:00 ) ) ) )
epithelial sheet 02011 2.09E-01|3.09E-01 |Col5al,12831:down|Wnt5a,22418:down
mating g%fg 2.09E-01[3.00E-01 |Serpine2,20720:up|Ednrb,13618:up
regulation of GO:00 ) ) ) )
vasodilation 42312 2.09E-01|3.09E-01 |Adm,11535:up|Egfr,13649:down
striated muscle cell GO:00 ) ) ) _ )
development 55002 2.09E-01|3.09E-01 |Vegfa,22339:down|Wispl,22402:down|lgf1,16000:up|Bmp4,12159:up
pyrimidine )
ribonucleotide GO:00 2.11E-01|3.09E-01 |Uck2,80914:down
. : 09220
biosynthetic process
pyrimidine .
ribonucleoside GO:00 2.11E-01|3.09E-01 |Uck2,80914:down
. . 46132
biosynthetic process
microvillus assembly 60:00 2.11E-01/3.09E-01 |Prl2c2,18811:up
30033
positive regulation of GO:00
transforming growth ‘~n |2.11E-01|3.09E-01 |Ptgs2,19225:down
. 71636
factor beta production
serotonin secretion 310828 2.11E-01|3.09E-01 |Maob,109731:up
regulation of ketone  |GO:00 )
biosynthetic process | 10566 2.11E-01|3.09E-01 |Akrlc18,105349:up
interleukin-8 GO:00 )
biosynthetic process  |42228 2.11E-01|3.09E-01 |Tnf,21926:up
negative regulation of GO:00
epidermal cell o |2.11E-01|3.09E-01 |Tgfb2,21808:down
' L 45605
differentiation
regulation of cerebellar GO:00
granule cell precursor -~ |2.11E-01|3.09E-01 |Igf1,16000:up
X A 21936
proliferation
nonribosomal peptide |GO:00 )
biosynthetic process | 19184 2.11E-01/|3.09E-01 |Ggt5,23887:up
positive regulation of |GO:00 . )
cholesterol fflux 10875 |2-11E-01/3.09E-01 |Adipog,11450:up
magnesium ion GO:00 )
homeostasis 10960 2.11E-01|3.09E-01 |Egfr,13649:down
positive regulation of GO:00
posttranscriptional 601-48 2.11E-01|3.09E-01 |Egfr,13649:down
gene silencing
positive regulation of GO:00
cardiac muscle cell -~ |2.11E-01|3.09E-01 |Igfbp3,16009:up
. 10666
apoptotic process
embryonic skeletal GO:00 )
joint morphogenesis  |60272 2.11E-01|3.09E-01 |Bmp4,12159:up
protein deglycosylation gé%f? 2.11E-01|3.09E-01 |Man2a2,140481:up
response to cholesterol %)732 2.11E-01|3.09E-01 |Inhba,16323:down
detection of
temperature stimulus - |GO:001, 11113 09g 01 [Htr2a,15558:down
involved in sensory 50965
perception of pain
immature T cell GO:00 )
proliferation 33079 2.11E-01|3.09E-01 |Bmp4,12159:up
nucleoside transport f?ggg 2.11E-01|3.09E-01 |SIc29a1,63959:up
cellular defense GO:00 )
response 06968 2.11E-01|3.09E-01 |Clec2d,93694:up
response to platelet- |GO:00 )
derived growth factor |36119 2.11E-01/3.09E-01 |Has2,15117:down
positive regulation of GO:00
macrophage 107'59 2.11E-01|3.09E-01 |Ccl2,20296:up

chemotaxis




positive regulation of

tyrosine GO:00 .

phosphanylation of 42523 2.11E-01|3.09E-01 |Igf1,16000:up

Stat5 protein

hyaluronan GO:00 .

biosynthetic process 30213 2.11E-01|3.09E-01 |Has2,15117:down

response to lipoprotein|{GO:00 ) ) )

particle 55094 2.11E-01|3.09E-01 |Pparg,19016:up
semaphorin-plexin
signaling pathway GO:19 ) ) )

involved in neuron 02285 2.11E-01|3.09E-01 |PIxnd1,67784:up

projection guidance

positive regulation of G000

insulin receptor ‘oo |2.11E-01|3.09E-01 |Igf2,16002:up

: X 46628
signaling pathway

regulation of acute G000

inflammatory response . 12.11E-01|3.09E-01 |C3,12266:up

R 02864

to antigenic stimulus

positive regulation of

peptidyl-serine GO:00 ) ) )

phosphorylation of 33141 2.11E-01|3.09E-01 |Ret,19713:up

STAT protein

regulation of timing of {GO:00 ) ) . )

cell differentiation 48505 2.11E-01|3.09E-01 |Serpine2,20720:up

positive regulation of GO:00
sequestering of 51284 2.11E-01|3.09E-01 |Tgfb2,21808:down

calcium ion

renal absorption ?0028:3 2.11E-01|3.09E-01 |Adipoq,11450:up

|-kappaB GO:00 )

phospharylation 07252 2.11E-01|3.09E-01 |Saa3,20210:up

cellular response to GO:00 ' )

exogenous dsRNA 71360 2.11E-01|3.09E-01 |Ifit1,15957:up

cerebellar granular GO:00 . )

layer development 21681 2.11E-01|3.09E-01 |Serpine2,20720:up

regulation of epithelial

cell differentiation GO:20 . )

involved in kidney 00606 |2-11E-01(3.09E-01 |Adipog,11450:up

development

thalamus development Sggg 2.11E-01|3.09E-01 |Ncam1,17967:down

polyol catabolic GO:00 .

progess 16174 2.11E-01|3.09E-01 |Sord,20322:up

lung secretory cell GO:00 )

differentiation 61140 2.11E-01|3.09E-01 |Igf1,16000:up

positive regulation of GO:00

striated muscle cell 10663 2.11E-01|3.09E-01 |lgfbp3,16009:up

apoptotic process

detection of

temperature stimulus | GO:001, 1¢ 0713 09E-01 |Htr2a,15558:down

involved in sensory 50961

perception

positive regulation of |GO:00 )

action potential 45760 2.11E-01|3.09E-01 |Tnf,21926:up

eosinophil migration ?2%3;) 2.11E-01|3.09E-01 |Ccl2,20296:up

apoptotic DNA GO:00 )

fragmentation 06309 |2-11E-01(3.09E-01 |Igfbp3,16009:up

cellular amino acid GO:00 2136-01/3.11F-01 P4hal,18451:down|Ddah1,69219:down|Gatm,67092:down|Gfpt2,14584:down|Serinc2,230779:down|Hal,1
metabolic process 06520 |~ ' 5109:up|Cdol,12583:up

alcohol biosynthetic  |GO:001, 1 3¢ 113 11¢_01 |vdr,22337:down|Tnf,21926:up|Akr1c18,105349:up|Fabp5,16592:up
process 46165

response to hexose &?722 2.13E-01|3.11E-01 |Gas6,14456:up|Glplr,14652:down|lgfl,16000:up|Adipog,11450:up
immunoglobulin GO:00 ) ) )

oroduction 02377 2.13E-01|3.11E-01 |Ceacam1,26365:up|Tnf,21926:up|Tfrc,22042:up

positive regulation of | GO:001, 4 4 413 15E_01 |pIk2,20620:down|Lmcd1,30937:up|Plod2,26432:down|Hmox,15368:up|Sfrp4,20379:up
autophagy 10508

inorganic anion GO:00

transmembrane 98661 2.15E-01|3.14E-01 |Ank,11732:down]|Fxyd1,56188:up

transport

adenylate cyclase-

modulating G-protein | GO:001, 76 413 16¢_01 |Htr2b,15559:down|Glplr, 14652:down|Htr2a, 15558:down|Ptgir, 19222:up
coupled receptor 07188

signaling pathway

response to GO:00 . ) ) . )
monosaccharide 34084 2.17E-01|3.16E-01 |Gas6,14456:up|Glplr,14652:down|lgfl,16000:up|Adipog,11450:up
pallium development 60:00 2.17E-01|3.16E-01 |Fgfrl,14182:down|Egfr,13649:down|Cx3crl,13051:down|Col3al,12825:down

21543




323;2‘5#@&9” gl%gg 2.22E-01/|3.236-01 |Tnf 21926:up|Stcl,20855:up
L-amino acid transport f5088$ 2.22E-01|3.23E-01 |Tnf,21926:up|Serinc2,230779:down
organic acid GO'19
transmembrane 03325 2.22E-01|3.23E-01 |Emb,13723:up|Slc16a4,229699:down
transport
Fstl3,83554:downllcel,218333:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Pdgfc,54635:down|Ed
nrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sd
pr,20324:down|lgfbp3,16009:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|B
regulation of mprla,12166:down|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,6
nucleobase-containing | GO:00 2 99E-0113.23E-01 7916:up|Ptgir,19222:up|Creb3I1,26427:down|Fgfr2,14183:up|Kitl,17311:up|Prl2c2,18811:up|Efempl,2166
compound metabolic 19219 |~ ' 16:up|Inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|Fabp4,11
process 770:up|Vegfa,22339:down|Htr2a,15558:down|Oas3,246727:up|lgf2,16002:up|Slc40al,53945:up|Pparg,19
016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:d
own|Hmox1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Tfrc,22042:up|Grem1,23892:u
p|Phf11d,219132:up|Sfrp2,20319:up|Tbx15,21384:down|Npnt,114249:up|S100a1,20193:up
lI‘U\/lUUDIUU . GOOO
diphosphate metabolic 09132 2.22E-01|3.24E-01 |Htr2a,15558:down|Ampd3,11717:up|lgf1,16000:up
negative regulation of |GO191, e 413 94801 | Gas6, 14456:up|C1qtnf3,81799:down|Tgfb2,21808:down
cytoplasmic transport  |03650
zgﬁi‘rzzt?;ffde g(%gg 2.226-01|3.24E-01 |Fxyd1,56188:up|Vegfb,22340:up|Stc1,20855:up
single-organism GO:00
carbohydrate catabolic 447'24 2.22E-01|3.24E-01 |Sord,20322:up|Htr2a,15558:down|lgf1,16000:up
process
Fstl3,83554:downllcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ccl2,20296:up|Pdgfc,54635:down|Edn
rb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdp
r,20324:down|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:dow
regulation of n|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Prg4,96875:down|Tgfb2,2
macromolecule GO:00 2936-01/3.24E-01 1808:down|Plpp3,67916:up|Creb3l1,26427:down|Fgfr2,14183:up|Kitl,17311:up|Prl2c2,18811:up|Efemp1,2
biosynthetic process 10556 |~ ' 16616:up|Inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|Fabp4
,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40al,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:
up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Has2,15117:down|Hmox1,15
368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219132:up|Sfrp2,20
319:up|Tbx15,21384:down|Npnt,114249:uplErrfil,74155:down|Enpp1,18605:down|S100a1,20193:up
L‘Z?]‘t‘l:g;’(’)‘n"f muscle S&'S? 2.24E-01[3.25E-01 |Fxyd1,56188:up|Ptgs2,19225:down|Npnt, 1 14249:up|Stc1,20855:up
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Serpi
nh1,12406:down|Lyl1,17095:up|Ggt5,23887:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,
22418:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14
183:up|Htr2b,15559:down|Prl2c2,18811:up|Efemp1,216616:up|Vdr,22337:down|Fabp4,11770:up|Htr2a,15
558:down|Slc40a1,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|C1lqtnf3,81799:down|Tgfbr
3,21814:up|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up|S100a1,20193:up|lcel,218333:down|Ald
GO:00 h1a2,19378:up|Ccl2,20296:up|Pdgfc,54635:down|Ednrb,13618:up|Ampd3,11717:up|Epasl,13819:up|Htra
biosynthetic process 09658 2.25E-01|3.25E-01 |3,78558:down|Sord,20322:up|Uchl5,56207:up|Ddah1,69219:down|Sdpr,20324:down|Cdol,12583:up|Man
2a2,140481:up|Ptx3,19288:up|Akrlc18,105349:up|Fabp5,16592:up|Bmprla,12166:down|Ccl4,20303:up|C
hst11,58250:down|Gatm,67092:down|Ret,19713:up|Prg4,96875:down|Vegfb,22340:up|Sdf211,64136:up|P
dxk,216134:up|Aldh1a3,56847:down|Plpp3,67916:up|Creb3l1,26427:down|Kitl,17311:up|Rasl11a,68895:u
plinhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Vegfa,22339:down|Gfpt2,14584:down|lgf2,16002:
up|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up
|Lpl,16956:up|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Phf11d,219132:
up|Tbx15,21384:down|Col5a1,12831:down|Uck?2,80914:down|Errfil,74155:down|Enppl,18605:down
detection of
mechanical stimulus GO0, oo 1|3 558 01 |Col11a1,12814:down
involved in sensory 50910
perception of sound
kidney mesenchyme  |GO:00 .
development 72074 2.25E-01|3.25E-01 |Bmp4,12159:up
positive regulation of G000
nitric-oxide synthase 517'70 2.25E-01|3.25E-01 |Ccl2,20296:up
biosynthetic process
cell differentiation
involved in GO:00 .
metanephros 79202 2.25E-01|3.25E-01 |Adipoq,11450:up
development
IC.\_.jUIGL.IUII Ul GOOO ]
mvlr(‘:rcy)‘\;/llltﬂ's 32530 2.25E-01|3.25E-01 |Prl2c2,18811:up
renal system process G000
involved in regulation 019'77 2.25E-01|3.25E-01 |Gas6,14456:up
of blood volume
regulation of anion GO19
transmembrane 039'59 2.25E-01|3.25E-01 |Fxyd1,56188:up
transport
. L GO:00 .
decidualization 46697 2.25E-01|3.25E-01 |Ptgs2,19225:down
sulfur amino acid GO:00
biosynthetic process 00097 2.25E-01|3.25E-01 |Cdol,12583:up
glomerular mesangium|GO:00 .
development 72109 2.25E-01|3.25E-01 |Bmp4,12159:up




negative regulation of

GO:00

calcium ion transport 2.25E-01|3.25E-01 |Tgfb2,21808:down
. 10523
into cytosol
. . ... |G0O:00 .
lipoprotein localization 2.25E-01|3.25E-01 |Pparg,19016:up
44872
regulation of G000
development, -+ 12.25E-01|3.25E-01 |Serpine2,20720:up
. 40034
heterochronic
regulation of cell GO'19
proliferation involved '~ |2.25E-01|3.25E-01 |Bmp4,12159:up
[ 01722
in kidney development
cardiac conduction GO:00 )
system development 03161 2.25E-01|3.25E-01 |Bmprla,12166:down
lipoprotein transport 515209239 2.25E-01|3.25E-01 |Pparg,19016:up
) ) GO:00 .
penile erection 43084 2.25E-01|3.25E-01 |Ednrb,13618:up
alpha-beta T cell GO:00 )
lineage commitment  |02363 2.25E-01|3.25E-01 |Ly9,17085:up
positive regulation of [GO:00 ) ) )
fibroblast migration 10763 2.25E-01|3.25E-01 |Fgfr1,14182:down
regulation of G000
phagocytosis, ‘o |2.25E-01|3.25E-01 |Pparg,19016:up
60099
engulfment
leukotriene metabolic [{GO:00 )
progess 06691 2.25E-01|3.25E-01 |Ggt5,23887:up
negative regulation of |GO:00 )
lipid storage 10888 2.25E-01|3.25E-01 |Pparg,19016:up
pyrimidine GO:00
ribonucleotide o |2.25E-01|3.25E-01 |Uck2,80914:down
) 09218
metabolic process
T-helper 17 cell GO:00 .
differentiation 79539 2.25E-01|3.25E-01 |Ly9,17085:up
positive regulation of GO:00
nitric-oxide synthase '~ |2.25E-01|3.25E-01 |Htr2b,15559:down
- 51000
activity
GABAergic neuron GO:00 .
differentiation 97154 2.25E-01|3.25E-01 |Inhba,16323:down
regulation of peptidyl- GO:00
serine phosphorylation ‘oo |2.25E-01|3.25E-01 |Ret,19713:up
) 33139
of STAT protein
cell wall GO:00
macromolecule -~ |2.25E-01|3.25E-01 |Sdf211,64136:up
) 44036
metabolic process
positive regulation of GO'19
execution phase of 001'19 2.25E-01|3.25E-01 |lgfbp3,16009:up
apoptosis
. . GO:00 .
myoblast proliferation 51450 2.25E-01|3.25E-01 |Igf1,16000:up
GO:00 .
nose development 43584 2.25E-01|3.25E-01 |Aldhla3,56847:down
) GO:00 .
T cell chemotaxis 10818 2.25E-01|3.25E-01 |Wnt5a,22418:down
positive regulation of GO:00
protein import into A |2.25E-01|3.25E-01 |Igf1,16000:up
. 33160
nucleus, translocation
positive regulation of
transcription GO:20 )
regulatory region DNA [00679 2.25E-01|3.25E-01 |Igf1,16000:up
binding
negative regulation of GO:00
oligodendrocyte o |2.25E-01|3.25E-01 |Bmp4,12159:up
. L 48715
differentiation
cellular response to GO:00 .
misfolded protein 71218 2.25E-01/|3.25E-01 |Sdf211,64136:up
heart trabecula GO:00 )
formation 60347 2.25E-01|3.25E-01 |Tgfbr3,21814:up
\‘/"ifzinse response to S%g? 2.26E-01/3.256-01 |Lmcd1,30937:up|Cxcl9,17329:up|Oasl1,231655:upl fit1,15957-up|Oas3 246 727-uplIfit3,15959:up
cellular response to GO:00 ) ) ) i )
abiotic stimulus 71214 2.27E-01|3.27E-01 |Ankrd1,107765:down|Hvenl,74096:up|Sfrp2,20319:up|Sfrp1,20377:up|Mme,17380:up
regulation of G-
protein coupled CO001 5 57E-01(3.27E-01 |Htr2b,15559:down|Adm, 11535:up|C3,12266:up
receptor protein 08277
signaling pathway
Htr2b,15559:down|Adm,11535:up|]Ampd3,11717:up|Enpp5,83965:up|Vegfa,22339:down|Htr2a,15558:do
organophosphate GO:00 2 28E-01/3.286-01 wn|Gfpt2,14584:down|Cbr2,12409:up|Enpp3,209558:down|Fabp5,16592:up|Wnt5a,22418:down|Serinc2,2
metabolic process 19637 (™ ' 30779:down|lgf1,16000:up|Pdxk,216134:up|Plpp3,67916:up|Ptgir,19222:up|Enppl,18605:down|Uck2,809

14:down




positive regulation of |GO:001, yae 6113 98 01 |Glpir14652:down|Fgfrl,14182:down|Egfr.13649:down|Clqtnf3,81799:down
hormone secretion 46887
negative regulation of |GO:00 B _ . .
epithelial cell migration| 10633 2.29E-01|3.28E-01 |Tgfbr3,21814:up|Stc1,20855:up
negative regulation of |GO:00|, yoc 6113 98 01 |Htr2b 15559:down|Hmox1.,15368:up
autophagy 10507
organic hydroxy GO'19
compound catabolic 01616 2.29E-01/3.28E-01 |Sord,20322:up|Akrlc18,105349:up
process
ICQUIGLIUII Ul
epidermal growth GO:00 B B ) ) )
factor receptor 22058 2.29E-01|3.28E-01 |Ceacam1,26365:uplErrfil,74155:down
cinnalino nathiaing
regulation of GO'19
phospholipid 037'25 2.29E-01|3.28E-01 |Htr2b,15559:down|Htr2a,15558:down
metabolic process
positive regulation of [GO:00 ) ) ) ) ) ) )
cell cycle process 90068 2.30E-01|3.31E-01 |Tnf,21926:up|Fgfrl,14182:down|Wnt5a,22418:down|lgf2,16002:up|lgfl,16000:up
fggggg:ormo”e SOOO‘SS 2.326-01(3.336-01 |Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Egfr,13649:down|Sfrp1,20377:up|I11rn, 16181:up
response to GO:00 2346-01/3.36E-01 Pparg,19016:up|Gas6,14456:up|Lmcd1,30937:up|Hmox1,15368:up|Sfrp4,20379:up|Tfrc,22042:up|Vdr,223
extracellular stimulus 109991 |~ ) 37:down|Sfrp2,20319:up|Gatm,67092:down|Plod2,26432:down|Postn,50706:down
positive regulation of G000
alpha-beta T cell 46635 2.35E-01|3.37E-01 |Ceacam1,26365:up|Cd24a,12484:down
activation
regulation of plasma GO:00
lipoprotein particle 97606 2.35E-01|3.37E-01 |Lpl,16956:up|Adipoqg,11450:up
levels
superoxide metabolic | GO:001) 36e 011357¢-01 |Trf,21926:up|Egfr,13649:down
process 06801
negative regulation of GO:00
peptide hormone 90278 2.35E-01|3.37E-01 |Pparg,19016:up|Sfrp1,20377:up
secretion
cellular response to GO:00 ) )
ionizing radiation 71479 2.35E-01|3.37E-01 |Sfrp2,20319:up|Sfrp1,20377:up
positive regulation of
cysteine-type GO:00
endopeptidase activity 43280 2.37E-01|3.39E-01 |Tnf,21926:up|Pparg,19016:up|F3,14066:up
involved in apoptotic
process
purine ribonucleotide |GO:00 237E-01/3.39E-01 Htr2b,15559:down|Adm,11535:up|Wntb5a,22418:down|Ampd3,11717:upllgfl,16000:up|Htr2a,15558:down
metabolic process 09150 | ) |Vegfa,22339:down|Ptgir,19222:up|Enpp1,18605:down
Sfrp4,20379:up|Mmp13,17386:up|Enpp5,83965:up|Uchl5,56207:up|Sord,20322:up|Ddah1,69219:down|BI
vrb,233016:up|Npl,74091:up|lgfbp3,16009:up|Enpp3,209558:down|Cdol,12583:up|PIk2,20620:down|Akr
cellular catabolic GO:00 2 38E-01/3.40E-01 1¢18,105349:up|Maob,109731:up|Adipoqg,11450:up|Hal,15109:up|lgfl,16000:up|Sdf2I1,64136:up|Hpse,15
process 44248 | ' 442:up|Htr2b,15559:down|Hp,15439:up|Dram1,71712:up|Plod2,26432:down|Htr2a,15558:down|Adamts1
2,239337:down|Anpep,16790:up|Tnf,21926:up|Lmcd1,30937:up|Lpl,16956:up|Hmox1,15368:up|Pxdn,696
75:down|Enpp1,18605:down
positive regulation of  [{GO:00 .
cell size 45793 2.40E-01|3.40E-01 |Ret,19713:up
regulation of type | GO:00
interferon-mediated ~a | 240E-01|3.40E-01 |Wnt5a,22418:down
: . 60338
signaling pathway
positive regulation of  [GO:00 .
cellular extravasation  |02693 |2-40F-01(3-40E-01 |Ccl2,20296:up
female genitalia GO:00 )
development 30540 2.40E-01|3.40E-01 |Wnt5a,22418:down
regulation of GO:00
developmental _n|2.40E-01|3.40E-01 |Kitl,17311:up
. - 48070
pigmentation
pyrimidine nucleoside |GO:00 )
biosynthetic process  |46134 2.40E-01|3.40E-01 |Uck2,80914:down
calcium-dependent
cell-cell adhesion via |GO:00 )
plasma membrane cell [16339 2.40E-01|3.40E-01 [Ceacam1l,26365:up
adhesion molecules
embryonic skeletal GO:00 )
joint development 72498 2.40E-01|3.40E-01 |Bmp4,12159:up
negative regulation of GO:00
neurotransmitter ‘on |2.40E-01|3.40E-01 |Gpm6b,14758:up
51589
transport
epithelial cell
differentiation involved |GO:00 )
in prostate gland 60742 2.40E-01|3.40E-01 |Fgfr2,14183:up
development
regulation of GO:00
superoxide anion 32§28 2.40E-01|3.40E-01 |Egfr,13649:down
generation
amino sugar catabolic |GO:00 )
process 46348 2.40E-01|3.40E-01 |Npl,74091:up




negative regulation of

GO:19

glycoprotein metabolic 03019 2.40E-01|3.40E-01 |Ptx3,19288:up
process
}.JUD.ILI\.IC reyuracurtul GOOO )
meiotic nuclear 2.40E-01|3.40E-01 |Wntba,22418:down
BN 45836
negative regulation of G000
interleukin-1 beta ‘o1 |2.40E-01|3.40E-01 |Errfil,74155:down
) 32691
production
. . GO:00 .
protein hydroxylation 18126 2.40E-01|3.40E-01 |P4hal,18451:down
cell wall organization |GO:00 )
or biogenesis 71554 2.40E-01|3.40E-01 |Sdf211,64136:up
positive regulation of GO'19
extracellular matrix 030'55 2.40E-01|3.40E-01 |Tgfb2,21808:down
organization
CD4-positive or CD8-
positive, alpha-beta T [GO:00 ) ) .
cell lineage 43369 2.40E-01|3.40E-01 |Ly9,17085:up
commitment
epithelial to
mesenchymal G000
transition involved in ‘o |2.40E-01|3.40E-01 |Tgfb2,21808:down
. ) 03198
endocardial cushion
formation
negative regulation of [{GO:00 . )
phagocytosis 50765 2.40E-01|3.40E-01 |Adipoq,11450:up
melanin biosynthetic GO0, 4oe_01/3.40€-01 |Wnt5a 22418:down
process 42438
aldehyde biosynthetic |GO:001, 4qe 113 40E-01 |Pdxk,216134:up
process 46184
GO:00 .
response to sterol 36314 2.40E-01|3.40E-01 |Inhba,16323:down
positive regulation of GO:00
endothelial cell ‘~n |2.40E-01|3.40E-01 |Bmp4,12159:up
. L 45603
differentiation
norepinephrine GO:00 )
metabolic process 42415 2.40E-01|3.40E-01 |Epasl,13819:up
regulation of nuclease |GO:00 )
activity 32069 2.40E-01|3.40E-01 |Oas3,246727:up
positive regulation of |GO:19 B B .
p38MAPK cascade 00745 2.40E-01|3.40E-01 |Vegfa,22339:down
positive regulation of GO:00
cGMP metabolic 30825 2.40E-01|3.40E-01 |Wnt5a,22418:down
process
telencephalon GO:00 )
regionalization 21978 2.40E-01|3.40E-01 |Bmp4,12159:up
positive regulation of |GO:00 B B )
histone deacetylation |31065 2.40E-01|3.40E-01 |Vegfa,22339:down
reyguiatiornor el
proliferation involved [GO:20 B ~ .
in heart 00136 2.40E-01|3.40E-01 |Bmp4,12159:up
maornhanaonacic
pancreatic juice GO:00 )
secretion 30157 2.40E-01|3.40E-01 |Mmp13,17386:up
regulation of bicellular |GO:20 )
tight junction assembly|00810 2.40E-01|3.40E-01 |Tnf,21926:up
response to UV-B GO:00 2.40E-01|3.40E-01 |Mme,17380:up
10224
negative regulation of Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|
nucleobase-containing | GO:00 2 40E-01/3.40E-01 Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|L
compound metabolic |45934 |~ ' mcd1,30937:up|Fgfrl,14182:down|Hmox1,15368:up|Sfrp1,20377:up|Wntba,22418:down|Ccl4,20303:up|G
process rem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|Sfrp2,20319:up|Fgfr2,14183:up|S100a1,20193:up
Htr2b,15559:down|Ednrb,13618:up|Cxcl12,20315:up|Htr2a,15558:down|Slc16a4,229699:down|SIc40al1,53
transmembrane GO:00 2 40E-01/3.40E-01 945:up|Gas6,14456:up|Fxyd1,56188:up|Hvcnl,74096:up|Glplr,14652:down|Ccl12,20293:up|Stc1,20855:up
transport 55085 | ' |Kenj15,16516:down|Fxyd2,11936:up|Bmp4,12159:up|Ank,11732:down|Tgfb2,21808:down|Emb,13723:up]|
S100a1,20193:up
cellular response to GO:00
peptide hormone 713'75 2.40E-01|3.41E-01 |Pparg,19016:up|Enppl,18605:down|lgf2,16002:up|lgfl,16000:up|Adipoq,11450:up
stimulus
cellular response to GO:00 2 42E-01|3.426-01 Gas6,14456:up|Lmcd1,30937:up|Hmox1,15368:up|Sfrp4,20379:up|Tfrc,22042:up|Vdr,22337.down|Sfrp2,2
extracellular stimulus |31668 |~ ' 0319:up|Plod?2,26432:down|Postn,50706:down
platelet aggregation %%g? 2.42E-01|3.42E-01 |Ceacam1,26365:up|Serpine2,20720:up
T cell differentiation GO:00
involved in immune 022'92 2.42E-01|3.42E-01 |Ly9,17085:up|Clec4e,56619:up
response
negative regulation of GO:00
protein import into 423;08 2.42E-01|3.42E-01 |Gas6,14456:up|C1qtnf3,81799:down
nucleus
muscle fiber GO:00 ) i
development 18747 2.42E-01|3.42E-01 |Vegfa,22339:down|Bmp4,12159:up




protein complex

GO:00

Fam101b,76566:down|P4hal,18451:down|Col5a2,12832:downl|lcel,218333:down|Pdgfc,54635:down|Dpy
s13,22240:down|Mgp,17313:up|Serpinh1,12406:down|Shroom4,208431:down|Vegfa,22339:down|Cbr2,12
409:up|Tnf,21926:up|LoxI2,94352:down|PIk2,20620:down|Trf,22041:up|Colla2,12843:down|Cd24a,12484:

subunit organization {71822 242E-0113438-01 down|Col11a1,12814:down|Ncam1,17967:down|Hmox1,15368:up|C1qtnf3,81799:down|Tgfbr3,21814:up|
Cl1qtnf6,72709:down|Grem1,23892:up|Adipoq,11450:up|Col3al,12825:down|Sfrp2,20319:up|Col5al,128
31:.down|Tgfb2,21808:down
regulation of peptide [GO:00 ) ) ) ) ) ) )
hormone secretion 90276 2.47E-01|3.49E-01 |Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Egfr,13649:down|Sfrp1,20377:up
cell junction assembly Sggg 2.48E-01[3.50E-01 |Tnf,21926:up|Gpm6b,14758:up|Vegfa,22339:down|Grem1,23892:up
rotein localization to 1GO:00 Kdelr3,105785:down|Tnf,21926:up|Gas6,14456:up|Akrlc18,105349:up|Egfr,13649:down|C1qtnf3,81799:d
gr anelle 333.65 2.48E-01|3.51E-01 |own|Bmprla,12166:down|Ptgs2,19225:down|Grem1,23892:up|lgfl,16000:up|Bmp4,12159:up|Ceacam1l,2
9 6365:up|Sfrp2,20319:up|Tgfb2,21808:down|Htr2a,15558:down
regulation of ATP GO:19 ) ) ) )
metabolic process 03578 2.49E-01|3.51E-01 |Htr2a,15558:down|lgf1,16000:up
body morphogenesis f(i?;? 2.49E-01|3.51E-01 |Tgfb2,21808:down|Mmp2,17390:down
negative regulation of [{GO:00 ) ) ) )
peptide secretion 02792 2.49E-01|3.51E-01 |Pparg,19016:up|Sfrpl,20377:up
regulation of insulin G000
receptor signaling 46626 2.49E-01|3.51E-01 |Enppl,18605:down|lgf2,16002:up
pathway
regulation of G000
nucleoside metabolic 091.18 2.49E-01|3.51E-01 |Htr2a,15558:down|lgf1,16000:up
process
regulation of ERBB | CO:191, yqc 4113 51¢ 01 |Ceacam1,26365:uplErrfil, 74155:down
signaling pathway 01184
anatomical structure  |GO:00 2 50E-01/3.526-01 Ceacam1,26365:up|Trf,22041:up|Egfr,13649:down|Vegfa,22339:down|Tfrc,22042:up|Tnfrsf11b,18383:up|
homeostasis 60249 | ) Epas1,13819:up
endocrine process S(?Sgg 2.51E-01|3.53E-01 |Fgfrl,14182:down|C1qtnf3,81799:down|inhba,16323:down
intrinsic apoptotic
signaling pathway in - |GO:001, oy ¢ 1|3 53¢ 01 |Tnf 21926:up|Cxcl12,20315:up|Hmox1,15368:u
response to DNA 08630 |~ ' ' up ' up ' up
damage
cellular response to GO:00 ) ) ) ) )
insulin stimulus 32869 2.52E-01|3.53E-01 |Pparg,19016:up|Enppl,18605:down|Igf2,16002:up|Adipoq,11450:up
peptide secretion gggg 2.53E-01|3.53E-01 |Tnf,21926:up|Pparg,19016:up|Glplr,14652:down|Egfr,13649:down|Sfrp1,20377:up|ll1rn,16181:up
posmve regulau_on of GO'19 .
signal transduction by 2.53E-01|3.53E-01 |Ankrd1,107765:down
; 01798
p53 class mediator
regulation of GO:00
mononuclear cell e |2.53E-01|3.53E-01 |Ccl2,20296:up
R 71675
migration
positive regulation of GO'19
cellular response to ‘~|2.53E-01|3.53E-01 |Tnf,21926:up
A 00409
oxidative stress
negative regulation of |GO:00 )
chemokine production |32682 2.53E-01/3.53E-01 |C1qgtnf3,81799:down
positive regulation of GO:00
glycoprotein 10560 2.53E-01|3.53E-01 |lgf1,16000:up
biosynthetic process
detection of GO:00 .
temperature stimulus | 16048 2.53E-01|3.53E-01 |Htr2a,15558:down
positive regulation of
extrinsic apoptotic GO'19
signaling pathway via 5 |2.53E-01|3.53E-01 |Sfrp1,20377:up
. 02043
death domain
receptors
atrial septum GO:00 )
morphogenesis 60413 2.53E-01|3.53E-01 [Tgfb2,21808:down
hematopoietic stem GO:00 )
cell differentiation 60218 2.53E-01|3.53E-01 |Sfrp1,20377:up
basement membrane GO0\, 5or 113 53¢ 01 |Firt2,399558:down
organization 71711
axonal fasciculation g%fg 2.53E-01|3.53E-01 |Wnt5a,22418:down
post-embryonic organ |GO:00 )
development 48569 2.53E-01|3.53E-01 |Vegfa,22339:down
regulation of GO:20 )
interleukin-8 secretion 00482 2.53E-01|3.53E-01 |Wnt5a,22418:down
negative regulation of GO:00
neurological system 31645 2.53E-01|3.53E-01 |Tnf,21926:up
process
positive regulation of GO:00
protein export from 46827 2.53E-01|3.53E-01 |Gas6,14456:up

nucleus




negative regulation of

GO:00

interleukin-2 2.53E-01|3.53E-01 |Ceacam1,26365:up
) 32703
production
regulation of G020 .
hepatocyte 2.53E-01|3.53E-01 |Ceacam1,26365:up
; h 00345
proliferation
LCCHUIar TCopuUriot (U .
catecholamine G000 2.53E-01|3.53E-01 |Adipoq,11450:up
L 71870
cell migration involved |GO:00|, sor 113 53601 [wnitsa,22418:down
in gastrulation 42074
trophoblast giant cell |GO:00 . .
differentiation 60707 2.53E-01|3.53E-01 |Gjb5,14622:down
ectoderm GO:00 )
development 07398 2.53E-01|3.53E-01 |Bmprla,12166:down
response to muscle GO:00 B B .
stretch 35994 2.53E-01|3.53E-01 |Ankrd1,107765:down
negative regulation of G000
cardiac muscle . 12.53E-01|3.53E-01 |Errfil,74155:down
10614
hypertrophy
benavioral response to |GO:00|, 5op 1|3 53¢ 01 |Htr2a,15558:down
cocaine 48148
phosphatidylcholine  [GO:00 ) ) .
biosynthetic process  |06656 2.53E-01|3.53E-01 |Fabp5,16592:up
‘regulatloln of G000 '
interleukin-5 2.53E-01|3.53E-01 |lI1rl1,17082:down
) 32674
production
DNA catabolic process, |GO:00 )
endonudleolytic 00737 2.53E-01|3.53E-01 |Igfbp3,16009:up
mter_leukln—_l— _ GO:00 .
mediated signaling 2.53E-01|3.53E-01 |ll1rn,16181:up
70498
pathway
interleukin-5 GO:00 )
production 32634 2.53E-01|3.53E-01 |lI1rl1,17082:down
cell proliferation GO:00
involved in heart '~ |2.53E-01|3.53E-01 |Bmp4,12159:up
‘ 61323
morphogenesis
wound_healmg,_ GO:00 .
spreading of epidermal 35313 2.53E-01|3.53E-01 |Col5al,12831:down
cells
response to arsenic-  |GO:00 .
containing substance | 46685 2.53E-01|3.53E-01 |Hmox1,15368:up
positive regulation of GO:00
digestive system 60456 2.53E-01|3.53E-01 [Mmp13,17386:up
process
hemoglobin metabolic |GO:001, gap 4113 53¢ 01 |Inhba,16323:down
process 20027
negative regulation of GO:00
protein tyrosine kinase 61699 2.53E-01|3.53E-01 |Errfil,74155:down
activity
T-helper 17 type GO:00 .
immune response 79538 2.53E-01|3.53E-01 |Ly9,17085:up
regulation of GO:00 )
podosome assembly | 71801 2.53E-01/3.53E-01 |Tnf,21926:up
pyrimidine nucleobase |GO:00|» 5op 1|3 53 01 |Ucke,80914:down
metabolic process 06206
negative regulation of GO:00
phosphoprotein o |2.53E-01|3.53E-01 |Tnf,21926:up
. 32515
phosphatase activity
gonadotropin €000/, 53k _01[3.536-01 |Inhba,16323:down
secretion 32274
requlation of cellular |1 GO:00 Htr2b,15559:down|Tnf,21926:up|Plk2,20620:down|Lmcd1,30937:up|Dram1,71712:up|Hp,15439:up|Hmox
9 . oo |2.54E-01|3.54E-01 |1,15368:up|Sfrp4,20379:upllgfl,16000:up|Uchl5,56207:up|Plod2,26432:down|Htr2a,15558:down|lgfbp3,1
catabolic process 31329 6009-up
Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankr
d1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|LoxI2,94352:down|L
ox13,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Ccl4,20303:up|Adipoqg,11450:up|
requlation of RNA G020 Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427:down|Fgfr2,14183:up|Prl2c2,
9 : “ . |2.54E-01|3.54E-01 |18811:up|Efemp1,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,
biosynthetic process {01141

22337.down|Fabp4,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40al1,53945:up|Pparg,19016:up|Gas6,1
4456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15
368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219132:up|Sfrp2,20
319:up|Tbx15,21384:down|Npnt,114249:up|S100a1,20193:up




Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Serpi
nh1,12406:down|Lyl1,17095:up|Ggt5,23887:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,
22418:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14
183:up|Htr2b,15559:down|Prl2c2,18811:up|Efemp1,216616:up|Vdr,22337:down|Fabp4,11770:up|Htr2a,15
558:down|Slc40a1,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr
3,21814:up|Ceacaml,26365:up|Sfrp2,20319:up|Npnt,114249:up|S100a1,20193:up|lcel,218333:down|Ald
h1a2,19378:up|Ccl2,20296:up|Pdgfc,54635:down|Ednrb,13618:up|Ampd3,11717:up|Epasl,13819:up|Htra

girgj”r:fhﬁitftar’;cc‘;s 3%712 2.556-01|3.55E-01 |3,78558:down|Sord,20322:up|Uchl5,56207:up|Sdpr,20324:down|Cdo1,12583:up|Man2a2,140481:up|Akrl
Y P ¢18,105349:up|Fabp5,16592:up|Bmprla,12166:down|Ccl4,20303:up|Chst11,58250:down|Gatm,67092:do

wn|Ret,19713:up|Prg4,96875:down|Vegfb,22340:up|Sdf211,64136:up|Pdxk,216134:up|Aldh1a3,56847:dow
Nn|Plpp3,67916:up|Creb3l1,26427:down|Kitl,17311:up|Rasl11a,68895:up|inhba,16323:down|Bnc2,242509:d
own|Ccl3,20302:up|Vegfa,22339:down|Gfpt2,14584:down|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|L
mcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Lpl,16956:up|Has2,15117:down|S
ulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Phf11d,219132:up|Thx15,21384:down|Col5a1,128
31:.down|Uck2,80914:down|Errfil,74155:down|Enpp1,18605:down

execution phase of GO:00 ) )

apoptosis 97194 2.55E-01|3.55E-01 |Cd24a,12484:down|lgfbp3,16009:up

embryonic pattern GO:00 ) )

specification 09880 2.55E-01|3.55E-01 |Wntb5a,22418:down|Fgfr2,14183:up

positive regulation of [GO:00 B B . . )

lipid transport 32370 2.55E-01|3.55E-01 [Fam132b,227358:down|Adipog,11450:up

response to ethanol 23504%) 2.55E-01|3.55E-01 |Ccl7,20306:up|Cdol,12583:up

response to GO:00 B B ) ) ) . )

carbohydrate 09743 2.56E-01|3.55E-01 |Gas6,14456:up|Glplr,14652:down|lgfl,16000:up|Adipog,11450:up

maintenance of cell GO:00 . . . .

number 98727 2.56E-01|3.55E-01 |Fgfrl,14182:down|Sfrp1,20377:up|Bmprla,12166:down|lgfl,16000:up

nucleobase-containing . . . . . . .

compound catabolic SA%E?E? 2 56E-0113.55E-01 C!tr2a|15558.down|Igfbp3,16009.up|Enpp1|18605.down|Enpp3,209558.down|Enpp5,83965.up|Igf1,16000.

process P

response to hydrogen [GO:00 B B . . .

peroxide 12542 2.56E-01|3.56E-01 |Hp,15439:up|Hmox1,15368:up|Mmp2,17390:down

positive regulation of GO'19

cation transmembrane 04664 2.56E-01|3.56E-01 |Fxyd1,56188:up|S100a1,20193:up|Bmp4,12159:up

transport

B cell differentiation S&gg 2.56E-01|3.56E-01 |Cd24a,12484:down|Lyl1,17095:up|Sfrp1,20377:up

carbohydrate catabolic |GO:00|, see (3 56601 [sord,20322:up|Htr2a,15558:down|igfL, 16000-up

process 16052

detection of stimulus g&gg 2.57E-01|3.57E-01 |Tnf,21926:up|Colllal,12814:down|Htr2a,15558:down|Serpine2,20720:up]|lgfl,16000:up

;ﬂéﬁ:g;regpons‘e to 81%513 2.576-01|3.57E-01 |Pparg,19016:up|Enpp1,18605:down|lgf2,16002:up|Igfl,16000:up|Adipog,11450:up

carbohydrate GO'19 Htr2b,15559:down|Adm,11535:up|Has2,15117:down|Ampd3,11717:up|lgfl,16000:up|Chst11,58250:down

derivative biosynthetic 011'37 2.58E-01|3.58E-01 ||Htr2a,15558:down|Vegfb,22340:up|Sdf211,64136:up|Gfpt2,14584:down|Ptgir,19222:up|Uck2,80914:down

process |Man2a2,140481:up

regulation of GO:00 Htr2b,15559:down|PIk2,20620:down|Lmcd1,30937:up|Dram1,71712:up|Plod2,26432:down|Hmox1,15368:

2.58E-01|3.58E-01 i

autophagy 10506 up|Sfrp4,20379:up

G-protein coupled

receptor signaling GO00

pathway, coupled to 071'87 2.60E-01|3.60E-01 |Htr2b,15559:down|Glplr,14652:down|Htr2a,15558:down|Ptgir,19222:up

cyclic nucleotide

second messenger

cell cycle G1/S phase  {GO:00\, 5o 13 60F-01 |pike,20620:down|Egfr,13649:down|inhba, 16323:down|Susd2,71733:up

transition 44843

reyauvo rcyuiauuim Ul .

DNA metabolic Sl%gg 2.61E-01/3.626-01 |Ankrd1,107765:down|Pparg,19016:up|Adipog,11450:up

regulation of smooth  |GO:00 B _ . .

muscle contraction 06940 2.62E-01|3.63E-01 |Ptgs2,19225:down|Npnt,114249:up

purine nucleotide GO:00 2 636-0113.64E-01 Htr2b,15559:down|Adm,11535:up|Wnt5a,22418:down|Ampd3,11717:up|lgf1,16000:up|Htr2a,15558:down

metabolic process 06163 | ' |Vegfa,22339:down|Ptgir,19222:up|Enppl,18605:down

negative regulation of G000

cell projection 313'45 2.63E-01|3.65E-01 |PlIk2,20620:down|Efemp1,216616:up|Wnt5a,22418:down|Dpys|3,22240:down

organization

regulation of peptide  |GO:00|, c4c 6113 65E-01 |Tnf 21926:up|Pparg,19016:up|Glplr.14652:down|Egfr.13649-down|Sfrp1. 20377-up

secretion 02791 |~ ) ' : ' : ' : ) : , :

glucose homeostasis 25.583(’) 2.64E-01|3.65E-01 |Pparg,19016:up|Gas6,14456:up|Clgtnf3,81799:down]|ligfl,16000:up|Adipoq,11450:up

cellular ketone GO:00 ) ) ) ) . i

metabolic process 42180 2.64E-01|3.65E-01 |Pparg,19016:up|Akrlcl8,105349:up|Fam132b,227358:down|C1qtnf3,81799:down|Adipoqg,11450:up

carbohydrate GO:00 . . . . . .

homeostasis 33500 2.64E-01|3.65E-01 |Pparg,19016:up|Gas6,14456:up|Clgtnf3,81799:down]|lgfl,16000:up|Adipoq,11450:up

amelogenesis S%gg 2.67E-01/|3.656-01 |Fam20a,208659:down

response to fluid shear {GO:00 B B )

stress 34405 2.67E-01|3.65E-01 |Ptgs2,19225:down

negative regulation of [GO:00 B B )

B cell proliferation 30889 2.67E-01|3.65E-01 |Cd24a,12484:down

response to GO:00 B B . .

catecholamine 71869 2.67E-01|3.65E-01 |Adipoqg,11450:up




negative regulation of [GO:00 ) ) .
membrane potential 45837 2.67E-01|3.65E-01 |ll1rn,16181:up
regulation of G000
transcription from RNA 06356 2.67E-01|3.65E-01 |Rasl11a,68895:up
polymerase | promoter
negative regulation of G000
release of cytochrome . |2.67E-01|3.65E-01 |Igf1,16000:up
. : 90201
¢ from mitochondria
positive regulation of GO'19
response to oxidative o 12.67E-01|3.65E-01 |Tnf,21926:up
02884
stress
modulation of
transcription in other |GO:00 )
organism involved in  |52312 2.67E-01|3.65E-01 |Ccl4,20303:up
symbiotic interaction
modulation by host of [GO:00 )
viral transcription 43921 2.67E-01|3.65E-01 |Ccl4,20303:up
melanin metabolic |GO:00|, 67¢ 113 656 01 |wnt5a,22418:down
process 06582
regulation of natural  [GO:00 ) ) )
killer cell differentiation|32823 |%87E-01{3.65E-01 |Gas6,14456:.up
regulation of tyrosine G000
phosphorylation of ‘-~ |2.67E-01|3.65E-01 |Igf1,16000:up
) 42522
Stat5 protein
positive regulation of [GO:00 .
protein processing 10954 2.67E-01|3.65E-01 |C3,12266:up
arginine metabolic | 60:00), 67¢ 113 65¢_01 | Ddah1,69219:down
process 06525
. . o GO:00 .
integrin activation 33622 2.67E-01|3.65E-01 |Cd24a,12484:down
response to misfolded |GO:00 .
protein 51788 2.67E-01|3.65E-01 |Sdf211,64136:up
retinal ganglion cell GO:00 .
axon guidance 31290 2.67E-01|3.65E-01 |Vegfa,22339:down
dendritic cell migration Sﬁog:gg 2.67E-01/|3.656-01 |Gas6,14456:up
positive regulation of |GO:00 . )
cholesterol transport  |32376 2.67E-01|3.65E-01 |Adipoq,11450:up
regulation of synaptic GO:00
transmission, o |2.67E-01|3.65E-01 |Ptgs2,19225:down
; ! 32225
dopaminergic
regulation of
transcription from RNA|GO:001, 67¢ 9|3 65¢01 [ice1,218333:down
polymerase IlI 06359
promoter
negative regulation of GO:00
smooth muscle o~ |2.67E-01|3.65E-01 |Ptgs2,19225:down
. 45986
contraction
regulation of receptor |GO:19 . )
binding 00120 |2-67E-01(3.65E-01 |Adipog,11450:up
positive regulation of |GO:00 )
fatty acid oxidation 46321 2.67E-01|3.65E-01 |Pparg,19016:up
positive regulation of |GO:00 . )
sterol transport 37373 |2-67E-01(3.65E-01 |Adipog,11450:up
negative regulation of GO:00
myeloid cell apoptotic 330'33 2.67E-01|3.65E-01 |Kitl,17311:up
process
regulation of smooth GO:00
muscle cell apoptotic 343'91 2.67E-01|3.65E-01 |[lgf1,16000:up
process
regulation of GO:00
membrane protein 5 |2.67E-01|3.65E-01 |Tnf,21926:up
- . |51043
ectodomain proteolysis
modulation by host of |GO:00 )
symbiont transcription |52472 2.67E-01/3.65E-01 |Ccl4,20303:up
response to GO:00 )
prostaglandin E 34695 2.67E-01|3.65E-01 |Tgfbr3,21814:up
negative regulation of
endoplasmic reticulum GO'19
stress-induced intrinsic 02236 2.67E-01|3.65E-01 [Creb3l1,26427:down
apoptotic signaling
pathway
smooth muscle cell GO:00 )
apopIotic process 34390 |2-67E-01(3.65E-01 |Igf1,16000:up
regulation of protein  |GO:00 . )
kinase A signaling 10738 |267E-01/3.65E-01 |Adipog,11450:up
positive regulation of |GO:00 . . . . . .
oroteolysis 45862 2.68E-01|3.67E-01 |Tnf,21926:up|Pparg,19016:up|Plk2,20620:down|Sfrp2,20319:up|C3,12266:up|F3,14066:up
heart looping 6000 2.69E-01|3.67E-01 |Wnt5a,22418:down|Aldh1a2,19378:up

01947




regulation of calcium

ion transmembrane 31%113 2.69E-01|3.67E-01 |S100a1,20193:up|Bmp4,12159:up
transporter activity
Ice1,218333:down|Adm,11535:up|Ccl2,20296:up|Mmp13,17386:up|Ankrd1,107765:down|Gpm6b,14758:u
p|Clec4n,56620:up|Postn,50706:down|Akrlc18,105349:up|Cd24a,12484:down|Ncam1,17967:down|Wnt5
a,22418:down|Bmprla,12166:down|ll1rn,16181:up|Maob,109731:up|Adipoqg,11450:up|Bmp4,12159:up|lg
G000 1,16000:up|Tgfb2,21808:down|Creb311,26427:down|Fgfr2,14183:up|ll1rl1,17082:down|Clec4e,56619:up|
cellular localization 51641 2.74E-01|3.74E-01 |Htr2b,15559:down|Inhba,16323:down|Ccl3,20302:up|Cxcl12,20315:up|Htr2a,15558:down|Serpine2,20720
:up|Lrrcl5,74488:down|Kdelr3,105785:down|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:d
own|Egfr,13649:down|Fgfr1,14182:down|Sec23a,20334:down|Lpl,16956:up|Hmox1,15368:up|Sfrp1,20377:
up|C1qtnf3,81799:down|Cd4,12504:up|Ptgs2,19225:down|Sncg,20618:up|Grem1,23892:up|Ceacam1,263
65:up|Sfrp2,20319:up|Syt13,80976:up
leukocyte activation GO:00
involved in immune 023.66 2.74E-01|3.75E-01 |Ly9,17085:up|Hmox1,15368:up|Cx3crl,13051:down|Tfrc,22042:up|Clecde,56619:up
response
regulation of B cell GO:00 B B ) )
proliferation 30888 2.76E-01|3.76E-01 |Cd24a,12484:down|Tfrc,22042:up
cell activation involved |GO:00|, 7a¢ 13 79£_01 [1y9.17085:up|Hmox1,15368:up|Cx3cr1, 13051:down|Tfrc,22042:up|Clecde,56619:up
in immune response {02263
establishment or )
maintenance of cell g%gg 2.80E-01|3.79E-01 |Ptk7,71461:down|Wnt5a,22418:down|Mark1,226778:up|lgf1,16000:up
polarity
removal of superoxide [GO:00 .
radicals 19430 2.80E-01/3.79E-01 |Tnf,21926:up
positive regulation of [GO:19 B B .
protein maturation 03319 2.80E-01/|3.79E-01 |C3,12266:up
lregulatloln of GO:00 .
interleukin-6 2.80E-01|3.79E-01 |Prg4,96875:down
. . 45408
biosynthetic process
steroid catabolic GO:001, g0E-01|3.79E-01 |Akr1c18,105349-up
process 06706
regulation of .
macrophage 6000 2.80E-01|3.79E-01 |Adipoq,11450:up
. o= 45649
differentiation
zellular response to GO00 .
examethasone 71549 2.80E-01/|3.79E-01 |Bmp4,12159:up
stimulus
TOW=UECTISItY ;
lipoprotein particle Sz%g?? 2.80E-01|3.79E-01 |Adipoqg,11450:up
1
lymphangiogenesis 51%22 2.80E-01|3.79E-01 |Vegfa,22339:down
regulation of collateral {GO:00 B B )
sprouting 48670 2.80E-01|3.79E-01 |Crabp2,12904:down
cell proliferation in GO:00 .
external granule layer [21924 2.80E-01|3.79E-01 |Igf1,16000:up
negative regulation of GO:00
NF-kappaB import into 423'47 2.80E-01|3.79E-01 |C1qtnf3,81799:down
nucleus
regulation of B eell - 1GO001, g 113798 01 |Cd24a,12484:down
apoptotic process 02902
_ . GO:00 . .
fibrinolysis 42730 2.80E-01|3.79E-01 |[Serpingl,12258:up
transepithelial GO:00 B B )
transport 70633 2.80E-01|3.79E-01 |Ednrb,13618:up
pyridine-containing GO00
compound 725'25 2.80E-01|3.79E-01 |Pdxk,216134:up
biosynthetic process
METUAISUITICE
proliferator activated |GO:00 )
receptor signaling 35357 |2-80E-01(3.79E-01 |Pparg,19016:up
nathiamns
negative regulation of [GO:00 ) ) .
viral entry into host cell| 46597 2.80E-01(3.79E-01 |Ptx3,19288:up
sensory perception of ||GO:001, gne 913 79E_01 |Htr2a,15558:down
temperature stimulus  |50951
regulation of tumor G000
necrosis factor - |2.80E-01|3.79E-01 |Errfil,74155:down
. ) 42534
biosynthetic process
tumor necrosis factor |GO:00 ) )
biosynthetic process  |42533 2.80E-01|3.79E-01 |Errfil,74155:down
response to amine i%?g 2.80E-01/3.79E-01 |Htr2b,15559:down
neural nucleus GO:00 .
development 48857 2.80E-01|3.79E-01 |Aldhla3,56847:down
positive regulation of GO'19
glycoprotein metabolic 030'20 2.80E-01|3.79E-01 |Igf1,16000:up
process
alditol metabolic GO:00 .
pracess 19400 2.80E-01|3.79E-01 |Sord,20322:up
regulation of urine GO:00 ) ) )
volume 35809 2.80E-01|3.79E-01 |Ednrb,13618:up




negative regulation of

GO:19

protein localization to 03077 2.80E-01|3.79E-01 |Lrrc15,74488:down
plasma membrane
positive regulation of  [GO:00 )
translational initiation |4594g |280E-01|3-798-01 |Tnf,21926:up
mononuclear cell GO:00 .
migration 71674 2.80E-01|3.79E-01 |Ccl2,20296:up
alditol phosphate - 1GO001, ge 113798 01 |Serinc2,230779:down
metabolic process 52646
toll-like receptor 3 GO:00 )
signaling pathway 34138 2.80E-01|3.79E-01 |Tnf,21926:up
lymph vessel GO:00 )
morphogenesis 36303 2.80E-01|3.79E-01 |Vegfa,22339:down
regulation of cAMP-  [GO:00 ) . ) )
mediated signaling 43949 2.80E-01|3.79E-01 |Ptgir,19222:up
negative regulation of [{GO:00 ) . ) ]
muscle hypertrophy 14741 2.80E-01|3.79E-01 |Errfil,74155:down
negative regulation of [{GO:00 ) ) )
viral transcription 32897 2.80E-01|3.79E-01 |Ccl4,20303:up
CD8-positive, alpha- |GO:00 .
beta T cell activation 36037 2.80E-01|3.79E-01 |Ceacam1,26365:up
positive regulation of G000
chondrocyte 323'32 2.80E-01|3.79E-01 |LoxI2,94352:down
differentiation
pyrimidine GO:00
ribonucleoside '~ |2.80E-01{3.79E-01 |Uck2,80914:down
) 46131
metabolic process
cerebellar granule cell |GO:00 )
precursor proliferation |21930 2.80E-01/3.798-01 |1gf1,16000:up
carbohydrate GO'19
derivative catabolic 011-36 2.81E-01|3.79E-01 |Hpse,15442:up|Npl,74091:up|Adamts12,239337:down
process
establishment of cell - |GO:001, g1 11379 01 |ptk7,71461:down|Wnt5a,22418:down|Mark1,226778:up
polarity 30010
regulation of tyrosine GO:00
phosphorylation of ~|2.82E-01|3.81E-01 |Crlf1,12931:down|lgf1,16000:up
: 42509
STAT protein
. GO:00 . .
glycolytic process 06096 2.82E-01/|3.81E-01 |Htr2a,15558:down|lgf1,16000:up
ADP phosphorylation gggg 2.82E-01/|3.81E-01 |Htr2a,15558:down|igf1,16000:up
regulation of
intracellular steroid GO:00 ) )
hormone receptor 33143 |2-82E-01(3.81E-01 |Sfrp1,20377:up|igfL 16000:up
signaling pathway
positive regulation of G020
cysteine-type 01(556 2.86E-01|3.85E-01 |Tnf,21926:up|Pparg,19016:up|F3,14066:up
endopeptidase activity
monovalent inorganic |GO:00 2 86E-01/3.86E-01 Hvcnl,74096:up|Fxyd1,56188:up|Kcnj15,16516:down|Sncg,20618:up|Fxyd2,11936:up|Maob,109731:up|G
cation transport 15672 |~ ' pm6b,14758:up|Cxcl12,20315:up|Htr2a,15558:down|Serpine2,20720:up
multicellular oraanism | GO:00 Egfr,13649:down|Sfrp1,20377:up|Inhba,16323:down|Ptgs2,19225:down|Ednrb,13618:up|Plat,18791:down|
: 9 ‘- 12.88E-01|3.89E-01 |Igf1,16000:up|Bmp4,12159:up|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down]|
reproduction 32504 . ) ; i
Serpine2,20720:up|Kitl,17311:up
Ulu}dllllll? IClIIIIIy . GOOO
amino acid metabolic 09664 2.89E-01|3.90E-01 |Ddah1,69219:down|Gfpt2,14584:down
gluconeogenesis gé())gg 2.89E-01|3.90E-01 |C1qtnf3,81799:down|Adipog,11450:up
negative regulation of GO:00
nucleocytoplasmic 46823 2.89E-01|3.90E-01 |Gas6,14456:up|C1qtnf3,81799:down
transport
regulation of GO:00 B B ) ) )
phosphatase activity | 10021 2.90E-01|3.91E-01 |Tnf,21926:up|Tgfb2,21808:down|Npnt,114249:up
cardiac muscle GO:00
hypertrophy in oo |2.93E-01|3.91E-01 |Errfil,74155:down
14898
response to stress
positive regulation of GO:00
protein targeting to 903'14 2.93E-01|3.91E-01 |Ccl2,20296:up
membrane
negative regulation of
epidermal growth GO:00 ) )
factor receptor 42059 2.93E-01|3.91E-01 |Errfi1,74155:down
signaling pathway
cellular response to GO:00 )
superoxide 71451 2.93E-01|3.91E-01 |Tnf,21926:up
negative regulation of |GO:19 )
cell junction assembly 01889 2.93E-01|3.91E-01 |Tnf,21926:up
cell proliferation in GO:00 )
hindbrain 21534 2.93E-01|3.91E-01 |Igf1,16000:up
muscle hypertrophy in |GO:001, ga¢ 4113 91¢_01 |Errfit, 74155:down
response to stress 03299




negative regulation of

growth of symbiont GO:00 .
involved in interaction {44146 2.938-01(3.91E-01 (Tnf,21926:up
with host
positive regulation of GO0, ga¢ 113 91 01 |wnt5a,22418:down
meiotic cell cycle 51446
regulation of G000
regulatory T cell o |2.93E-01|3.91E-01 |Ctla2a,13024:down
i 2 45589
differentiation
auditory receptor cell |GO:00 )
development 60117 2.93E-01|3.91E-01 |Fgfr1,14182:down
positive regulation of G000
catecholamine o |2.93E-01|3.91E-01 |Cxcl12,20315:up
. 33605
secretion
type | interferon GO:00 ) ) )
signaling pathway 60337 2.93E-01|3.91E-01 |Wntbha,22418:down
lymphoid progenitor  [{GO:00 )
cell differentiation 02320 |%-93E-01|3.91E-01 |Bmp4,12159:up
purine nucleoside G000
bisphosphate -~ |2.93E-01|3.91E-01 |Enppl,18605:down
X 34032
metabolic process
serine phosphorylation |GO:00 ) ) )
of STAT protein 42501 2.93E-01|3.91E-01 |Ret,19713:up
ribonucleoside G000
bisphosphate o |2.93E-01|3.91E-01 |Enppl,18605:down
X 33875
metabolic process
GO:00 .
cellular response to pH 71467 2.93E-01|3.91E-01 |Hvcnl,74096:up
GO:00 .
L-glutamate transport 15813 2.93E-01/3.91E-01 |Tnf,21926:up
positive regulation of |GO:00 )
isotype switching 45830 2.93E-01|3.91E-01 |Tfrc,22042:up
regulation of
epidermal growth GO:00 ) )
factor-activated 07176 2.93E-01|3.91E-01 |Errfil,74155:down
receptor activity
positive regulation of GO:00
oligodendrocyte . ~12.93E-01|3.91E-01 |Pparg,19016:up
. L 48714
differentiation
regulation of
endoplasmic reticulum |GO:19 .
unfolded protein 00101 2.93E-01/3.91E-01 |Sdf211,64136:up
response
nitric-oxide synthase |GO:00 )
biosynthetic process  |51767 2.93E-01|3.91E-01 |Ccl2,20296:up
positive regulation of GO:00
focal adhesion o, |2.93E-01|3.91E-01 |Vegfa,22339:down
51894
assembly
positive regulation of |GO:20 )
fatty acid transport 00193 2.93E-01|3.91E-01 |Fam132b,227358:down
nucleoside GO:00
bisphosphate o |2.93E-01|3.91E-01 |Enppl,18605:down
X 33865
metabolic process
myeloid dendritic cell |GO:00 )
differentiation 43011 2.93E-01|3.91E-01 |Tnfsf9,21950:up
regulation of nitric- GO:00
oxide synthase ~a 12.93E-01|3.91E-01 |Ccl2,20296:up
. ; 51769
biosynthetic process
negative regulation of GO:00
growth of symbiont in ‘on |2.93E-01|3.91E-01 |Tnf,21926:up
44130
host
retina vasculature GO:00
development in ‘o |2.93E-01|3.91E-01 |Vegfa,22339:down
61298
camera-type eye
regulation of GO:00 . )
cholesterol efflux 10874 2.93E-01|3.91E-01 |Adipoq,11450:up
positive regulation of
sodium ion GO:19 )
transmembrane 02307 2.93E-01|3.91E-01 |Fxyd1,56188:up
transport
cellular response to GO:00 )
oxygen radical 71450 2.93E-01/3.91E-01 |Tnf,21926:up
multi-organism GO:00
membrane ~|2.93E-01|3.91E-01 |Gas6,14456:up
o 44803
organization
interleukin-6 GO:00 .
biosynthetic process  |42226 2.93E-01/3.91E-01 |Prg4,96875:down
response to GO:00 )
dexamethasone 71548 2.93E-01/3.91E-01 |Bmp4,12159:up




Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankr
d1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|Lox|2,94352:down|L
ox13,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Ccl4,20303:up|Adipog,11450:up|
Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3l1,26427:down|Fgfr2,14183:up|Prl2c2,

[ﬁg;'ggﬁg Ojoigs’; gloz'gg 2.95E-01(3.94E-01 |18811.up|Efemp1,216616:up|inhba, 16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,
P 22337:down|Fabp4,11770:up|Vegfa,22339:down|0as3,246727:up|lgf2,16002:up|Slc40al,53945:up|Pparg,
19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:
down|Hmox1,15368:up|Sfrp1,20377:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219
132:up|Sfrp2,20319:up|Tbx15,21384:down|Npnt,114249:up|S100a1,20193:up
regulation of cation GO'19
transmembrane 04(562 2.95E-01|3.94E-01 |Fxyd1,56188:up|Tgfb2,21808:down|Fxyd2,11936:up|S100a1,20193:up|Bmp4,12159:up
transport
;i%t‘/ftffn” of B cell ;%gg 2.956-01|3.94E-01 |Cd24a,12484:down|Sfrpl,20377:up|Tfrc,22042:up
positive regulation of G020
apoptotic signaling 012'35 2.96E-01|3.94E-01 |Tnfrsf12a,27279:down|Sfrp1,20377:up|Tgfb2,21808:down|inhba,16323:down
pathway
282;;;?3:}““ cell %oz.gg 2.96E-01(3.94E-01 |Fxyd1,56188:up|Stcl,20855:up
positive regulation of GO:00
cytokine biosynthetic 421.08 2.96E-01|3.94E-01 |Tnf,21926:up|Wnt5a,22418:down
process
endoplasmic reticulum GO:00
unfolded protein 30968 2.96E-01|3.94E-01 |Sdf211,64136:up|Creb3l1,26427:down
response
activation of immune  |GO:00, gee (115 94p_01 [Tnf 21926:up|C1s1,50908:up|Serping1,12258:up|C1s2,317677-up|C3,12266:up|Clrb,667277-up
response 02253
Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankr
d1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|Lox|2,94352:down|L
ox13,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Adipoq,11450:up|Bmp4,12159:u
regulation of GO:00 pllgf1,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Efem
transcription, DNA- 063;55 2.98E-01|3.97E-01 |p1,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337.down|F
templated abp4,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40al,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,2
1926:up|Glp1r,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,
20377:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Phf11d,219132:up|Thx15,
21384:down|Npnt,114249:up|S100a1,20193:up
gg;itﬁzgg%crfg's‘ie ggl'gg 2.99E-01[3.98E-01 |Htr2b,15559:down|Adm, 11535:up|Hr2a, 15558:down|Ptgir, 19222:up|Ampd3,11717:up|lgfL,16000:up
gL‘;CC‘zrfs"p'd metabolic f&gg 2.99E-01[3.98E-01 |Htr2b,15559:down|Fabps, 16592:up|Lpl,16956:up]|Htr2a,15558:down|C3,12266:up|Serinc2,230779:down
Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Epas1,13819:up|Ankr
d1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|LoxI2,94352:down|L
ox13,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Adipoqg,11450:up|Bmp4,12159:u
regulation of nucleic GO'19 p|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Efem
acid-templated 03506 3.01E-01|4.00E-01 |p1,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|F
transcription abp4,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40al1,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,2
1926:up|Glp1r,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1l,
20377:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Phf11d,219132:up|Tbx15,
21384:down|Npnt,114249:up|S100a1,20193:up
i‘;ﬁ;gg?{"c acid gt%gg 3.02E-01/4.026-01 |Tnf 21926:uplil1rn 16181-up
defense response to G000
Gram-positive 50330 3.02E-01|4.02E-01 |Tnf,21926:up|Adm,11535:up
bacterium
positive regulation of G000
cAMP biosynthetic 30319 3.02E-01|4.02E-01 |Adm,11535:up|Ptgir,19222:up
process
positive regulation of G020
response to DNA 010'22 3.02E-01|4.02E-01 |Ankrd1,107765:down|Egfr,13649:down
damage stimulus
Htr2b,15559:down|Htr2a,15558:down|Gas6,14456:up|Tnf,21926:up|Akr1c18,105349:up|Glplr,14652:dow
cvtoplasmic transport GO:00 3.04E-01)4.026-01 n|Egfr,13649:down|Sec23a,20334:down|C1qtnf3,81799:down|Cd4,12504:up|Bmprla,12166:down|Ptgs2,1
ytop P 16482 ™ ' 9225:down|Grem1,23892:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,218
08:down
anatomical structure  |GO:00
arrangement 48532 3.06E-01|4.02E-01 |Bmprla,12166:down
misfolded or
incompletely GO:00 .
synthesized protein 06515 3.06E-01|4.02E-01 |Sdf211,64136:up
catabolic process
ylull.&]llllll? rarriy . GOOO ]
amino acid catabolic 09065 3.06E-01{4.02E-01 |Ddah1,69219:down
. GO:00 .
mannosylation 97502 3.06E-01|4.02E-01 |Sdf211,64136:up
regulation of G000
macrophage 107'58 3.06E-01/4.02E-01 |Ccl2,20296:up
chemotaxis
vascular endothelial GO:00
growth factor signaling 38(584 3.06E-01|4.02E-01 |Vegfa,22339:down

pathway




GO:00

interleukin-8 secretion 72606 3.06E-01{4.02E-01 |Wntba,22418:down
inorganic cation GO:00 ) ) )

import into cel 98659 3.06E-01/4.02E-01 |Trf,22041:up

long term synaptic 1GO:0013 e 0114 02E-01 |PIk2,20620:down
depression 60292

macromolecular GO:00

complox remodeling | 3437 |308E-01[4.026-01 |Lpl,16956:up

embryonic digestive  |GO:00

tract morphogenesis | 48557 3.06E-01|4.02E-01 |Fgfr2,14183:up

negative regulation of [GO:00

oxidoreductase activity |51354 3.06E-0114.02E-01 | Hp,15439:up

regulation of G000

triglyceride ~~|3.06E-01|4.02E-01 |C3,12266:up
; - 10866

biosynthetic process

regulation of growth of GO:001 5 hee 4114 0oE_01 |Tnf 21926:up

symbiont in host 44126
positive regulation of GO'19
adherens junction 033'93 3.06E-01/4.02E-01 |Vegfa,22339:down

organization

inorganic ion import |GO:0015 46 6114 09E_01 |Trf22041:up

into cell 99587

negative regulation of GO'19

regulated secretory 03306 3.06E-01/4.02E-01 |Hmox1,15368:up
pathway

cell proliferation GO:00

involved in kidney 721'11 3.06E-01|4.02E-01 |Bmp4,12159:up

development

positive regulation of

protein complex GO:00 3.06E-01|4.02E-01 |Tnf,21926:up
. 43243
disassembly
GO:00 .
podosome assembly 71800 3.06E-01|4.02E-01 |Tnf,21926:up
nephron tubule GO:00 .
formation 72079 3.06E-01|4.02E-01 |Grem1,23892:up

plasma lipoprotein GO:00

particle remodeling 34369 3.06E-01|4.02E-01 |Lpl,16956:up

microglial cell GO:00 .

activation 01774 3.06E-01|4.02E-01 |Cx3cr1,13051:down

N-glycan processing g&g? 3.06E-01|4.02E-01 |Man2a2,140481:up

protein-lipid complex |GO:00 )

remodeling 34368 3.06E-01|4.02E-01 |Lpl,16956:up

negative regulation of GO'19

ERBB signaling ‘o |13.06E-01]|4.02E-01 |Errfil,74155:down
01185

pathway

negative regulation of |GO:00

lipid catabolic process |50995 3.06E-01(4.02E-01 |Tnf21926:up

cardiac muscle GO:00 ] '
adaptation 14887 3.06E-01|4.02E-01 |Errfil,74155:down
atrial septum GO:00 '
development 03283 3.06E-01|4.02E-01 |Tgfb2,21808:down
protein mannosylation ;%gg 3.06E-01|4.02E-01 |Sdf211,64136:up

positive regulation of GO:00
erythrocyte 45648 3.06E-01|4.02E-01 |Inhba,16323:down
differentiation

metanephric nephron GO:00
epithelium ~|3.06E-01|4.02E-01 |Adipoq,11450:up

72243
development

negative regulation of | GO:00 5 hee 4114 02E 01 |Tgib2,21808:down

calcium ion import 90281
modulation of growth GO:00
of symbiont involved in © 7 13.06E-01|4.02E-01 |Tnf,21926:up
. f . 44144
interaction with host
acute inflammatory GO:00
response to antigenic '~ |3.06E-01|4.02E-01 |C3,12266:up

. 02438
stimulus

) GO:00 .
GTP metabolic process 46039 3.06E-01/4.02E-01 |Ampd3,11717:up
tyrosine GO:00
phosphorylation of -~ |3.09E-01|4.06E-01 |Crlf1,12931:down|lgf1,16000:up
) 07260

STAT protein
cellular response to - {GO:00|5 5or 114 06E-01 [Sdif2i1,64136:up|Creb3i1,26427-down
unfolded protein 34620 | : : up ' :

regulation of cardiac  |GO:00

o o ot | oe 1 [3-09E-01|4.06E-01 |Fxyd1,56188:up|Stc1,20855:up




adenylate cyclase-

inhibiting G-protein |GO:00|5 4o¢ 6114 06E-01 |Htr2b,15559:down|Htr2a,15558:down
coupled receptor 07193
signaling pathway
determination of heart |GO:00 ) )
left/right asymmetry 61371 3.09E-01|4.06E-01 |Wnt5a,22418:down|Aldh1a2,19378:up
regulation of calcium GO'19
ion transmembrane 031.69 3.10E-01/4.07E-01 |Tgfb2,21808:down|S100a1,20193:up|Bmp4,12159:up
transport
plasma membrane GO:00 Tnf,21926:up|Gas6,14456:up|Col5al,12831:down|Tgfb2,21808:down|Lrrc15,74488:down|Adipoq,11450:u
N 3.15E-01|4.13E-01
organization 07009 p
regulation of T cell GO:00 ) ) ) ) )
differentiation 45580 3.15E-01|4.13E-01 |Ctla2a,13024:down|Tnfsf9,21950:up|Bmp4,12159:up
embryonic heart tube |GO:0013 16¢ 014 136 01 |Wnt5a 22418:down|Aldh1a2,19378:up
morphogenesis 03143
cell redox homeostasis 51550422 3.16E-01|4.13E-01 |Pdia5,72599:down|Nxn,18230:down
lens developmentin  |GO:00 . .
camera-type eye 02088 3.16E-01|4.13E-01 |Fgfr2,14183:up|Bmp4,12159:up
nucleoside G000
triphosphate metabolic 091'41 3.17E-01|4.13E-01 |Htr2a,15558:down|Enpp1,18605:down|Ampd3,11717:up|Enpp3,209558:down|Igfl,16000:up
process
Fstl3,83554:downllcel,218333:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Ampd
3,11717:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,
20324:down|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|
Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb2,21808:down|Pdxk,21
aromatic compound  |GO:00 3.17E-01}4.136-01 6134:up|Plpp3,67916:up|Ptgir,19222:up|Creb3l1,26427:down|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,1
biosynthetic process (19438 |~ ' 8811:up|Efempl,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,2
2337:down|Fabp4,11770:up|Vegfa,22339:down|Htr2a,15558:down|Igf2,16002:up|Slc40al,53945:up|Pparg
,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649
:down|Hmox1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,21
9132:up|Sfrp2,20319:up|Tbx15,21384:down|Npnt,114249:up|Uck2,80914:down|S100a1,20193:up
purine nucleotide GO:00 B B . . . : . . .
biosynthetic process  |06164 3.18E-01|4.13E-01 |Htr2b,15559:down|Adm,11535:up|Htr2a,15558:down|Ptgir,19222:up|Ampd3,11717:up|lgfl,16000:up
positive regulation of |GO:00 B B .
filopodium assembly  |51491 3.18E-01|4.13E-01 |Dpysl3,22240:down
T cell lineage GO:00 .
commitment 02360 3.18E-01|4.13E-01 |Ly9,17085:up
notochord GO:00 .
development 30903 3.18E-01|4.13E-01 |Wnt5a,22418:down
regulation of long- GO'19
term synaptic . |3.18E-01|4.13E-01 |Cx3crl,13051:down
e 00271
potentiation
regulatory T cell GO:00 B B .
differentiation 45066 3.18E-01|4.13E-01 |Ctla2a,13024:down
mammary gland lobule|GO:00 B ~ .
development 61377 3.18E-01|4.13E-01 |Vegfa,22339:down
response to antibiotic fgg?? 3.18E-01/4.136-01 |Alpl,11647-up
regulation of
establishment or GO:00 )
maintenance of cell 32878 3.18E-01|4.13E-01 |Igf1,16000:up
polarity
epithelial cell GO:00
proliferation involved 725'75 3.18E-01|4.13E-01 |Ceacam1,26365:up
in liver morphogenesis
hepatocyte GO:00 .
proliferation 79574 3.18E-01|4.13E-01 |Ceacaml,26365:up
respiratory burst fggg 3.18E-01/4.136-01 |Cd24a,12484:down
positive regulation of GO'19
cellular response to o |3.18E-01|4.13E-01 |Igf2,16002:up
AR 00078
insulin stimulus
positive regulation of  [GO:00 ) ) .
protein deacetylation |90312 3.18E-01|4.13E-01 |Vegfa,22339:down
tongue development f%gg 3.18E-01/4.136-01 |Bnc2,242509:down
tyrosine G000
phosphorylation of 42506 3.18E-01|4.13E-01 |Igf1,16000:up
Stat5 protein
regulation of G000
interleukin-17 -~ |3.18E-01|4.13E-01 |Ly9,17085:up
) 32660
production
defense response to  |GO:00 _
fungus 50832 3.18E-01|4.13E-01 |Clec4n,56620:up
regulation of GO:00 B B )
glutamate secretion 14048 3.18E-01|4.13E-01 |lI1rn,16181:up
protein targeting to GO:00 B B .
plasma membrane 72661 3.18E-01|4.13E-01 |Gas6,14456:up




regulation of histone [GO:00 ) ) .

deacetylation 31063 3.18E-01|4.13E-01 |Vegfa,22339:down

positive regulation of .

muscle cell apoptotic (13(?65? 3.18E-01|4.13E-01 |Igfbp3,16009:up

process

negative regulation of

intrinsic apoptotic )

signaling pathway in g;.zég 3.18E-01|4.13E-01 |Cxcl12,20315:up

response to DNA

damage

mammary gland GO:00 ) ) )

alveolus development |60749 3.18E-01|4.13E-01 |Vegfa,22339:down

astrocyte development i%gg 3.18E-01|4.13E-01 |Egfr,13649:down

triglyceride catabolic  |GO:00 ) ) )

process 19433 3.18E-01|4.13E-01 |Lpl,16956:up

response to GO:00 B B .

supsroxids 00303 3.18E-01|4.13E-01 |Tnf,21926:up

pyrimidine nucleotide [GO:00 ) ) )

biosynthetic process |06221 3.18E-01|4.13E-01 |Uck2,80914:down

secondary metabolite |GO:00 )

biosynthetic process 44550 3.18E-01|4.13E-01 |Wntba,22418:down

C21-steroid hormone |GO:00 )

metabolic process 08207 3.18E-01|4.13E-01 |Akrlc18,105349:up

requlation of cellular |1 GO:00 Tnf,21926:up|Prli2c2,18811:upllcel,218333:down|Plk2,20620:down|FIrt2,399558:down|Cd24a,12484:down

co?n onent biogenesis 44687 3.21E-01|4.17E-01 ||Ncam1,17967:down|Wnt5a,22418:down|Dpysl|3,22240:down|Grem1,23892:up|Srpx2,68792:down|Gpm6

P 9 b,14758:up|Vegfa,22339:down|Thbs2,21826:down

integrin-mediated |GO:90|5 55¢_01(4.188-01 [Semaa,20361:down|Col3a1,12825:down

signaling pathway 07229

regulation of .

neurotransmitter gf.sgg 3.22E-01|4.18E-01 |Gpm6b,14758:up|Sncg,20618:up

transport

negative regulation of )

protein localization to gcislf 3.22E-01|4.18E-01 |Gas6,14456:up|C1qtnf3,81799:down

nucleus

sperm motility S(%f? 3.20E-01|4.18E-01 |Sord,20322:up|Ceacam10,26366:up

cellular component GO:00 3.24E-01)4.20E-01 Tnf,21926:up|Lmcd1,30937:up|Cd24a,12484:down|Sfrp4,20379:up|Mmp13,17386:up|Plod2,26432:down|T

disassembly 22411 |7 ) gfb2,21808:down|lgfbp3,16009:up

regulation of GO:00 ) ) ) .

neurotransmitter levels |01505 3.24E-01|4.20E-01 |Gpm6b,14758:up|Syt13,80976:up|Sncg,20618:up|Maob,109731:up

purine nucleoside .

monophosphate gﬁg? 3.25E-01|4.21E-01 |Htr2a,15558:down|Ampd3,11717:up|lgf1,16000:up

biosynthetic process

purine ribonucleoside )

monophosphate gﬁ'gg 3.25E-01/4.216-01 |Htr2a,15558:down|Ampd3,11717:up|IgfL,16000:up

biosynthetic process

protein GO:00 . ) . )

heterooligomerization |51291 3.25E-01|4.21E-01 |Colla2,12843:down|C1qtnf6,72709:down|Adipog,11450:up
Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankr
d1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|LoxI2,94352:down|L
ox13,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Ccl4,20303:up|Adipog,11450:up|

RNA biosynthetic GO:00 Bmp4,12159:up|lgf1,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427:down|Fgfr2,14183:up|Prl2c2,

rocess Y 327'74 3.27E-01|4.23E-01 |18811:up|Efempl,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,

P 22337:down|Fabp4,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40al1,53945:up|Pparg,19016:up|Gas6,1
4456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15
368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219132:up|Sfrp2,20
319:up|Tbx15,21384:down|Npnt,114249:up|S100a1,20193:up

CD4-positive, alpha-  |GO:00 B B ) )

beta T cell activation 135710 3.29E-01|4.25E-01 |Ceacam1,26365:up|Ly9,17085:up

myeloid cell activation .

involved in immune g;.zgg 3.29E-01|4.25E-01 |Hmox1,15368:up|Cx3crl,13051:down

response

synaptic vesicle GO:00 ) B . . .

fransport 48489 3.30E-01|4.25E-01 |Cd24a,12484:down|Syt13,80976:up|Fgfr2,14183:up

establishment of )

synaptic vesicle g%gg 3.30E-01|4.25E-01 |Cd24a,12484:down|Syt13,80976:up|Fgfr2,14183:up

localization

positive regulation of  [GO:00 .

heart rate 10460 3.31E-01|4.25E-01 |Adm,11535:up

secretory granule GO:00 B B . )

organization 33363 3.31E-01|4.25E-01 |Serpine2,20720:up

negative regulathn of GO'19 '

response to reactive 01032 3.31E-01|4.25E-01 |Hp,15439:up

oxygen species

rneyauvoe rcyuiatuim Ul N

T cell apoptotic %oz'gg 3.31E-01/4.256-01 |Bmp4,12159:up

negative regulation of G000 '

protein 35308 3.31E-01|4.25E-01 |Tnf,21926:up

dephosphorylation




regulation of cellular1GO:2013 31¢ 4114 5601 |Bmpria 12166:down
senescence 00772
regulation of activin GO:00
receptor signaling o |3.31E-01|4.25E-01 |Fstl3,83554:down
32925
pathway
regulation of voltage- GO'19
gated calcium channel o |3.31E-01|4.25E-01 |S100a1,20193:up
A 01385
activity
microvillus GO:00 .
organization 32528 3.31E-01|4.25E-01 |Prl2c2,18811:up
negative regulation of G000
cardiac muscle cell - |3.31E-01|4.25E-01 |Sfrp2,20319:up
. 10667
apoptotic process
cellular response to GO:00
epidermal growth ~ ©13.31E-01|4.25E-01 |Egfr,13649:down
) 71364
factor stimulus
GO:00 .
uterus development 60065 3.31E-01|4.25E-01 |Wntba,22418:down
response to dietary GO:00 )
excess 02021 3.31E-01|4.25E-01 |Pparg,19016:up
vascular smooth G000
muscle cell on |3.31E-01|4.25E-01 |Adm,11535:up
. o 35886
differentiation
cellular detoxification |12 |3.316-01(4.256-01 [Tnf21926:u
90748 |> : : up
positive regulation of [{GO:00 .
DNA recombination 45911 3.31E-01|4.25E-01 |Tfrc,22042:up
regulation of T-helper GO:00
1 type immune 02825 3.31E-01|4.25E-01 |lI1rl1,17082:down
response
response to oxygen GO:00 )
radical 00305 3.31E-01|4.25E-01 |Tnf,21926:up
neurotransmitter GO:00 )
uptake 01504 3.31E-01|4.25E-01 |Gpm6b,14758:up
middle ear GO:00 )
morphogenesis 42474 3.31E-01|4.25E-01 |Fgfr1,14182:down
protein kinase A GO:00 . .
signaling 10737 3.31E-01|4.25E-01 |Adipoq,11450:up
negative regulation of
calcium ion GO1915 316-01[4.256-01 [Tgfb2,21808:down
transmembrane 03170 |™ ' gtbe, '
transport
nuclear DNA GO:00 )
replication 33260 3.31E-01|4.25E-01 |Fgfr1,14182:down
nucleotide biosynthetic|GO:00 Htr2b,15559:down|Adm,11535:up|Htr2a,15558:down|Ptgir,19222:up|Uck2,80914:down|Ampd3,11717:up|
3.32E-01|4.26E-01 ’
process 09165 Igf1,16000:up
cofactor metabolic GO:00 Akr1c18,105349:up|Hmox1,15368:up|Htr2a,15558:down|Pdxk,216134:up|Blvrb,233016:up|Cbr2,12409:up|
3.32E-01|4.26E-01 i
process 51186 Igf1,16000:up
Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankrd1,107765:down|Vdr,22337:down|Fabp4,11770:up|
negative regulation of GO:00 Vegfa,22339:down|Gas6,14456:up|Pparg,19016:up|Tnf,21926:up|LoxI2,94352:down|LoxI3,16950:down|L
nitrogen compound 511'72 3.34E-01|4.28E-01 |mcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Wnt5a,22418:down
metabolic process |Ccl4,20303:up|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|Sfrp2,20319:up|Fgfr2,14183:up|S100a
1,20193:up
activation of
mitophagy in response |GO:00 ) . )
to mitochondrial 98779 3.35E-01/4.30E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up
depolarization
response to GO:00
mitochondrial 987.80 3.35E-01|4.30E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up
depolarisation
response to ionizing  |GO:00 ) ) )
radiation 10212 3.35E-01/4.30E-01 |Sfrp2,20319:up|Sfrp1,20377:up|Nabpl,109019:down
response to GO:00 ) . )
organophasphorus 46683 3.36E-01/4.30E-01 |Cdol,12583:up|Adipoq,11450:up
positive regulation of GO:00
cAMP metabolic 30316 3.36E-01|4.30E-01 [Adm,11535:up|Ptgir,19222:up
process
regulation of cellular GO'19
response to oxidative 004'07 3.36E-01|4.30E-01 |Tnf,21926:up|Hp,15439:up
stress
nucleoside phosphate |GO:19 Htr2b,15559:down|Adm,11535:up|Htr2a,15558:down|Ptgir,19222:up|Uck2,80914:down|Ampd3,11717:up|
. ; 3.38E-01|4.33E-01 )
biosynthetic process  [01293 Igf1,16000:up
organic anion GO:00 3.38E-01/4.336-01 Tnf,21926:up|Pparg,19016:up|Fam132b,227358:down|Emb,13723:up]ll1rn,16181:up|Slc16a4,229699:dow
transport 15711 (™ ) n|Serinc2,230779:down
purine-containing GO:00
compound 725'22 3.40E-01|4.36E-01 |Htr2b,15559:down|Adm,11535:up|Htr2a,15558:down|Ptgir,19222:up|Ampd3,11717:up|lgfl,16000:up

biosynthetic process




cellular process

involved in GO:00 . . . ! . . .
reproduction in 29419 3.40E-01|4.36E-01 |Sfrp1,20377:up|Cxcl12,20315:up|inhba,16323:down|Kitl,17311:up|lgf1,16000:up|Bmp4,12159:up
multicellular organism
Mmp13,17386:up|Enpp5,83965:up|Uchl5,56207:up|Sord,20322:up|Ddah1,69219:down|Htr2a,15558:down
oraanic substance GO'19 |Blvrb,233016:up|Npl,74091:up|Serpine2,20720:up|lgfbp3,16009:up|Adamts12,239337:down|Enpp3,2095
ca?abolic rocess 015'75 3.41E-01|4.36E-01 |58:down|Cdo1,12583:up|Anpep,16790:up|Tnf,21926:up|PIk2,20620:down|Akr1c18,105349:up|Egfr,13649:
P down|Hmox1,15368:up|Lpl,16956:up|Wnt5a,22418:down|Adipoq,11450:up|Hal,15109:up|lgf1,16000:up|C
eacam1,26365:up|Hpse,15442:up|Sdf211,64136:up|Enppl,18605:down
negative regulation of [{GO:00 ) ) ) )
phosphatase activity  |10923 3.42E-01|4.36E-01 |Tnf,21926:up|Tgfb2,21808:down
fatty acid transport fsog(())g 3.42E-01|4.36E-01 |Pparg,19016:up|Fam132b,227358:down
liver morphogenesis ?;.5%? 3.43E-01|4.36E-01 |Ceacam1,26365:up
B cell apoptotic CO:00/3 436-01(4.36E-01 |Cd24a,12484:down
process 01783
prostaglandin GO:00 ) ) )
biosynthetic process 01516 3.43E-01|4.36E-01 |Ptgs2,19225:down
protein kinase C-
activating G-protein | 60:00\3 3¢ 114 36E01 |Hitr2b,15559:down
coupled receptor 07205
signaling pathway
prostanoid GO:00 ) ) )
biosynthetic process 46457 3.43E-01|4.36E-01 |Ptgs2,19225:down
positive regulation of
transcription from RNA
polymerase Il GO:19 .
promoter involved in  |01522 3.43E-01|4.36E-01 |Vegfa,22339:down
cellular response to
chemical stimulus
lymph vessel GO:00 .
development 01945 3.43E-01|4.36E-01 |Vegfa,22339:down
positive regulation of GO:00
neurological system 31646 3.43E-01|4.36E-01 |Trf,22041:up
process
glomerulus vasculature |GO:00 )
development 72012 |3:43E-01(4.36E-01 |Bmp4,12159:up
positive regulation of |GO:00 .
blood coagulation 30194 3.43E-01|4.36E-01 |Hpse,15442:up
positive regulation of |GO:19 .
hemostasis 00048 3.43E-01|4.36E-01 |Hpse,15442:up
cellular response to | GO:00)3 y3¢ 114 36E_01 |Ankrd1,107765:down
mechanical stimulus {71260
maternal placenta GO:00 )
development 01893 3.43E-01|4.36E-01 |Ptgs2,19225:down
. GO:00 .
fluid transport 42044 3.43E-01|4.36E-01 |Ednrb,13618:up
lens morphogenesis in |GO:00 )
camera-type eye 02089 3.43E-01|4.36E-01 |Bmp4,12159:up
regulation of gene GO:00 )
silencing by miRNA 60964 3.43E-01|4.36E-01 |Egfr,13649:down
renal system process
involved in regulation |GO:00 .
of systemic arterial 03071 3.43E-01|4.36E-01 |Gas6,14456:up
blood pressure
T cell costimulation Sf.zgg 3.43E-01|4.36E-01 |Cd24a,12484.down
positive regulation of GO:00
peptidyl-threonine ~|3.43E-01|4.36E-01 |Wnt5a,22418:down
) 10800
phosphorylation
DNA catabolic process gﬁ%gg 3.43E-01|4.36E-01 |Igfbp3,16009:up
acidic amino acid GO:00 )
transport 15800 3.43E-01|4.36E-01 |Tnf,21926:up
glutamine metabolic  |GO:001, 4o 114 368 01 |Gfpt2,14584:down
process 06541
beta-amyloid GO:00 )
metabolic process 50435 3.43E-01|4.36E-01 [Mme,17380:up
centriole replication g%gg 3.43E-01|4.36E-01 |PIk2,20620:down
metanephric GO:00
epithelium - |3.43E-01|4.36E-01 |Adipoq,11450:up
72207
development
negative regulation of G020
endothelial cell —~|3.43E-01|4.36E-01 |Gas6,14456:up
. 00352
apoptotic process
positive regulation of GO'19
mitochondrion 035'99 3.45E-01|4.38E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up

degradation




cellular amine

GO:00

metabolic process 44106 3.45E-01|4.38E-01 |Fabp5,16592:up|Maob,109731:up|Epasl,13819:up
positive regulation of G000
ion transmembrane - ©|3.49E-01|4.43E-01 |S100a1,20193:up|Bmp4,12159:up
L 32414
transporter activity
adenylate cyclase-
activating G-protein  |GO:00 ) ) ) ) )
coupled receptor 07189 3.49E-01|4.43E-01 |Glplr,14652:down|Ptgir,19222:up
signaling pathway
nicotinamide G000
nucleotide metabolic 46496 3.50E-01|4.44E-01 |Htr2a,15558:down|Cbr2,12409:upllgfl,16000:up
process
striated muscle GO:00 ) ) )
contraction 06941 3.50E-01|4.44E-01 |Fxyd1,56188:up|Vegfb,22340:up|Stc1,20855:up
alpha-beta T cell GO:00 ) ) )
activation 46631 3.50E-01|4.44E-01 |Ceacaml,26365:up|Cd24a,12484:down|Ly9,17085:up
determination of GO:00 ) ) )
bilateral symmetry 09855 3.50E-01|4.44E-01 |Wnt5a,22418:down|Aldhla2,19378:up|Grem1,23892:up
glycerophospholipid - |GO:0015 5114 47601 |Htr2b,15559:down|Fabps, 16592:up|Htr2a,15558:down|Serinc2,230779:down
metabolic process 06650
negative regulation of G000
smoothened signaling o |3.55E-01|4.47E-01 |Serpine2,20720:up
45879
pathway
kidney vasculature GO:00 )
development 61440 3.55E-01|4.47E-01 |Bmp4,12159:up
maintenance of GO:00
protein localization in 725'95 3.55E-01|4.47E-01 |Kdelr3,105785:down
organelle
growth of symbiont GO:00
involved in interaction " ~|3.55E-01|4.47E-01 |Tnf,21926:up
A 44116
with host
positive regulation of G020
CD4-positive, alpha- . ~|3.55E-01|4.47E-01 |Ceacam1,26365:up
S 00516
beta T cell activation
superoxide anion GO:00 )
generation 42554 3.55E-01|4.47E-01 |Egfr,13649:down
centriole assembly 58%32 3.55E-01|4.47E-01 |PIk2,20620:down
- GO:00 .
neuron recognition 08038 3.55E-01|4.47E-01 |Wnt5a,22418:down
negative regulation of |GO:00 )
muscle contraction 45932 3.55E-01|4.47E-01 |Ptgs2,19225:down
growth of symbiont in |GO:00 )
host 20117 3.55E-01|4.47E-01 |Tnf,21926:up
negative regulation of |GO:00 B B .
macroautophagy 16242 3.55E-01|4.47E-01 |Hmox1,15368:up
lymphocyte GO:00 )
costimulation 31294 3.55E-01|4.47E-01 |Cd24a,12484:down
growth involved in GO:00 )
symbiotic interaction  |44110 3.55E-0114.47E-01 |Tnf,21926:up
positive regulation of GO:00
natural killer cell . ~|3.55E-01|4.47E-01 |Gas6,14456:up
e 32816
activation
epiboly involved in GO:00 .
wound healing 90505 3.55E-01|4.47E-01 |Col5a1,12831:down
negative regulation of GO:00
striated muscle cell .~ »|3.55E-01|4.47E-01 |Sfrp2,20319:up
X 10664
apoptotic process
wound healing, GO:00 .
spreading of cells 24319 3.55E-01|4.47E-01 |Col5a1,12831:down
renal system GO:00
vasculature '~ |3.55E-01|4.47E-01 |Bmp4,12159:up
61437
development
positive regulation of GO:00
myeloid leukocyte oo | 3.55E-0114.47E-01 |C3,12266:up
. . - 02888
mediated immunity
S GO:00 . .
potassium ion import 10107 3.55E-01|4.47E-01 |Kcnj15,16516:down
negative regulation of
axon extension GO:00 )
involved in axon 48843 3.55E-01|4.47E-01 |Wnt5a,22418:down
guidance
regulation of execution|GO:19 )
phase of apoptosis 00117 3.55E-01|4.47E-01 |Igfbp3,16009:up
pyrimidine nucleoside |GO:0013 gop 114 47601 |Uck2,80914:down
metabolic process 06213
negative regulation of GO:00
response to biotic 02832 3.55E-01|4.47E-01 [Ceacaml,26365:up

stimulus




GO:00

macromitophagy 00423 3.55E-01|4.47E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up
positive regulation of |GO:00 ) ) . .
JAK-STAT cascade 46427 3.55E-01|4.48E-01 |Crlf1,12931:down|lgf1,16000:up
cellular amino acid GO:00 . .
biosynthetic process 08652 3.55E-01|4.48E-01 |Gatm,67092:down|Cdol,12583:up
regulation of ion G000
transmembrane 324'12 3.57E-01|4.50E-01 |Fxyd1,56188:up|Fxyd2,11936:up|S100a1,20193:up|Bmp4,12159:up
transporter activity
endocrine system GO:00 . . .
development 35270 3.60E-01|4.53E-01 |Wnt5a,22418:down|Bmprla,12166:down|Bmp4,12159:up
mitochondrion
degradation by GO:00 ) ) )
induced vacuole 35695 3.60E-01|4.53E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up
formation
synaptic vesicle GO:00 ) ) ) ) )
localization 97479 3.60E-01|4.53E-01 |Cd24a,12484:down|Syt13,80976:up|Fgfr2,14183:up
negative regulation of |GO:00 B B . . . . .
binding 51100 3.60E-01|4.53E-01 |Hmox1,15368:up|Slpi,20568:up|Adipoqg,11450:up
pyridine nucleotide GO:00 ) ) . . .
metabolic process 19362 3.60E-01|4.53E-01 |Htr2a,15558:down|Cbr2,12409:upllgfl,16000:up
cellular response to GO:00 ) ) )
radiation 71478 3.60E-01|4.53E-01 |Sfrp2,20319:up|Sfrp1,20377:up|Mme,17380:up
regulation of response [GO:00 ) ) ) ) ) ' )
to biotic stimulus 02831 3.61E-01|4.54E-01 |Ceacam1,26365:up|Lmcdl,30937:up|Cd24a,12484:downlIfit1,15957:up
response to dsRNA 4?3?33? 3.62E-01|4.55E-01 |Egfr,13649:downlIfit1,15957:up
Ice1,218333:down|Ccl2,20296:up|Mmp13,17386:up|Ankrd1,107765:down|Gpm6b,14758:up|Clec4n,5662
O:up|Postn,50706:down|Akrlc18,105349:up|Cd24a,12484:down|Wnt5a,22418:down|Bmprla,12166:down
GO:00 |111rn,16181:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|ll1rl1,17082:down|Cle
protein localization 081-04 3.64E-01|4.57E-01 |c4e,56619:up|Htr2b,15559:down|Ccl3,20302:up|Htr2a,15558:down|Lrrc15,74488:down|Kdelr3,105785:do
wn|Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Glplr,14652:down|Egfr,13649:down|Sfrp1,20377:up|Lpl,
16956:up|Sec23a,20334:down|C1qgtnf3,81799:down|Cd4,12504:up|Tfrc,22042:up|Ptgs2,19225:down|Sncg,
20618:up|Grem1,23892:up|Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up
smoothened signaling |GO:00 ) ) ) )
oathway 07224 3.65E-01|4.58E-01 |Sfrp1,20377:up|Serpine2,20720:up|Fgfr2,14183:up
Fstl3,83554:downl|lcel,218333:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Ampd
3,11717:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,
20324:down|LoxI2,94352:down|LoxI3,16950:down|Akr1c18,105349:up|Trf,22041:up|Wnt5a,22418:down|B
mprla,12166:down|Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Tgfb2,2
organic cyclic GO'19 1808:down|Pdxk,216134:up|Plpp3,67916:up|Ptgir,19222:up|Creb3l1,26427:down|Fgfr2,14183:up|Htr2b,1
compound 01362 3.65E-01|4.58E-01 |5559:down|Prl2c2,18811:up|Efempl,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|
biosynthetic process Ccl3,20302:up|Vdr,22337.down|Fabp4,11770:up|Vegfa,22339:down|Htr2a,15558:down|lgf2,16002:up|Sic4
0a1,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,141
82:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Sulfl1,240725:down|Tgfbr3,21814:up|Grem1,
23892:up|Phf11d,219132:up|Sfrp2,20319:up|Tbx15,21384:down|Npnt,114249:up|Uck?2,80914:down|S100
al,20193:up
Fstl3,83554:downllcel,218333:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Ampd
3,11717:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,
20324:down|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|
nucleobase-containin Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,6 7916:up|Ptgir,19222:
compound 9 GO:00 3656-0114.58E-01 up|Creb311,26427:down|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|Efempl,216616:up|Inhba,16
biospnthetic rocess 34654 |~ ' 323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|Fabp4,11770:up|Vegfa,2
4 P 2339:down|Htr2a,15558:down|lgf2,16002:up|Slc40al,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926
:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,2037
7:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219132:up|Sfrp2,20319:up|Tbx15,2138
4:down|Npnt,114249:up|Uck2,80914:down|S100a1,20193:up
steroid hormone CO0015 66e 01|4.58E-01 |Inhba, 16323:down
secretion 35929
positive regulation of |GO:00 .
TOR signaling 32008 3.66E-01|4.58E-01 |Gas6,14456:up
regulation of protein GO:00
targeting to .~ |3.66E-01|4.58E-01 |Ccl2,20296:up
90313
membrane
negative regulation of |GO:20 ' )
receptor activity 00272 3.66E-01|4.58E-01 |Errfil,74155:down
negative regulation of |GO:19 5 65 114 5 01 |Wnt5a,22418:down
axon guidance 02668
regulation of viral GO:00 )
entry into host cell 46596 3.66E-01|4.58E-01 |Ptx3,19288:up
positive regulation of
G-protein coupled GO:00 )
receptor protein 45745 3.66E-01|4.58E-01 |C3,12266:up
signaling pathway
response to epidermal |GO:00 )
growth factor 70849 3.66E-01|4.58E-01 |Egfr,13649:down
primary alcohol GO:00 )
metabolic process 34308 3.66E-01|4.58E-01 |Akrlc18,105349:up
hyaluronan metabolic |GO:0015 65 114 58 01 |Has2,15117:down
process 30212




cellular response to

GO:00

alkaloid 71312 3.66E-01|4.58E-01 |Tnf,21926:up

positive regulation of [GO:19 ) ) .

cell junction assembly |01890 3.66E-01|4.58E-01 |Vegfa,22339:down

cellular response to GO:00 )

interleukin-4 71353 3.66E-01|4.58E-01 |Mrcl,17533:up

neurotransmitter GO:00 )

metabolic process 42133 3.66E-01|4.58E-01 |Maob,109731:up

quinone metabolic 1GO:1913 gae 1 s8¢ 01 |Akr1c18,105349:up

process 01661

epibol 60:0013 56¢ 01458601 |Col5al,12831:down

pooly 90504 > ' : '

regulation of GO:19 ) ) )

p38MAPK cascade 00744 3.66E-01|4.58E-01 |Vegfa,22339:down

interleukin-17 GO:00 .

production 32620 3.66E-01|4.58E-01 |Ly9,17085:up

regulation of

endoplasmic reticulum GO'19

stress-induced intrinsic 022'35 3.66E-01|4.58E-01 |Creb3l1,26427:down

apoptotic signaling

pathway

positive regulation of |GO:00 ) ) .

telomerase activity 51973 3.66E-01|4.58E-01 |Grem1,23892:up

negative regulation of [{GO:00 ) ) .

exocytosis 45920 3.66E-01|4.58E-01 |Hmox1,15368:up

multicellular GO:00 Egfr,13649:down|Inhba,16323:down|Ptgs2,19225:down|Ednrb,13618:up|Plat,18791:down|lgf1,16000:up|B

organismal 48609 3.67E-01|4.59E-01 |mp4,12159:up|Vdr,22337:down|Cxcl12,20315:up|Vegfa,22339:down|Mmp2,17390:down|Serpine2,20720:

reproductive process uplKitl,17311:up
Ice1,218333:down|Ccl2,20296:up|C3,12266:up|Mmp13,17386:up|Ankrd1,107765:down|Gpm6b,14758:up|
Clec4n,56620:up|Postn,50706:down|Akr1c18,105349:up|Cd24a,12484:down|Wntb5a,22418:down|Bmprla,
12166:down|ll1rn,16181:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Tgfb2,2
macromolecule GO:00 3.68E-01/4.60E-01 1808:down|lI1rl1,17082:down|Clecde,56619:up|Htr2b,15559:down|Inhba,16323:down|Ccl3,20302:up|Fam
localization 33036 | ' 132b,227358:down|Htr2a,15558:down|Lrrc15,74488:down|Kdelr3,105785:down|Pparg,19016:up|Gas6,144
56:up|Tnf,21926:up|Glplr,14652:down|Egfr,13649:down|Sec23a,20334:down|Sfrp1,20377:up|Lpl,16956:u
p|C1qtnf3,81799:down|Cd4,12504:up|Ptgs2,19225:down|Tfrc,22042:up|Sncg,20618:up|Grem1,23892:up|
Ceacam1,26365:up|Sfrp2,20319:up|Npnt,114249:up|Enpp1,18605:down
Fstl3,83554:downl|lcel,218333:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Ampd
3,11717:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,
20324:down|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|
Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Pdxk,216134:up|Plpp3,6 791
heterocycle GO:00 3.68E-01/4.60E-01 6:up|Ptgir,19222:up|Creb3l1,26427:down|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|Efempl,216
biosynthetic process  [18130|™" ' 616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|Fabp4,1
1770:up|Vegfa,22339:down|Htr2a,15558:down|lgf2,16002:up|Slc40al1,53945:up|Pparg,19016:up|Gas6,144
56:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,1536
8:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219132:up|Sfrp2,2031
9:up|Thx15,21384:down|Npnt,114249:up|Uck2,80914:down|S100a1,20193:up
Fstl3,83554:downllcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankr
d1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|LoxI2,94352:down|L
ox13,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Adipoq,11450:up|Bmp4,12159:u
transcrintion. DNA- GO00 pllgf1,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Efem
tem Iatre)zd ' 06351 3.68E-01|4.60E-01 |p1,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|F
P abp4,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40al,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,2
1926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrpl,
20377:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Phf11d,219132:up|Thx15,
21384:down|Npnt,114249:up|S100a1,20193:up

regulation of plasma GO'19

membrane 037'29 3.68E-01|4.60E-01 |Tgfb2,21808:downl|Lrrc15,74488:down

organization

. GO:00 . .

regulation of heart rate 02027 3.68E-01|4.60E-01 |Adm,11535:up|Epasl,13819:up

regulation of response |GO:19 ) :

to oxidative stress 02882 3.68E-01|4.60E-01 |Tnf,21926:up|Hp,15439:up

myeloid leukocyte GO:00 ) i

mediated immunity 02444 3.68E-01|4.60E-01 |Hmox1,15368:up|C3,12266:up

cell aging g%gg 3.68E-01|4.60E-01 |Prelp,116847:up|Bmprla,12166:down

response to insulin Sz%gg 3.69E-01|4.61E-01 |Pparg,19016:up|Enppl,18605:down|lgf2,16002:up|Adipoq,11450:up

amine metabolic GO:00 . . .

Process 09308 3.70E-01|4.61E-01 |Fabp5,16592:up|Maob,109731:up|Epasl,13819:up
Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankr
d1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|LoxI2,94352:down|L
ox13,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Adipoqg,11450:up|Bmp4,12159:u

. . ) p|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Efem
nucleic acid-templated |GO:00|3 ¢ 1|4 63 01 |p1,216616:uplinhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Cel3,20302:up|Vdr, 22337 down|F
transcription 97659 |3 71E- .63E- pl, :up|inhba, :down|Rasl11a, :up|Bnc2, :.down|Ccl3, :up|vdr, .down|

abp4,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40a1,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,2

1926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrpl,

20377:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Sfrp2,20319:up|Phf11d,219132:up|Tbx15,
21384:down|Npnt,114249:up|S100a1,20193:up




DNA metabolic

GO:00

Pparg,19016:up|Fgfrl,14182:down|Egfr,13649:down|Pdgfc,54635:down|Tfrc,22042:up|Grem1,23892:up|!

rocess 06259 3.73E-01|4.65E-01 |gf1,16000:up|Bmp4,12159:up|Adipoq,11450:up|Ankrd1,107765:down|Uchl5,56207:up|Gstt1,14871:up|Na
P bp1,109019:down|igfbp3,16009:up|Kitl,17311:up
diphosphate GO0 5 756 01|4.676-01 |Htr2a,15558:down|igf1,16000:up
AT 06165
nucleotide GO:00 . .
phasphorylation 46939 3.75E-01|4.67E-01 |Htr2a,15558:down|lgf1,16000:up
cellular response to G000
topologically incorrect 35967 3.75E-01|4.67E-01 |Sdf211,64136:up|Creb3l1,26427:down
protein
regulation of alpha- GO:00 ) ) ) )
beta T cell activation 46634 3.75E-01|4.67E-01 |Ceacaml,26365:up|Cd24a,12484:down
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|C3,12266:up|Ankrd1,107765:down|Lyl1,1
7095:up|Ggth,23887:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Adipog,11
450:up|Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:do
wn|Prl2c2,18811:up|Efempl,216616:up|Vdr,22337:down|Fabp4,11770:up|Htr2a,15558:down|SIc40a1,539
45:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Sfrp2,2031
9:up|Npnt,114249:up|S100a1,20193:up]lcel,218333:down|Aldh1a2,19378:up|Pdgfc,54635:down|Ednrb,1
cellular biosynthetic GO:00 3776-01l4.686-01 3618:up|Ampd3,11717:up|Epasl,13819:up|Htra3,78558:down|Uchl5,56207:up|Ddah1,69219:down|Sdpr,2
process 44249 [~ ' 0324:down|Cdo1,12583:up|Man2a2,140481:up|Ptx3,19288:up|Akrlc18,105349:up|Fabp5,16592:up|Bmpr
1a,12166:down|Ccl4,20303:up|Chst11,58250:down|Gatm,67092:down|Ret,19713:up|Prg4,96875:down|Ve
gfb,22340:up|Sdf211,64136:up|Pdxk,216134:up|Aldh1a3,56847:down|Plpp3,67916:up|Creb3I1,26427:dow
n|Kitl,17311:up|Rasl11a,68895:up|inhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Vegfa,22339:dow
n|lgf2,16002:up|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hm
0x1,15368:up|Lpl,16956:up|Has2,15117:down|Sulfl,240725:down|Ptgs2,19225:down|Grem1,23892:up|Phf
11d,219132:up|Tbx15,21384:down|Uck2,80914:down|Errfil,74155:down|Enppl,18605:down
regulation of GO-00
transmembrane 22898 3.78E-01|4.68E-01 |Fxyd1,56188:up|Fxyd2,11936:up|S100al1,20193:up|Bmp4,12159:up
transporter activity
regulation of fatty acid |GO:20|3 7a¢ 114 6801 |Fam132b,227358:down
transport 00191
skeletal muscle tissue |GO:00 .
regeneration 43403 3.78E-01|4.68E-01 |Igf1,16000:up
positive regulation of GO'19
alcohol biosynthetic 029'32 3.78E-01|4.68E-01 |Tnf,21926:up
process
natural killer cell GO:00 .
differentiation 01779 3.78E-01|4.68E-01 |Gas6,14456:up
necroptotic process %%gg 3.78E-01|4.68E-01 |Tnf,21926:up
regulation of isotype [GO:00 B B .
switching 45191 3.78E-01|4.68E-01 |Tfrc,22042:up
pyrimidine-containing GO00
compound ‘o |3.78E-01{4.68E-01 |Uck2,80914:down
) ! 72528
biosynthetic process
positive regulation of  [GO:00 B B .
coagulation 50820 3.78E-01|4.68E-01 |Hpse,15442:up
collateral sprouting fg%gg 3.78E-01/4.686-01 |Crabp2,12904:down
negative regulation of [GO:20 B B )
dendrite development |00171 3.78E-01|4.68E-01 |PIk2,20620:down
regulation of gene GO:00 B B .
silencing by RNA 60966 3.78E-01|4.68E-01 |Egfr,13649:down
transcription from RNA GO00
polymerase IlI ‘on |3.78E-01|4.68E-01 |Icel,218333:down
06383
promoter
positive regulation of
tyrosine GO:00 .
phosphorylation of 42517 3.78E-01|4.68E-01 |Crlf1,12931:down
Stat3 protein
positive regulation of [GO:20 ) ) .
receptor activity 00273 3.78E-01|4.68E-01 |Grem1,23892:up
ventricular system GO:00 .
development 21591 3.78E-01|4.68E-01 |Uchl5,56207:up
negative regulation of
adaptive immune
response based on
somatic recombination | GO:00|5 7g¢ 114 6gg 01 |11r11,17082:down
of immune receptors  |02823
built from
immunoglobulin
superfamily domains
calcium ion- G000
dependent exocytosis o1 |3.78E-01|4.68E-01 |Syt13,80976:up
- 48791
of neurotransmitter
positive regulation of  [GO:00 B B .
phosphatase activity |10922 3.78E-01|4.68E-01 |Npnt,114249:up
guanosine-containing GO'19
compound metabolic 01668 3.78E-01|4.68E-01 |Ampd3,11717:up

process




water-soluble vitamin ||GO:00|5 7ge 1 6gE 01 |Paxk,216134:up

metabolic process 06767
regulation of G000
posttranscriptional 601'47 3.78E-01|4.68E-01 |Egfr,13649:down

gene silencing

cellular response to GO:00

CAMP 71320 3.78E-01|4.68E-01 |Adipoqg,11450:up

positive regulation of

GO:00 B B Tnf,21926:upllcel,218333:down|FIrt2,399558:down|Cd24a,12484:down|Dpysl|3,22240:down|Srpx2,68792:

;‘?"“'arCQmpO”e”t 44089 |3 TOE-0LA.69E-01 |4 Ve gta 22339 down[Thbs2,21826:down

iogenesis
Z'rcooczzlsmetabo“c gﬁoo‘gg 3.79E-01[4.69E-01 |Vdr,22337:down[Tnf,21926:up|Sord,20322:up|Akr1c18,105349:up|Fgfr1,14182:down|Fabp5, 16592:up
neuron fate GO:00 ) )
commitment 48663 3.81E-01|4.71E-01 |Tgfb2,21808:down|Bmp4,12159:up
T cell activation G000
involved in immune 02286 3.81E-01/4.71E-01 |Ly9,17085:up|Clecde,56619:up
response
regulation of G000
multicellular organism - ©13.81E-01|4.71E-01 |Igf2,16002:up|Fgfr2,14183:up

40014

growth
regulation of striated [GO:00 ) ) ) )
muscle contraction 06942 3.81E-01|4.71E-01 |Fxyd1,56188:up|Stcl,20855:up
positive regulation of G000
cyclic nucleotide ~ ©13.81E-01{4.71E-01 |Adm,11535:up|Ptgir,19222:up

! - 30804
biosynthetic process
Lybllb pullllc GOOO
nucleotide metabolic 52652 3.84E-01|4.74E-01 |Htr2b,15559:down|Adm,11535:up|Ptgir,19222:up
positive regulation of GO:00
protein complex 313'34 3.86E-01|4.76E-01 |Tnf,21926:up|lcel,218333:down|Cd24a,12484:down|Vegfa,22339:down
assembly
lens fiber cell GO:00 )
differentiation 70306 3.89E-01|4.78E-01 |Fgfr2,14183:up
neuromuscular GO:00

synaptic transmission 07274 3.89E-01|4.78E-01 |Cd24a,12484:down

negative regulation of .
endothelial cell 51%3?9 3.89E-01|4.78E-01 |Sulf1,240725:down
proliferation

negative chemotaxis g(%fg 3.89E-01|4.78E-01 |Wnt5a,22418:down

regulation of DNA
damage response, GO:00
signal transduction by |43516
p53 class mediator

3.89E-01|4.78E-01 |Ankrd1,107765:down

nucleotide-sugar GO:00 )
metabolic process 09225 3.89E-01|4.78E-01 |Gfpt2,14584:down
response to GO:00 )
interleukin-4 70670 3.89E-01/4.78E-01 |Mrc1,17533:up
forebrain GO:00 )
regionalization 21871 3.89E-01|4.78E-01 |Bmp4,12159:up
production of miRNAs GO:00

involved in gene 351-96 3.89E-01|4.78E-01 |Egfr,13649:down

silencing by miRNA

negative regulation of |GO:00

cell-matrix adhesion 01953 3.89E-01|4.78E-01 |Postn,50706:down

negative regulation of GO:00

potassium ion 3.89E-01|4.78E-01 |Htr2a,15558:down
43267
transport
GO:00 .
blastocyst growth 01832 3.89E-01|4.78E-01 |Igf1,16000:up
cyclic nucleotide GO:00 B B ) ) ) )
biosynthetic process 09190 3.89E-01|4.78E-01 |Htr2b,15559:down|Adm,11535:up|Ptgir,19222:up
purine-containing . . . . . . )
. |GO:00 Htr2b,15559:down|Adm,11535:up|Wnt5a,22418:down|Ampd3,11717:upl|lgfl,16000:up|Htr2a,15558:down
;‘r’cr:;‘;gs“”d metabolic | 75551 |3-938-0114.83E-01 /¢ .12 92339:downl Ptgir,19222:up|Enpp 1, 18605:down
reydatve reyulation Ul
sequence-specific G000

DNA binding 43433 3.94E-01|4.83E-01 |Gas6,14456:up|Hmox1,15368:up|Sfrp4,20379:up
transcription factor

activitys

negative regulation of |GO:00

dephosphorylation 35305 3.94E-01|4.83E-01 |Tnf,21926:up|Tgfb2,21808:down

GO:00

amino acid transport 06865 3.99E-01|4.88E-01 |Tnf,21926:up|ll1rn,16181:up|Serinc2,230779:down
dorsal/ventral neural  |GO:00 )

tube patterning 21904 4.00E-01|4.88E-01 |Bmp4,12159:up

production of small GO:00

RNA involved in gene 70918 4.00E-01{4.88E-01 |Egfr,13649:down

silencing by RNA

embryonic camera- GO:00
type eye 48596 4.00E-01{4.88E-01 |Aldh1a3,56847:down
morphogenesis




neutral lipid catabolic [GO:00 .
process 46461 4.00E-01|4.88E-01 |Lpl,16956:up
plasma lipoprotein GO:00 ) ) . .
particle clearance 34381 4.00E-01{4.88E-01 |Adipoq,11450:up
mammary gland G000
epithelial cell ‘o |4.00E-01|4.88E-01 |Wnt5a,22418:down
. ) 33598
proliferation
pyrimidine nucleotide |GO:00|, 44e 114 8801 |Ucke,80914:down
metabolic process 06220
transcription from RNA|GO:001, e 114 ggE_01 |Rasi11a,68895:up
polymerase | promoter {06360
positive T cell selection GO:00 4.00E-01|4.88E-01 |Ly9,17085:up
43368
regulation of GO'19
extracellular matrix 030'53 4.00E-01|4.88E-01 |Tgfb2,21808:down
organization
regulation of G020
thymocyte ‘oo |14.00E-01|4.88E-01 |Bmp4,12159:up
: 00398
aggregation
synaptic vesicle GO:00 ) ) )
endocytosis 48488 4.00E-01(4.88E-01 |Cd24a,12484:down
lutamate secretion GO:00 4.00E-01{4.88E-01 |ll1rn,16181:u
9 14047 | : : up
inner ear receptor G000
stereocilium 601.22 4.00E-01(4.88E-01 |Cthrc1,68588:down
organization
. GO:00 .
dsRNA fragmentation 31050 4.00E-01|4.88E-01 |Egfr,13649:down
. . |G0O:00 .
regulation of cell aging 90342 4.00E-01(4.88E-01 |Bmprla,12166:down
acylglycerol catabolic |GO:00 )
progess 16464 4.00E-01|4.88E-01 |Lpl,16956:up
CGMP biosynthetic 1GO001, 5oe_01(4.88E-01 |Htr2b, 15559:down
process 06182
cortical actin GO:00
cytoskeleton -~ |4.00E-01|4.88E-01 |Tnf,21926:up
R 30866
organization
regulation of T cell GO:00
differentiation in ‘o4 |4.00E-01|4.88E-01 |Bmp4,12159:up
33081
thymus
regulation of meiotic 160001 4oe 114 88 01 |Wnt5a,22418:down
nuclear division 40020
regulation of cation GO:20 ) )
channel activity 01257 |4+01E-01|4.89E-01 |S100a1,20193:up|Bmp4,12159:up
Ccl2,20296:up|Lrrc15,74488:down|Gas6,14456:up|Tnf,21926:up|Akrlc18,105349:up|Cd24a,12484:down|E
single-organism GO:19 4.02E-01/4.90E-01 gfr,13649:down|Hmox1,15368:up|C1qtnf3,81799:down|Bmprla,12166:down|Ptgs2,19225:down|Grem1,2
cellular localization 02580 | ' 3892:up|Adipoqg,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2,2180
8:down|Fgfr2,14183:up|Syt13,80976:up
response to radiation GO:00 4.03E-01/4.91E-01 Pparg,1901§:up|Sfrp2,20319:up|ngr,13649:down|Sfrp1,20377:up|Mme,17380:up|Nabpl,lOQOlQ:downlC
09314 0l3al1,12825:down
phospholipid GO:00 . . .
biosynthetic process  |08654 4.04E-01{4.92E-01 |Htr2b,15559:down|Fabp5,16592:up|Htr2a,15558:down
cellular response to GO:00 ) )
hypoxia 71456 4.07E-01|4.96E-01 |Vegfa,22339:down|Epasl,13819:up
oligodendrocyte GO:00 ) )
differentiation 48709 4.07E-01(4.96E-01 |Pparg,19016:up|Bmp4,12159:up
positive regulation of |GO:00 ) )
transporter activity 37411 | #07E-01|4.96E-01 |S100a1,20193:up|Bmp4,12159:up
embryonic heart tube |GO:001, e 114 9601 |Wint5a,22418:down]Aldh1a2,19378:up
development 35050
fatty acid biosynthetic |GO:00 ) ) )
process 06633 4.09E-01(4.98E-01 |Ggt5,23887:up|Lpl,16956:up|Ptgs2,19225:down
aging g%gg 4.09E-01{4.98E-01 |Ncam1,17967:down|Prelp,116847:up|Bmprla,12166:down
insulin secretion S(%gg 4.10E-01{4.99E-01 |Tnf,21926:up|Glplr,14652:down|Sfrp1,20377:up|lilrn,16181:up
cytoplasmic |GO:0014 11E 01|4.99E-01 |Kdelr3,105785:down
sequestering of protein|51220
response to food 6000 4.11E-01|4.99E-01 |Pparg,19016:up
32094
positive regulation of
substrate adhesion- GO:19 )
dependent cell 00026 4.11E-01|4.99E-01 |Has2,15117:down
spreading
positive regulation of GO'19
NIK/NF-kappaB 01224 4.11E-01{4.99E-01 |Tnf,21926:up
signaling
) . GO:00 . .
mating behavior 4.11E-01{4.99E-01 |Serpine2,20720:up

07617




regulation of protein  [GO:00 ) ) .
export from nucleus  |46825 4.11E-01|4.99E-01 |Gas6,14456:up
cell differentiation GO00
involved in embryonic ~|4.11E-01|4.99E-01 |Gjb5,14622:down
60706
placenta development
regulation of the force [GO:00 ) ) )
of heart contraction 02026 4.11E-01{4.99E-01 |Adm,11535:up
NADH metabolic GO:00 .
process 06734 4.11E-01{4.99E-01 |Cbr2,12409:up
negative regulation of G000
adaptive immune 02320 4.11E-01|4.99E-01 |lI1rl1,17082:down
response
negative regulation of [{GO:00 ) ) )
glial cell differentiation |45686 4.11E-014.998-01 (Bmp4,12159:up
sodium ion G000
transmembrane 357'25 4.13E-01|5.01E-01 |Fxyd1,56188:up|Fxyd2,11936:up
transport
response to calcium 160001, 13¢ 4150101 |AkrLc18,105349:up|Egfr,13649:down
ion 51592
negative regulation of [GO:00 ) ) . ) . )
protein binding 32001 4.13E-01|5.01E-01 |SIpi,20568:up|Adipog,11450:up
response to purine- GO:00 B B . . .
containing compound |14074 4.13E-01|5.01E-01 |Cdol,12583:up|Adipoq,11450:up
actin filament-based |GO:00 414E-01/5.02E-01 Fam101b,76566:down|Tnf,21926:up|Fxyd1,56188:up|Trf,22041:up|Sfrp1,20377:up|Ptk7,71461:down|Dpysl
process 30029 | ' 3,22240:down|Stc1,20855:up|Gpm6b,14758:up|Shroom4,208431:down|Tgfb2,21808:down
establishment of GO:00
protein localization to 900'02 4.18E-01{5.07E-01 |Tnf,21926:up|Gas6,14456:up|Lrrcl5,74488:down
plasma membrane
sensory perception of |GO:00|, 4 ae 11507601 |Fgfr1,14182:down|Col11a1,12814:down|Mcoln3, 171166:up
sound 07605
response to nutrient  |GO:00 419E-01/5.08E-01 Pparg,19016:up|Gas6,14456:up|Lmcd1,30937:up|Hmox1,15368:up|Sfrp4,20379:up|Vdr,22337:down|Gatm
levels 31667 | ' ,67092:down|Plod?2,26432:down|Postn,50706:down
positive regulation of GO:00
nucleotide biosynthetic 30810 4.20E-01|5.08E-01 |Adm,11535:up|Ptgir,19222:up
process
actin filament-based |GO:00 . )
movement 30048 4.20E-01|5.08E-01 |Fxyd1,56188:up|Stcl,20855:up
cellular response to GO:00
decreased oxygen 36294 4.20E-01|5.08E-01 |Vegfa,22339:down|Epasl,13819:up
levels
positive regulation of GO'19
purine nucleotide o |4.20E-01|5.08E-01 |Adm,11535:up|Ptgir,19222:up
. ; 00373
biosynthetic process
posve {cgulauun o T GO-00
cell mediated 027'11 4.22E-01|5.09E-01 |Cd24a,12484:down
sulfur amino acid G000 _
metabolic process 00096 4.22E-01|5.09E-01 |Cdo1,12583:up
eye photoreceptor cell |GO:00 )
development 42462 4.22E-01|5.09E-01 |Vegfa,22339:down
peptidyl-proline GO:00 )
modification 18208 4.22E-01|5.09E-01 |P4hal,18451:down
regulation of mast cell |GO:00 .
degranulation 43304 4.22E-01|5.09E-01 |Hmox1,15368:up
ketone biosynthetic 1GO:001, 55¢ 01/5.09-01 |Akric18,105349:up
process 42181
p38MAPK cascade Sg())gg 4.22E-01|5.09E-01 |Vegfa,22339:down
positive regulation of GO:00
smoothened signaling on |4.22E-01|5.09E-01 |Sfrp1,20377:up
45880
pathway
regulation of mast cell GO:00
activation involved in 33606 4.22E-01{5.09E-01 |Hmox1,15368:up
immune response
regulation of astrocyte |GO:00 . )
differentiation 48710 4.22E-01|5.09E-01 |Serpine2,20720:up
embryonic axis GO:00 )
specification 00578 4.22E-01(5.09E-01 |Wntb5a,22418:down
positive regulation of GO:00
interleukin-12 o |4.22E-01|5.09E-01 |Tnfsf9,21950:up
) 32735
production
mMRNA stabilization Sé)zgg 4.22E-01|5.09E-01 |Vegfa,22339:down
oxidoreduction GO:00
coenzyme metabolic 067-33 4.23E-01{5.10E-01 |Htr2a,15558:down|Cbr2,12409:up|lgf1,16000:up
process
glycoprotein GO:00 ) ) ) ) )
biosynthetic process |09101 4.24E-01|5.11E-01 |Chst11,58250:down|Sdf211,64136:up|Vegfb,22340:up|Man2a2,140481:up|lgfl,16000:up
negative regulation of G020
intrinsic apoptotic 012'43 4.26E-01{5.13E-01 |Cxcl12,20315:up|Creb3l1,26427:down

signaling pathway




regulation of GO:00 ) B . . . .
transporter activity 32409 4.27E-01]5.14E-01 |Fxyd1,56188:up|Fxyd2,11936:up|S100a1,20193:up|Bmp4,12159:up
regulation of response G020
to DNA damage 010'20 4.28E-01|5.15E-01 |Ankrd1,107765:down|Egfr,13649:down|Cxcl12,20315:up
stimulus
vesicle docking GO:00 .
involved in exocytosis |06904 4.32E-01|5.19E-01 |Ncam1,17967:down
regulation of viral GO:00 ) ) )
franscription 26782 4.32E-01|5.19E-01 |Ccl4,20303:up
cell cycle DNA GO:00 )
replication 44786 4.32E-01|5.19E-01 |Fgfrl,14182:down
regulation of sterol GO:00 ) ) . )
transport 32371 4.32E-01|5.19E-01 |Adipoqg,11450:up
lung epithelial cell GO:00 )
differentiation 60487 4.32E-01(5.19E-01 |Igf1,16000:up
regulation of intrinsic
apoptotic signaling GO:19 ) ) .
pathway in response to|02229 4.32E-01|5.19E-01 |Cxcl12,20315:up
DNA damage
I GO:00 .
RNA stabilization 43489 4.32E-01|5.19E-01 |Vegfa,22339:down
myeloid dendritic cell [GO:00 ) ) )
activation 01773 4.32E-01|5.19E-01 |Tnfsf9,21950:up
regulation of fatty acid {GO:00 )
oxidation 46320 4.32E-01|5.19E-01 |Pparg,19016:up
regulation of GO:00 . )
cholesterol transport |32374 4.32E-01|5.19E-01 |Adipoqg,11450:up
regulation of fibroblast |GO:00 )
migration 10762 4.32E-01|5.19E-01 |Fgfrl,14182:down
hindbrain GO:00 . . ) )
development 30002 4.38E-01|5.25E-01 |Aldhla2,19378:up|Serpine2,20720:upl|lgf1,16000:up
B cell proliferation f;'l:gg 4.38E-01(5.256-01 [Cd24a,12484:down|Tfrc,22042:up
. . GO:00 . : .
pigmentation 43473 4.38E-01(5.25E-01 |Ednrb,13618:up|Kitl,17311:up
positive regulation of GO:00
lymphocyte '~ |4.38E-01]5.25E-01 |Gas6,14456:up|Tnfsf9,21950:up
: A 45621
differentiation
glycosyl compound GO:19 Akr1c18,105349:up|Htr2a,15558:down|Uck2,80914:down|Enppl,18605:down|Ampd3,11717:up|lgf1,1600
) 4.40E-01(5.27E-01 |,
metabolic process 01657 O:up
GL/S transition of - |GO:001, 4o 15 58¢_01 |pIk2,20620:down|Egfr,13649:down|Inhba, 16323:down
mitotic cell cycle 00082
regulation of GO:00 ) ) )
dephosphorylation 35303 4.42E-01(5.28E-01 |Tnf,21926:up|Tgfb2,21808:down|Npnt,114249:up
plasma lipoprotein GO:00 )
particle organization |71827 4.43E-01/5.288-01 |Lpl,16956:up
phosphatidylcholine  |GO:00 .
metabolic process 26470 4.43E-01|5.28E-01 |Fabp5,16592:up
negative regulation of |GO:00 )
T cell differentiation 45581 [+43E-01|528E-01 |Bmp4,12159.up
phospholipid GO:00 .
dephosphorylation 26839 4.43E-01|5.28E-01 |Plpp3,67916:up
neutral amino acid GO:00 . )
transport 15804 4.43E-01|5.28E-01 |Serinc2,230779:down
regulation of GO:00 )
filopodium assembly  |51489 4.43E-01|5.28E-01 |Dpysl3,22240:down
lung cell differentiation G000 4.43E-01(5.28E-01 |Igf1,16000:up
60479
regulation of
transcription GO:20 )
regulatory region DNA [00677 4.43E-01|5.28E-01 |Igf1,16000:up
binding
. . . GO:00 .
intestinal absorption 50892 4.43E-01|5.28E-01 |Vdr,22337:down
synaptic transmission, |GO:00 )
dopaminergic 01963 4.43E-01|5.28E-01 |Ptgs2,19225:down
negative regulation of GO:00
insulin receptor '~ |4.43E-01|5.28E-01 |Enpp1,18605:down
: . 46627
signaling pathway
IUyUIGLIUII Ul GOOO
centrosome '~ |4.43E-01|5.28E-01 |PIk2,20620:down
TN 10824
serine family amino GO:00 )
acid metabolic process [09069 4.43E-01|5.28E-01 |Cdo1,12583:up
phagocytosis, GO:00 )
engulfment 06911 4.43E-01|5.28E-01 |Pparg,19016:up
protein localization to |GO:00 )
cytoskeleton 44380 4.43E-01|5.28E-01 |Htr2a,15558:down
cell proiection GO:00 FIrt2,399558:down|Lama2,16773:down|Egfr,13649:down|PIxnd1,67784:up|Wntba,22418:down|Sema7a,20
morghégenesis 48858 4.43E-01{5.28E-01 |361:.down|Tnfrsf12a,27279:down|Crabp2,12904:down|Ret,19713:up|Cxcl12,20315:up|Postn,50706:down|

Vegfa,22339:down|Tgfb2,21808:down|Fgfr2,14183:up




regulation of gene

GO:00

Fstl3,83554:downllcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Aldhl1a2,19378:up|C3,12266:up|Ednrb
,13618:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,2
0324:down|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|C
¢l4,20303:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Tnc,21923:down|Ret,19713:up|Tgfb2,21808
:down|Plpp3,67916:up|Creb311,26427:down|Fgfr2,14183:up|Prl2c2,18811:up|Efempl,216616:up|Inhba,16

expression 10468 [+A7E-O1|5338-01 |53 {own|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|Ctla2a,13024-down|Fabp
4,11770:up|Vegfa,22339:down|Serpine2,20720:up|lgf2,16002:up|Slc40al,53945:up|Pparg,19016:up|Gasb,
14456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,1
5368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219132:up|Sfrp2,2
0319:up|Tbx15,21384:down|Serping1,12258:up|Npnt,114249:up|S100a1,20193:up
response to unfolded |GO:001, e 615 36801 |sdif211,64136:up|Creb3l1, 26427-down
protein 06986
regulation of
hematopoietic GO:19 .
progenitor cell 01532 4.53E-01(5.38E-01 |Vegfa,22339:down
differentiation
. GO:00 .
energy homeostasis 97009 4.53E-01|5.38E-01 |Ampd3,11717:up
cellular response to GO:00 .
glucocorticoid stimulus|71385 4.538-01/5.38E-01 |Bmp4,12159:up
embryonic eye GO:001, 5ok _015.386-01 |Aldh1a3,56847:down
morphogenesis 48048
protein localization to |GO:00| 5op 1|5 38¢ 01 |kdelr3,105785:down
endoplasmic reticulum |70972
negative regulation of GO:00
transcription factor 429'92 4.53E-01(5.38E-01 |C1qgtnf3,81799:down
import into nucleus
HOTTICUSwdslis Ul ) ) GO'OO ]
number of cells within 48873 4.53E-01{5.38E-01 |Vegfa,22339:down
regulation of tyrosine GO:00
phosphorylation of .~ |4.53E-01|5.38E-01 |Crlf1,12931:down
: 42516
Stat3 protein
negative regulation of GO00
lymphocyte apoptotic 702'29 4.53E-01|5.38E-01 |Bmp4,12159:up
process
- GO:00 .
NcRNA transcription 98781 4.53E-01{5.38E-01 |lcel,218333:down
membrane GO:00 . .
hyperpolarization 60081 4.53E-01(5.38E-01 |Adipoqg,11450:up
semaphorin-plexin GO:00 B ~ .
signaling pathway 71526 4.53E-01(5.38E-01 |PIxnd1,67784:up
cerebellar cortex GO:00 . )
morphogenesis 21696 4.53E-01(5.38E-01 |Serpine2,20720:up
ribonucleoside G000
monophosphate 091'61 4.55E-01|5.40E-01 |Htr2a,15558:down|Uck?2,80914:down|Ampd3,11717:up|lgfl,16000:up
metabolic process
regulation of DNA GO:00 B B ) )
binding 51101 4.56E-01(5.42E-01 |Hmox1,15368:up|lgfl,16000:up
triglyceride metabolic |GO:00 B B ) )
process 06641 4.56E-01|5.42E-01 |Lpl,16956:up|C3,12266:up
cellular response to GO:00 ) )
oxygen levels 71453 4.56E-01|5.42E-01 |Vegfa,22339:down|Epasl,13819:up
lymphocyte activation GO:00
involved in immune 02285 4.57E-01|5.42E-01 |Ly9,17085:up|Tfrc,22042:up|Clecde,56619:up
response
cellular response to GO:00 Vdr,22337:down|Gas6,14456:up|Lmcd1,30937:up|Plod2,26432:down|Hmox1,15368:up|Postn,50706:down
. 4.59E-01|5.44E-01 ;
nutrient levels 31669 |Sfrp4,20379:up
learning 8706(133 4.61E-015.46E-01 |Glpir,14652:down|Ptgs2,19225:down|Prkar2b,19088:up
stern cell maintenance fgég? 4.61E-01546E-01 |Fgfrl,14182:down|Sfrp1,20377-up|Bmpria, 12166:down
Fstl3,83554:downllcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Pdgfc,54635:down|Ednrb,13618:up|E
pas1,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|
LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Adipoq,1145
regulation of cellular G020 0:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,6 7916:up|Creb3I1,26427:down|Fgfr2,14183:up|Kit
macromolecule 001'12 4.61E-01(5.46E-01 |1,17311:up|Prl2c2,18811:up|Efempl,216616:up|Inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|
biosynthetic process Ccl3,20302:up|Vdr,22337:down|Fabp4,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40al,53945:up|Ppar
9,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,1364
9:down|Hmox1,15368:up|Sfrp1,20377:up|Sulf1,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phflld,2
19132:up|Sfrp2,20319:up|Tbx15,21384:down|Npnt,114249:up|Enppl,18605:down|S100a1,20193:up
platelet activation Sé)lgg 4.63E-01|5.46E-01 |Ceacam1,26365:up|Serpine2,20720:up
regulation of lipid GO:00 . . .
transport 32368 4.63E-01|5.46E-01 |Fam132b,227358:down|Adipoq,11450:up
digestive system GO:00 . .
process 22600 4.63E-01{5.46E-01 |Vdr,22337:down|Mmp13,17386:up
positive regulation of GO:00
embryonic 400'19 4.63E-01|5.46E-01 |Igf1,16000:up

development




myotube cell GO:00 ) ) )
development 14904 4.63E-01(5.46E-01 |Igf1,16000:up
bicellular tight junction |GO:00 .
assembly 70830 4.63E-01|5.46E-01 |Tnf,21926:up
regulation of protein  [GO:00 ) ) .
deacetylation 90311 4.63E-01|5.46E-01 |Vegfa,22339:down
positive regulation of
epithelial to GO:00 ) ) )
mesenchymal 10718 4.63E-01|5.46E-01 |Tgfb2,21808:down
transition
protein-lipid complex [GO:00 ) ) )
subunit organization {71825 4.63E-0115468-01 |Lpl,16956:up
viral transcription fgogg 4.63E-01|5.46E-01 |Ccl4,20303:up
SNRNA metabolic G001, gae 0115 46E-01 |ice1,218333:down
process 16073
programmed necrotic {GO:00 )
cell death 97300 4.63E-01|5.46E-01 |Tnf,21926:up
cellular response to | GO001 5ac_1|5 46E-01 |Htr2b, 15559:down
ammonium ion 71242
regulation of peptidyl- G000
threonine oo 14.63E-015.46E-01 [Wnt5a,22418:down
) 10799
phosphorylation
negative regulation of
response to GO:19 )
endoplasmic reticulum [03573 4.63E-01|5.46E-01 |Creb3l1,26427:down
stress
protein targeting to GO:00 . .
membrane 06612 4.68E-01|5.53E-01 |Gas6,14456:up|Ccl2,20296:up
synaptic transmission, |GO:001, 25¢_9|5 56601 [Lama2,16773:down
cholinergic 07271
tyrosine GO:00
phosphorylation of |4 72E-01|5.56E-01 |Crlf1,12931:down
) 42503
Stat3 protein
membrane protein GO:00 )
ectodomain proteolysis| 06509 4.72E-0115.56E-01 (Tnf,21926:up
synaptic vesicle CO:001, 726 01[5.56E-01 |Cd24a,12484:down
recycling 36465
xenobiotic metabolic  |GO:00 .
process 06805 4.72E-01|5.56E-01 |Gstt1,14871:up
cortical cytoskeleton  |GO:00 )
organization 30865 4.72E-01|5.56E-01 |Tnf,21926:up
regulation of cell cycle |GO:19 ) )
G1/S phase transition |02806 4.74E-01|5.58E-01 |Egfr,13649:down|Susd2,71733:up
regulation of cCAMP GO:00 . . )
biosynthetic process | 30817 4.74E-01|5.58E-01 |Adm,11535:up|Ptgir,19222:up
organophosphate GO:00 476E-01/5.60E-01 Htr2b,15559:down|Adm,11535:up|Fabp5,16592:up|Ampd3,11717:up|lgfl,16000:up|Pdxk,216134:up|Htr2
biosynthetic process  |90407 | ' a,15558:down|Ptgir,19222:up|Uck2,80914:down
nucleoside GO:00
monophosphate 091'23 4.78E-01{5.63E-01 |Htr2a,15558:down|Uck2,80914:down|Ampd3,11717:up|lgfl,16000:up
metabolic process
intracellular steroid GO:00
hormone receptor 30518 4.80E-01|5.65E-01 |Sfrp1,20377:up|lgfl,16000:up
signaling pathway
insulin receptor GO:00 ) )
signaling pathway 08286 |480E-01|5.65E-01 |Enpp1,18605:down|igf2,16002:up
nucleobase metabolic |GO:001, go 41565601 |Uck2,80914:down
process 09112
negative regulation of |GO:00 .
DNA binding 43392 4.82E-01{5.65E-01 |Hmox1,15368:up
positive regulation of |GO:00 )
DNA repair 45739 4.82E-01|5.65E-01 |Egfr,13649:down
negative regulation of GO:00
endothelial cell ‘~~|4.82E-01|5.65E-01 |Stc1,20855:up
S 10596
migration
positive regulation of GO:00
leukocyte mediated "~ |4.82E-01|5.65E-01 |Ccl2,20296:up
o 01912
cytotoxicity
carbohydrate GO:19 )
derivative transport 01264 4.82E-01|5.65E-01 |SIc29a1,63959:up
establishment of GO:00 )
endothelial barrier 61028 4.82E-01|5.65E-01 |Tnf,21926:up
regulation of natural  |GO:00 .
killer cell activation  |32814 |+82E-01|5.65E-01 | Gas6, 14456.up
cell part GO:00 FIrt2,399558:down|Lama2,16773:down|Egfr,13649:down|PIxnd1,67784:up|Wntba,22418:down|Sema7a,20
morpho enesis 329'90 4.84E-01|5.68E-01 |361:.down|Tnfrsf12a,27279:down|Crabp2,12904:down|Ret,19713:up|Cxcl12,20315:up|Postn,50706:down|
phog Vegfa,22339:down|Tgfb2,21808:down|Fgfr2,14183:up
ribonucleoside GO:00 ) ) )
biosynthetic process  |42455 4.85E-01|5.68E-01 |Htr2a,15558:down|Uck?2,80914:down|lgf1,16000:up




regulation of

mitochondrion g??lig 4.89E-01(5.73E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up
degradation
protein localization to [{GO:00 ) ) . . . . .
plasma membrane 72659 4.90E-01|5.74E-01 |Tnf,21926:up|Gas6,14456:up|Lrrcl5,74488:down|Adipog,11450:up
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Enpp5,83965:up|Ankrd1,107765:down|Ly
11,17095:up|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|Ggt5,23887:up|LoxI2,94352:down|LoxI3,169
50:down|Trf,22041:up|Mme,17380:up|Wnt5a,22418:down|Maob,109731:up|Adipog,11450:up|Bmp4,1215
9:up|Hal,15109:up|lgfl,16000:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Prl
2c2,18811:up|Efemp1,216616:up|Vdr,22337:down|Fabp4,11770:up|Nabp1,109019:down|Htr2a,15558:do
wn|Oas3,246727:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|
Tfrc,22042:up|Serinc2,230779:down|Sfrp2,20319:up|Gstm1,14862:up|Npnt,114249:up|S100a1,20193:upllc
nitrogen compound  [GO:00 4.90E-01/5.74E-01 e1,218333:down|Pdgfc,54635:down|Ednrb,13618:up|Ampd3,11717:up|Mmp13,17386:up|Epasl,13819:up
metabolic process 06807 | ' |Marc1,66112:up|Htra3,78558:down|Uchl5,56207:up|Ddah1,69219:down|Sdpr,20324:down|Enpp3,209558
:down|Cdo1,12583:up|Mamdc2,71738:down|Ptx3,19288:up|Akr1c18,105349:up|Fabp5,16592:up|Bmprila,
12166:down|Ccl4,20303:up|Chst11,58250:down|Gatm,67092:down|Ret,19713:up|Pdxk,216134:up|Plpp3,6
7916:up|Creb3l1,26427:down|Kitl,17311:up|P4hal,18451:down|Inhba,16323:down|Rasl11a,68895:up|Bnc
2,242509:down|Ccl3,20302:up|Vegfa,22339:down|Gfpt2,14584:down|Cbr2,12409:up|lgf2,16002:up|Anpe
p,16790:up|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,
15368:up|Has2,15117:down|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Phf11d,219132:up|T
bx15,21384:down|Uck2,80914:down|Enpp1,18605:down
cellular response to - {GO:001, 1¢ (1|5 74801 [Akric18105349:up
calcium ion 71277
glycerolipid catabolic  |GO:00 B B .
process 26503 4.91E-01|5.74E-01 |Lpl,16956:up
positive regulation of GO:00
multicellular organism o |4.91E-01|5.74E-01 |1gf2,16002:up
40018
growth
cholesterol efflux GO:00 491E-01{5.74E-01 |Adipoq,11450:up
33344
positive regulation of
cyclin-dependent GO00
protein .~ |4.91E-01{5.74E-01 |Egfr,13649:down
. . 45737
serine/threonine
kinase activity
negative regulation of GO:00
epithelial cell —— |4.91E-01|5.74E-01 |Tgfb2,21808:down
' o 30857
differentiation
negative regulation of |GO:00|, 91¢ 1|5 748_01 |wnt5a,22418:down
axon extension 30517
regulation of GO-00
glycoprotein ‘oo 14.91E-01]5.74E-01 |{Igf1,16000:up
. . 10559
biosynthetic process
striated muscle GO:00 ) ]
adaptation 14888 4.91E-01|5.74E-01 |Errfil,74155:down
regulation of receptor |GO:00) ) g5c 615 75801 |Errfi1, 74155:down|Grem1,23892:up
activity 10469
blastocyst GO:00 ) _
development 01824 4.92E-01|5.75E-01 |Tgfbr3,21814:upllgfl,16000:up
nucleoside GO:00 . . .
biosynthetic process |09163 4.94E-01|5.77E-01 |Htr2a,15558:down|Uck2,80914:down|Igf1,16000:up
regulation of protein - |GO:001, q4¢ 615 776-01 |Uchi5,56207:up|Tnf 21926:up|PIk2,20620-down|Egfr, 13649:down|Wnt5a, 22418:down|Serpine2,20720:up
catabolic process 42176
ATP biosynthetic GO0 4 98¢ _01/5.81E-01 |Htr2a,15558:down|igfL,16000:up
process 06754
mitotic cell cycle GO:00 . .
checkpoint 07093 4.98E-01(5.81E-01 |PIk2,20620:down|Nabp1,109019:down
cellular response to GO:00 ) _
glucose stimulus 71333 4.98E-01|5.81E-01 |Gas6,14456:upllgfl,16000:up
negative regulation of [GO:00 B B . )
endocytosis 45806 5.01E-01|5.83E-01 |Adipoq,11450:up
positive regulation of B{GO:00 ) ) .
cell proliferation 30890 5.01E-01|5.83E-01 |Tfrc,22042:up
photoreceptor cell GO:00 .
development 42461 5.01E-01|5.83E-01 |Vegfa,22339:down
positive regulation of GO'19
cyclin-dependent 1 |5.01E-01|5.83E-01 |Egfr,13649:down
A L 04031
protein kinase activity
response to exogenous|GO:00 B B ' )
dsRNA 43330 5.01E-01/5.83E-01 |Ifit1,15957:up
negative regulation of G000
Ras protein signal ‘o |D.01E-01|5.83E-01 |Tgfb2,21808:down
. 46580
transduction
regulation of CD4- G020
positive, alpha-beta T - 15.01E-01|5.83E-01 |Ceacam1,26365:up
o e 00514
cell activation
reproductive behavior i%gg 5.01E-01/5.836-01 |Serpine2,20720:up
multi-organism GO:00 . )
reproductive behavior |44705 5.01E-01|5.83E-01 |[Serpine2,20720:up




GO:00

response to pH 09268 5.01E-01|5.83E-01 [Hvcnl,74096:up
positive regulation of G000
response to biotic '~ |D.01E-01|5.83E-01 |Cd24a,12484:down
. 02833
stimulus
regulation of G000
granulocyte '~ |5.01E-01(5.83E-01 |Ccl2,20296:up
. 71622
chemotaxis
regulation of digestive [GO:00 ) ) )
system process 4405 |3-01E-01{5.83E-01 [Mmp13,17386:up
glycosyl compound GO:19 ) ) . ) )
biosynthetic process  |01659 5.03E-01|5.85E-01 |Htr2a,15558:down|Uck2,80914:down|lgf1,16000:up
protein folding gﬁa‘gg 5.036-01[5.856-01 |Pdia5, 72599:down|Fkbp10,14230:down|Fkbp14,231997:down
regulation of insulin GO:00 ) ) )
seeretion 50796 5.07E-01|5.90E-01 |Tnf,21926:up|Glplr,14652:down|Sfrp1,20377:up
cellular response to G000
monosaccharide 713.26 5.09E-01|5.91E-01 |Gas6,14456:up|lgfl,16000:up
stimulus
cellular response to GO:00 ) )
hexose stimulus 71331 5.09E-01|5.91E-01 |Gas6,14456:up|lgfl,16000:up
fatty acid oxidation fgoggg 5.09E-01|5.91E-01 |Pparg,19016:up|Adipoq,11450:up
regulation of G000
erythrocyte . ~|5.10E-01|5.91E-01 |Inhba,16323:down
. - 45646
differentiation
regulation of GO:00
phosphoprotein -~ |5.10E-01|5.91E-01 |Tnf,21926:up
. 43666
phosphatase activity
negative regulation of GO:00
small GTPase mediated '~ |5.10E-01|5.91E-01 |Tgfb2,21808:down
. ) 51058
signal transduction
negative regulation of GO:00
mitochondrion '~ |5.10E-01|5.91E-01 |Igf1,16000:up
A 10823
organization
positive regulation of |GO:00 )
sodium ion transport |10765 5.10E-01|5.91E-01 |Fxyd1,56188:up
cellular response to GO:00 .
wenabiotic stimulus 71466 5.10E-01|5.91E-01 |Gstt1,14871:up
negative regulation of GO'19
cell cycle G1/S phase > 15.10E-01]|5.91E-01 [Susd2,71733:up
7 02807
transition
negative regulation of GO:00
response to ‘. |5.10E-01|5.91E-01 |Hmox1,15368:up
) 32105
extracellular stimulus
negative regulation of GO:00
response to nutrient 321-08 5.10E-01|5.91E-01 |Hmox1,15368:up
levels
. GO:00 . . .
adult behavior 30534 5.12E-01|5.93E-01 |Cxcl12,20315:up|Htr2a,15558:down|Sncg,20618:up
B cell activation f;'lifg 5.13E-01|5.95E-01 |Cd24a,12484:down|Lyl1,17095:up|Sfrp1,20377:up|Tfrc,22042:up
negative regulation of GO:00
cellular catabolic 313'30 5.16E-01|5.98E-01 |Htr2b,15559:down|Hp,15439:up|Hmox1,15368:up
process
negative regulation of |GO:00 . ) )
cell cycle process 10948 5.16E-01|5.98E-01 |Susd2,71733:up|Fgfr2,14183:up|Bmp4,12159:up
Ice1,218333:down|Ccl2,20296:up|Gpm6b,14758:up|Htr2a,15558:down|Lrrc15,74488:down|Kdelr3,105785:
cellular protein GO:00 down|Gas6,14456:up|Tnf,21926:up|Akrlc18,105349:up|Cd24a,12484:down|Egfr,13649:down|Sec23a,203
Iocalizat[i)on 34613 5.17E-01|5.98E-01 [34:down|C1qtnf3,81799:down|Wnt5a,22418:down|Cd4,12504:up|Bmprla,12166:down|Ptgs2,19225:down
|Grem1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgf
b2,21808:down
regulation of mast cell |GO:00 )
activation 33003 5.18E-01|5.98E-01 |HmMox1,15368:up
regulation of meiotic GO0/ 10 41598801 |Wnt5a,22418:down
cell cycle 51445
heterophilic cell-cell
adhesion via plasma | CO:00\5 1 g¢ 1|5 98¢_01 |Cd24a,12484:down
membrane cell 07157
adhesion molecules
regulation of gene GO:00 )
silencing 60968 5.18E-01|5.98E-01 |Egfr,13649:down
! N GO:00 .
fibroblast migration 10761 5.18E-01|5.98E-01 |[Fgfrl,14182:down
regulation of GO0/ 5 16k _01[5.98E-01 |Pik2,20620:down
centrosome cycle 46605
cell fate determination 3888 5.18E-01|5.98E-01 |Bmp4,12159:up
regulation of leukocyte | GO:00 )
degranulation 43300 5.18E-01|5.98E-01 |HmMox1,15368:up




negative regulation of [GO:00 ) ) )
DNA replication 08156 5.18E-01|5.98E-01 |Pparg,19016:up
regulation of NIK/NF- |GO:19 .
KappaB signaling 01222 5.18E-01|5.98E-01 |Tnf,21926:up
clathrin-mediated GO:00 .
endocytosis 72583 5.18E-01|5.98E-01 |Cd24a,12484:down
spleen development 51;805??((5) 5.18E-01|5.98E-01 |SIc40al,53945:up
regulation of release of G000
cytochrome ¢ from ‘e |5.18E-01|5.98E-01 |Igf1,16000:up
. : 90199
mitochondria
arachidonic acid GO:00 .
metabolic process 19369 5.18E-01|5.98E-01 |Ptgs2,19225:down
positive regulation of |GO:00 ) ) .
macroautophagy 16239 5.18E-01|5.98E-01 |Hmox1,15368:up
oocyte development %0583 5.18E-01|5.98E-01 |Igf1,16000:up
regulation of G000
triglyceride metabolic 902'07 5.18E-01|5.98E-01 |C3,12266:up
process
negative regulation of [GO:00 ) ) )
gliogenesis 14014 5.18E-01|5.98E-01 |Bmp4,12159:up
acylglycerol metabolic |GO:00 ) ) ) .
progess 06639 5.20E-01|6.00E-01 |Lpl,16956:up|C3,12266:up
adult locomotory GO:00 . )
behavior 08344 5.20E-01/|6.00E-01 |Cxcl12,20315:up|Sncg,20618:up
response to GO:00
topologically incorrect 35§66 5.20E-01|6.00E-01 |Sdf211,64136:up|Creb3l1,26427:down
protein
cAMP biosynthetic GO:00 . . .
process 06171 5.20E-01|6.00E-01 |Adm,11535:up|Ptgir,19222:up
lipid oxidation 5328 5.20E-01[6.00E-01 |Pparg,19016:up|Adipoq,11450:up
neurotransmitter GO:00 ) ) )
transport 06836 5.21E-01|6.00E-01 |Gpm6b,14758:up|Syt13,80976:up|Sncg,20618:up
positive regulation of GO:00
innate immune 45689 5.21E-01|6.00E-01 |Tnf,21926:up|Wnt5a,22418:down|Mmp2,17390:down
response
ribonucleoside CO-005 51E_01/6.00E-01 |Htr2a,15558:down|Uck2,80914:down|Enpp1,18605:down|Ampd3,11717:upligf1,16000:up
metabolic process 09119 |™ ) ' ) ' ' ' ) ' ) ' )
Htr2b,15559:down|Ccl2,20296:up|Htr2a,15558:down|Gas6,14456:up|Tnf,21926:up|Akrlc18,105349:up|Gl
single-organism GO:19 520E-01/6.01F-01 plr,14652:down|Cd24a,12484:down|Egfr,13649:down|Fgfrl,14182:down|Sec23a,20334:down|Hmox1,153
intracellular transport  [02582 |~ ' 68:up|C1qtnf3,81799:down|Cd4,12504:up|Bmprla,12166:down|Ptgs2,19225:down|Grem1,23892:up|Bmp
4,12159:upllgf1,16000:up|Ceacaml,26365:up|Sfrp2,20319:up|Tgfb2,21808:down
apoptotic GO:00 ) )
mitochondrial changes [08637 5.26E-01|6.06E-01 [Cd24a,12484.down|lgfl,16000:up
eye photoreceptor cell |GO:00 )
differentiation 01754 5.27E-01|6.06E-01 |Vegfa,22339:down
pigment biosynthetic GO0/, 57 11606E-01 |Wnt5a,22418:down
process 46148
protein O-linked GO:00 )
glycosylation 06493 5.27E-01|6.06E-01 |Vegfb,22340:up
negative regulation of GO'19
response to oxidative o |5.27E-0116.06E-01 |Hp,15439:up
02883
stress
o GO:00 .
genitalia development 48806 5.27E-01]6.06E-01 |Wnt5a,22418:down
negative regulation of GO'19
cellular response to o |5.27E-0116.06E-01 |Hp,15439:up
A 00408
oxidative stress
neutral lipid metabolic |GO:00 ) )
process 06638 5.32E-01/6.11E-01 |Lpl,16956:up|C3,12266:up
negative regulation of
transcription from RNA|GO:00 532E-01l6.11F-01 Tnf,21926:up|Pparg,19016:up|Lmcd1,30937:up|Fgfrl,14182:down|Ednrb,13618:up|Epasl,13819:up|Bmp4,
polymerase |l 00122 |~ ' 12159:up|Ankrd1,107765:down|Vdr,22337:down|Vegfa,22339:down|Fgfr2,14183:up|S100a1,20193:up
promoter
Icel,218333:down|Ccl2,20296:up|Gpm6b,14758:up|Htr2a,15558:down|Lrrc15,74488:down|Kdelr3,105785:
cellular macromoleculel G000 down|Gas6,14456:up|Tnf,21926:up|Akr1c18,105349:up|Cd24a,12484:down|Egfr,13649:down|Sec23a,203
localization 707'27 5.34E-01|6.13E-01 |34:down|C1qtnf3,81799:down|Wnt5a,22418:down|Cd4,12504:up|Bmprla,12166:down|Ptgs2,19225:down
|Grem1,23892:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgf
b2,21808:down
necrotic cell death |29 %05 36£-016.136-01 |Tnf.21926:up
70265 |~ ) ' )
. L GO:00 .
isotype switching 45190 5.36E-01|6.13E-01 |Tfrc,22042:up
regulation of action GO:00 )
potential 98900 5.36E-01/6.13E-01 [Tnf,21926:up
MEgatve TEgUuration OT GO-00
cell-substrate .~ |5.36E-01|6.13E-01 |Postn,50706:down

A o

10812




cerebellum GO:00

morphogenesis 21587 5.36E-01|6.13E-01 |Serpine2,20720:up

somatic diversification
of immunoglobulins ~ |GO:00

involved in immune 02208 5.36E-01|6.13E-01 |Tfrc,22042:up

response
GO:00 .

cellular senescence 90398 5.36E-01|6.13E-01 |Bmprla,12166:down

apical junction GO:00

assemjbly 4357 |5-36E-016.13E-01 [Tnf,21926:up

negative regulatiAon of G000

striated muscle tissue 45543 5.36E-01/6.13E-01 |Bmp4,12159:up

development

positive regulation of [GO:00

amine transport 51954 5.36E-01|6.13E-01 |Cxcl12,20315:up

somatic recombination
of immunoglobulin GO:00
genes involved in 02204
immune response

5.36E-01|6.13E-01 |Tfrc,22042:up

regulation of G000

interleukin-12 32655 5.36E-01/6.13E-01 |Tnfsf9,21950:up

production

' . GO:00 .

filopodium assembly 46847 5.36E-01|6.13E-01 |Dpysl3,22240:down

mast cell GO:00

degranulation 43303 5.36E-01|6.13E-01 |Hmox1,15368:up

mast cell activation GO:00

involved in immune 022'79 5.36E-01|6.13E-01 |HmMox1,15368:up

response

negative regulation of |GO:00 )

insulin secretion 46676 5.36E-01|6.13E-01 |Sfrp1,20377:up

actin cytoskeleton GO:00 536E-01/6.136-01 Fam101b,76566:down|Tnf,21926:up|Trf,22041:up|Sfrpl1,20377:up|Ptk7,71461:down|Dpysl3,22240:down|G
organization 30036 | ) pm6b,14758:up|Shroom4,208431:down|Tgfb2,21808:down
positive regulation of GO:00

peptide hormone 902'77 5.37E-01|6.14E-01 |Glplr,14652:down|Egfr,13649:down

secretion

E;';‘)ﬁc'a‘i;pne”de”t DNA gﬁoz'g? 5.37E-01/6.14E-01 |Fgfr1,14182:down|Bmp4,12159:up

phosphatidylinositol - |GO:001 5 15c 6116 20E-01 |Htr2b,15559:down|Htr2a,15558:down

metabolic process 46488

cellular response to GO:00

carbohydrate stimulus |71322 5.42E-01|6.20E-01 |Gas6,14456:up|lgfl,16000:up

locomotory behavior 570626? 5.43E-01/6.21E-01 |McolIn3,171166:up|Cxcl12,20315:up|Aldhla3,56847:down|Sncg,20618:up
. . GO:00 .
viral gene expression 19080 5.44E-01]6.21E-01 |Ccl4,20303:up
. . GO:00 .
oocyte differentiation 09994 5.44E-01]6.21E-01 |lgf1,16000:up
long-chain fatty acid |GO:00 )
transport 15909 5.44E-01|6.21E-01 |Pparg,19016:up
. GO:00 .
neural tube patterning 21532 5.44E-01|6.21E-01 |Bmp4,12159:up
NIK/NF-kappaB GO:00 .
signaling 38061 5.44E-01]6.21E-01 |Tnf,21926:up
mast cell mediated GO:00 .
immunity 02448 5.44E-01|6.21E-01 |Hmox1,15368:up
positive regulation of |GO:00 )
cell killing 31343 5.44E-01]6.21E-01 |Ccl2,20296:up
positive regulation of |GO:00 )
DNA binding 43388 5.44E-01/6.21E-01 |lIgf1,16000:up
regulation of cCAMP GO:00 . . )
metabolic process 30814 5.48E-01/6.25E-01 [Adm,11535:up|Ptgir,19222:up
multi-organism GO:00 Akr1c18,105349:up|Hpgd,15446:up|inhba,16323:down|Ptgs2,19225:down|Ednrb,13618:up|Plat,18791:do

5.49E-01|6.25E-01 |wn|lgf1,16000:up|Bmp4,12159:up|Vdr,22337:down|Cxcl12,20315:up|Mmp2,17390:down|Serpine2,20720:

reproductive process 44703 uplKith 17311:up

multicellular organism | GO:00|5 5161698801 [1gf2,16002:up|Fgfr2,14183:upligfL,16000:up

growth 35264
phospholipid 60:00 5.51E-01|6.28E-01 [Htr2b,15559:down|Fabp5,16592:up|Htr2a,15558:down|Plpp3,67916:up|Serinc2,230779:down
metabolic process 06644 |~ ’ ' : ' : , : , : . :
) GO:00 }
water homeostasis 30104 5.52E-01/6.28E-01 |lgf1,16000:up

negative regulation of

muscle organ 600015 59€-016.286-01 [Bmp4,12159:up
48635

development

pyrimidine-containing GO:00

compound metabolic 725'27 552E-01]6.28E-01 |Uck2,80914:down

process

negative regulation of G020

response to DNA 010'21 5.52E-01|6.28E-01 [Cxcl12,20315:up

damage stimulus




regulation of T cell GO:00 ) ) )
mediated immunity 02709 5.52E-01|6.28E-01 |Cd24a,12484:down
NAD metabolic GO:00 .
process 19674 5.52E-01|6.28E-01 |Cbr2,12409:up
positive regulation of  [GO:00 ) ) .
dephosphorylation 35306 | >-52E-01(6.28E-01 [Npnt,114249:up
purine ribonucleoside G000
triphosphate ~|5.53E-01|6.29E-01 |Htr2a,15558:down|Igf1,16000:up
. ; 09206
biosynthetic process
establishment of GO:00 ) ) )
vesicle localization 51650 5.55E-01|6.31E-01 |Cd24a,12484:down|Syt13,80976:up|Fgfr2,14183:up
purine nucleoside G000
triphosphate "~ - |5.59E-01|6.35E-01 |Htr2a,15558:down|Igf1,16000:up
. . 09145
biosynthetic process
regulation of cyclic G000
nucleotide biosynthetic 30302 5.59E-01|6.35E-01 |Adm,11535:up|Ptgir,19222:up
process
positive regulation of [GO:00 ) ) ) )
peptide secretion 02793 5.59E-01|6.35E-01 |Glplr,14652:down|Egfr,13649:down
negative regulation of GO'19
muscle tissue -~ |5.61E-01|6.36E-01 |Bmp4,12159:up
01862
development
positive regulation of G000
response to nutrient 321'09 5.61E-01|6.36E-01 |HmMox1,15368:up
levels
interleukin-12 GO:00 )
production 32615 5.61E-01|6.36E-01 |Tnfsf9,21950:up
response to xenobiotic |GO:00 .
stimulus 09410 5.61E-01|6.36E-01 |Gstt1,14871:up
T-helper cell GO:00 .
differentiation 42093 5.61E-01|6.36E-01 |Ly9,17085:up
positive regulation of GO:00
response to ~|5.61E-01|6.36E-01 |HmMox1,15368:up
) 32106
extracellular stimulus
germ cell development 37023? 5.62E-01|6.37E-01 |Cxcl12,20315:up|Kitl,17311:up|lgfl,16000:up|Bmp4,12159:up
positive regulation of GO:00
protein catabolic 457'32 5.64E-01|6.39E-01 |Tnf,21926:up|PIk2,20620:down|Wnt5a,22418:down
process
cellular glucose GO:00 . )
homeostasis 01678 5.64E-01|6.39E-01 |Gas6,14456:up|lgfl,16000:up
ribonucleoside GO:00
triphosphate . |5.64E-01|6.39E-01 |Htr2a,15558:down|lgf1,16000:up
X ] 09201
biosynthetic process
L GO:00 . .
myelination 42552 5.64E-01|6.39E-01 |Tnf,21926:up|Trf,22041:up
nucleoside metabolic  |GO0015 4c_61639E-01 |Htr2a, 15558:down|Uck2,80914:down|Enpp1,18605:down|Ampd3,11717:up|igfL,16000:up
process 09116
regulation of GO:00
interleukin-2 .~ |5.69E-01|6.43E-01 |Ceacam1,26365:up
) 32663
production
somatic stem cell GO:00 )
maintenance 35019 5.69E-01/6.43E-01 |Sfrpl,20377:up
hindbrain GO:00 . )
morphogenesis 21575 5.69E-01|6.43E-01 |Serpine2,20720:up
CD4-positive, alpha-
beta T cell GO:00 .
differentiation involved [02294 | >-89E-01(6.43E-01 {Ly9.17085up
in immune response
regulation of signal GO'19
transduction by p53 -~ |5.69E-01|6.43E-01 |Ankrd1,107765:down
) 01796
class mediator
maintenance of GO:00 ) )
protein location in cell |32507 5.69E-01|6.44E-01 |Kdelr3,105785:down|Cd4,12504:up
axon ensheathment gﬁ%ﬁ?g 5.74E-01|6.49E-01 |Tnf,21926:up|Trf,22041:up
ensheathment of GO:00 ) i
neUrons 07272 5.74E-01|6.49E-01 |Tnf,21926:up|Trf,22041:up
cellular response to GO:00
reactive oxygen 34614 5.74E-01|6.49E-01 |Tnf,21926:up|Akr1c18,105349:up
species
immunoglobulin
production involved in GO:00
immunoglobulin ‘o4 |D.76E-01|6.51E-01 |Tfrc,22042:up
. ) 02381
mediated immune
response
alpha-beta T cell GO:00
activation involved in 02287 5.76E-01|6.51E-01 |Ly9,17085:up

immune response




somatic recombination

of immunoglobulin (13&2? 5.76E-01|6.51E-01 |Tfrc,22042:up
gene segments
alpha-beta T cell G000
differentiation involved 022'93 5.76E-01|6.51E-01 |Ly9,17085:up
in immune response
membrane GO:00 )
invagination 10324 5.76E-01|6.51E-01 |Pparg,19016:up
digestion g%gg 5.79E-01[6.54E-01 |Vdr,22337:down|Mmp13,17386:up
establishment of G000
protein localization to 901'50 5.80E-01|6.54E-01 |Tnf,21926:up|Gas6,14456:up|Ccl2,20296:up|Lrrcl5,74488:down
membrane
cellular lipid catabolic |GO:00 ) ) ) .
Drocess 44242 5.80E-01|6.54E-01 |Akrlc18,105349:up|Lpl,16956:up|Adipoq,11450:up
vesicle docking GO:00 5.84E-01|6.58E-01 |Ncaml1,17967:down
48278
regulation of
establishment of GO:00 )
protein localization to {90003 5.84E-01|6.58E-01 |Lrrcl5,74488:down
plasma membrane
gene silencing by GO:00 .
MIRNA 35195 5.84E-01|6.58E-01 |Egfr,13649:down
determination of GO:00 ) )
left/right symmetry 07368 5.84E-01|6.58E-01 |Wnt5a,22418:down|Aldhla2,19378:up
ATP metabolic process 560032 5.84E-01|6.58E-01 |Htr2a,15558:down|Ampd3,11717:up|lgf1,16000:up
FStI3,83554 down| ITec, 214 26-Up[STrp4,20379:Up|AnKrd 1, 107 765 down[Serpmh L, 12406 :down|Lyl T, 1 7095
up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Adipog,11450:up|Bmp4,12159:
up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up|Prl2c2,18811:up|Efempl,216616:up|Vdr,22337:down
|Fabp4,11770:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Sfrp
2,20319:up|Npnt,114249:up|S100a1,20193:up|lcel,218333:down|Ccl2,20296:up|Ednrb,13618:up|Pdgfc,54
macromolecule GO:00 5.88E-0116.626-01 635:down|Epas1,13819:up|Uchl5,56207:up|Htra3,78558:down|Sdpr,20324:down|Man2a2,140481:up|Bmp
biosynthetic process {09059 | ™ ' rla,12166:down|Ccl4,20303:up|Chst11,58250:down|Ret,19713:up|Vegfb,22340:up|Sdf2l1,64136:up|Prg4,9
6875:down|Plpp3,67916:up|Creb3l1,26427:down|Kitl|,17311:up|Rasl11a,68895:up|Inhba,16323:down|Bnc2
,242509:down|Ccl3,20302:up|Vegfa,22339:down|lgf2,16002:up|Tnf,21926:up|Pparg,19016:up|Lmcd1,309
37:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Has2,15117:down|Sulf1,240725:down|Grem
1,23892:up|Phf11d,219132:up|Col5al,12831:down|Tbx15,21384:down|Enppl,18605:down|Errfil,74155:d
own
lipid modification S&Sg 5.88E-01|6.62E-01 |Pparg,19016:up|Plpp3,67916:up|Adipoq,11450:up
Htr2b,15559:downllcel,218333:down|Ccl2,20296:up|Htr2a,15558:down|Gas6,14456:up|Tnf,21926:up|Glp
GO00 1r,14652:down|Akrl1c18,105349:up|Cd24a,12484:down|Egfr,13649:down|Fgfrl,14182:down|Sec23a,2033
intracellular transport 46507 5.90E-01|6.64E-01 |4:down|Hmox1,15368:up|C1qtnf3,81799:down|Cd4,12504:up|Bmprla,12166:down|Ptgs2,19225:down|Gr
em1,23892:up|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ceacam1,26365:up|Sfrp2,20319:up|Tgfb2
,21808:down
regulation of purine GO'19
nucleotide biosynthetic 003'71 5.94E-01|6.68E-01 |Adm,11535:up|Ptgir,19222:up
process
neurotransmitter GO:00 . .
secretion 07269 5.94E-01|6.68E-01 |[Syt13,80976:up|Sncg,20618:up
negative regulation of G000
protein catabolic 421'77 5.94E-01|6.68E-01 |Egfr,13649:down|Serpine2,20720:up
process
GO:00 B B Htr2b,15559:down|Plk2,20620:down|Lmcd1,30937:up|Dram1,71712:up|Plod2,26432:down|Hmox1,15368:
autophagy 06914 5.96E-01/6.70E-01 up|Sfrp4,20379:up
mitochondrion GO:00 . . .
degradation 00422 5.97E-01/6.70E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up
ethanolamine- GO:00
containing compound ‘~a 15.99E-0116.72E-01 |Fabp5,16592:up
} 42439
metabolic process
somatic diversification |GO:00 .
of immunoglobulins | 16445 5.99E-01|6.72E-01 |Tfrc,22042:up
negative regulation of [GO:00 ) ) . )
blood pressure 45776 5.99E-01|6.72E-01 |Adipoq,11450:up
DNA damage
response, signal SO0/ 5 99e_01[6.72-01 |Ankrd1,107765:down
transduction by p53 30330 ™ ' ' '
class mediator
regulation of G000
nucleotide biosynthetic 30808 5.99E-01|6.72E-01 |Adm,11535:up|Ptgir,19222:up
process
. I GO:00 . .
protein stabilization 50821 6.04E-01|6.77E-01 |Plpp3,67916:up|lgfl,16000:up
maintenance of GO0/ 6 54e_01/6.776-01 [Kdelr3,105785:down|Cd4,12504-up
protein location 45185
sodium ion transport 860522 6.04E-01/6.78E-01 |Fxyd1,56188:up|Serpine2,20720:up|Fxyd2,11936:up
negative regulation of GO'19
cation transmembrane .~ |6.06E-01|6.78E-01 |Tgfb2,21808:down

transport

04063




negative regulation of

reactive oxygen GO:20 ) ) )
species metabolic 00378 6.06E-01|6.78E-01 |Hp,15439:up
process
multi-organism GO:00 .
metabolic process 24033 6.06E-01|6.78E-01 |Ccl4,20303:up
posttranscriptional | GO:00g hee 61678801 |Egfr13649:down
gene silencing 16441
posttranscriptional GO:00 ) ) )
gene silencing by RNA |35194 6.06E-01|6.78E-01 |Egfr,13649:down
interleukin-2 GO:00 )
production 32623 6.06E-01|6.78E-01 |Ceacam1,26365:up
vesicle localization Sloégg 6.08E-01[6.81E-01 |Cd24a,12484:down|Syt13,80976:up|Fafr2,14183:up
response to UV g&fg 6.09E-01|6.81E-01 |Egfr,13649:down|Mme,17380:up
potassium ion GO:00 ) ) ) . ) )
transport 06813 6.12E-01|6.85E-01 |Htr2a,15558:down|Kcnj15,16516:down|Fxyd2,11936:up
cerebellar cortex GO:00 . )
development 21695 6.13E-01|6.85E-01 |Serpine2,20720:up
photoreceptor cell GO:00 ) ) )
differentiation 46530 6.13E-01|6.85E-01 |Vegfa,22339:down
protein export from GO:00 .
nucleus 06611 6.13E-01|6.85E-01 |Gas6,14456:up
histone deacetylation %.5%) 6.13E-01|6.85E-01 |Vegfa,22339:down
nucleoside GO:00
triphosphate ©~16.19E-01|6.90E-01 |Htr2a,15558:down|lgf1,16000:up
; ) 09142
biosynthetic process
monovalent inorganic |GO:00 ) )
cation homeostasis 55067 6.19E-01|6.90E-01 |Ednrb,13618:up|Anpep,16790:up
positive regulation of |GO:19 )
organelle assembly 02117 6.20E-01|6.91E-01 |Tnf,21926:up
respiratory gaseous |GO:001¢ 55e 116.91E-01 |Chst11,58250:down
exchange 07585
regulation of lipid GO:00 )
catabolic process 50994 6.20E-01|6.91E-01 |Tnf,21926:up
negative regulation of |GO:00|g 55e 116.91€-01 |Wnt5a,22418:down
axonogenesis 50771
cell cycle arrest g%gg 6.23E-01/6.94E-01 |Tgfb2,21808:down|inhba,16323:down
regulation of GO:00 )
translational initiation | 06446 |&-27E-01|6.98E-01 |Tnf21926:up
release of cytochrome |GO:00 )
¢ from mitochondria  |o1836 |6-27E-01{6.98E-01 |Igf1,16000:up
regulation of GO:00
neurotransmitter ‘o |6.27E-01|6.98E-01 |Sncg,20618:up
. 46928
secretion
positive regulation of G020
DNA biosynthetic 005'73 6.27E-01|6.98E-01 |Grem1,23892:up
process
regulation of dendritic {GO:00 6.27E-01/6.986-01 |PIk2 20620:down
spine development 60998 | ' ' '
macromolecule GO:00 . ) )
alycosylation 43413 |6-28E-01(6.98E-01 |Sdf2I1,64136:up|Vegfb,22340:up|Man2a2,140481:up
protein glycosylation géigg 6.28E-01|6.98E-01 |Sdf211,64136:up|Vegfb,22340:up|Man2a2,140481:up
maintenance of CO:00|5 33k _017.036-01 |Kdelr3,105785:down|Cd4,12504:up
location in cell 51651
cAMP metabolic GO:00 . . )
process 46058 6.33E-01|7.03E-01 |Adm,11535:up|Ptgir,19222:up
regulation of DNA GO:00 )
recombination 00018 6.34E-01|7.04E-01 |Tfrc,22042:up
negative regulation of GO:00
protein complex .~ 16.34E-01|7.04E-01 |Tnf,21926:up
. 43242
disassembly
PUSILIVE TTYulaturt Ut .
GO:20 )
it.?‘m ceIJ o 00738 6.34E-01|7.04E-01 |Tgfb2,21808:down
centrosome GO:00 )
duplication 51298 6.34E-01|7.04E-01 |PIk2,20620:down
regulation of excitatory GO:00
postsynaptic _~ |6.34E-01|7.04E-01 |Slc29a1,63959:up
) 60079
membrane potential
actin filament bundle - |GO:001¢ 52 117 076 01 |Fam101b,76566:down|Dpysl3,22240:down
organization 61572
somatic cell DNA GO:00 )
recombination 16444 6.41E-01|7.10E-01 |Tfrc,22042:up
membrane docking G0:00 6.41E-01|7.10E-01 |Ncam1,17967:down

22406




GO:00

cellular response to UV 34644 6.41E-01|7.10E-01 [Mme,17380:up
somatic diversification
of immune receptors GO00 '
via germline 6.41E-01|7.10E-01 |Tfrc,22042:up
U . 02562
recombination within a
single locus
regulation of defense [GO:00 ) ) ) ) )
response to virus 50688 6.42E-01|7.11E-01 |Lmcd1,30937:up|lfit1,15957:up
visual perception 8570682? 6.46E-01|7.16E-01 |Col1lal,12814:down|Epasl,13819:up
purine ribonucleoside )
triphosphate metabolic 55?285? 6.46E-01|7.16E-01 |Htr2a,15558:down|Ampd3,11717:up|lgfl,16000:up
process
intrinsic apoptotic
signaling pathway in )
response to GO:00 6.47E-01|7.16E-01 |Creb3l1,26427:down
. . 70059
endoplasmic reticulum
stress
CD4-positive, alpha- G000
beta T cell ~— |6.47E-01{7.16E-01 |Ly9,17085:up
) - 43367
differentiation
regulation of mRNA GO:00 ) ) )
stability 43488 6.47E-01|7.16E-01 |Vegfa,22339:down
mast cell activation S%Sg 6.47E-01|7.16E-01 |Hmox1,15368:up
lysosome localization 5204252 6.47E-01|7.16E-01 |Hmox1,15368:up
membrane GO:00 ) ) :
depolarization 51899 6.51E-01|7.20E-01 |SIc29a1,63959:up|Adipoq,11450:up
cholesterol transport SOO?)S? 6.54E-01|7.22E-01 |Adipoq,11450:up
leukocyte GO:00 .
degranulation 43299 6.54E-01|7.22E-01 |Hmox1,15368:up
Fstl3,83554:down|lcel,218333:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Ampd
3,11717:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Ddah1,69219:down
|Lyl1,17095:up|Sdpr,20324:down|Ggt5,23887:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Ptx3,1
9288:up|Wntb5a,22418:down|Bmprla,12166:down|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|igfl,1
cellular nitrogen GO:00 6000:up|Ret,19713:up|Pdxk,216134:up|Plpp3,67916:up|Ptgir,19222:up|Creb3I1,26427:down|Fgfr2,14183:
compound 442'71 6.54E-01|7.23E-01 |up|Htr2b,15559:down|Prl2¢c2,18811:up|Efempl,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242
biosynthetic process 509:down|Ccl3,20302:up|Vdr,22337:down|Fabp4,11770:up|Vegfa,22339:down|Htr2a,15558:down|Igf2,16
002:up|Slc40al,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:
up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Sulf1,240725:down|Tgfbr3,2181
4:up|Ptgs2,19225:down|Grem1,23892:up|Phf11d,219132:up|Sfrp2,20319:up|Thx15,21384:down|Npnt,114
249:up|Uck2,80914:down|S100a1,20193:up
dephosphorylation GO:00 6.55E-01|7.23E-01 |Tnf,21926:up|Alpl,11647:up|Tgfb2,21808:down|Npnt,114249:up|Plpp3,67916:up
16311
lipid transport gt%gg 6.56E-01|7.24E-01 |Pparg,19016:up|Fam132b,227358:down|Inhba,16323:down|Adipoq,11450:up
purine ribonucleoside |GO:00 B B . , . .
metabolic process 46128 6.56E-01|7.24E-01 |Htr2a,15558:down|Enppl,18605:down|Ampd3,11717:up|lgfl,16000:up
organelle disassembly gg%ég 6.57E-01/7.256-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up
ribonucleoside GO:00
triphosphate metabolic 091'99 6.57E-01|7.25E-01 |Htr2a,15558:down|Ampd3,11717:upllgf1,16000:up
process
glycosylation %%:gg 6.57E-01/7.256-01 [Sdf211,64136:up|Vegfb,22340:up|Man2a2,140481:up
sterol transport f%fg 6.60E-01/7.276-01 |Adipog,11450-up
peripheral nervous GO:00 B B .
system development  |07422 6.60E-01|7.27E-01 |Ednrb,13618:up
ER-associated
ubiquitin-dependent  |GO:00 .
protein catabolic 30433 6.60E-01|7.27E-01 |Sdf211,64136:up
process
regulation of organelle |GO191¢ c1c 6117 31 01 |Tnf.21926:up|PIk2,20620:down
assembly 02115
regulation of cell GO:00 ) ) ) )
projection assembly  |60491 6.64E-01|7.31E-01 |Prl2c2,18811:up|Dpysl3,22240:down
sensory perception of |GO:00 ) ) ) .
light stimulus 50953 6.64E-01|7.31E-01 |Colllal,12814:down|Epasl,13819:up
purine ribonucleoside )
monophosphate gs?ig? 6.64E-01|7.31E-01 |Htr2a,15558:down|Ampd3,11717:upl|lgf1,16000:up
metabolic process
somatic diversification |GO:00 .
of immune receptors |02200 6.66E-01|7.33E-01 |Tfrc,22042:up
neuromuscular process| GO:00|g g 1|7 33¢ 01 | Aldh1a3,56847:down
controlling balance 50885




oligosaccharide GO:00 .
metabolic process 09311 6.66E-01|7.33E-01 [Man2a2,140481:up
purine nucleoside GO00
monophosphate 091'26 6.68E-01|7.34E-01 |Htr2a,15558:down|Ampd3,11717:up|lgf1,16000:up
metabolic process
purine nucleoside GO:00 ) B . ) . .
metabolic process 42278 6.69E-01|7.35E-01 |Htr2a,15558:down|Enppl,18605:down|Ampd3,11717:up|lgfl,16000:up
lipid catabolic process ft%fg 6.726-01|7.38E-01 |Tnf,21926:up|Akr1c18,105349:up|Lpl, 16956:up|Adipog, 11450:up
activation of GTPase  |GO:00 .
activity 90630 6.72E-01|7.38E-01 |Wntba,22418:down
mitotic cell cycle GO:19 6.736-0117 39601 Tnf,21926:up|PIk2,20620:down|Fgfrl,14182:down|Egfr,13649:down|Inhba,16323:down|lgf1,16000:up|Bm
process 03047 |~ ' p4,12159:up|Nabp1,109019:down|Fgfr2,14183:up|lgf2,16002:up
intrinsic apoptotic |GO001 ¢ 20e 6117 418 01 |Tnf,21926:up|Cxcl12,20315:up|Hmox1,15368:up|Creb3l1,26427:down
signaling pathway 97193
purine nucleoside G000
triphosphate metabolic 091'44 6.75E-01|7.41E-01 |Htr2a,15558:down|Ampd3,11717:up|lgf1,16000:up
process
protein GO:00 6.75-0117 42601 Coll1a2,12843:down|Hmox1,15368:up|C1qtnf3,81799:down|C1qtnf6,72709:down|Dpysl|3,22240:down|Chbr
oligomerization 51259 | ' 2,12409:up|Adipoq,11450:up
regulation of GO:00 ) B . . . . ! .
membrane potential 42391 6.77E-01|7.43E-01 |Tnf,21926:up|Fxyd1,56188:up|ll1rn,16181:up|Slc29al,63959:up|Adipog,11450:up
coenzyme metabolic  |GO:001¢ 70 117 44g_01 |Htr2a,15558:down|Pdxk 216134:up|Cbr2,12409-up|Igf1,16000:up
process 06732
response to GO:00
endoplasmic reticulum 34§76 6.81E-01|7.47E-01 |Pdia5,72599:down|Sdf211,64136:up|Creb3l1,26427:down
stress
regulation of protein GO'19
localization to plasma 03676 6.84E-01|7.49E-01 |Lrrcl5,74488:down
membrane
macroautophagy i?zgg 6.86E-01|7.52E-01 |Lmcd1,30937:up|Plod2,26432:down|Hmox1,15368:up|Sfrp4,20379:up
regulation of protein  |GO00/¢ aar 6117 536 01 |Tnf,21926:up|ice1,218333:down|Cd24a,12484:down|Ncam?, 17967:down|Vegfa, 22339:down
complex assembly 43254
purine nucleoside GO:00 . )
biosynthetic process 42451 6.89E-01|7.54E-01 |Htr2a,15558:down|lgf1,16000:up
purine ribonucleoside [GO:00 . .
biosynthetic process 46129 6.89E-01|7.54E-01 |Htr2a,15558:down|lgf1,16000:up
regulation of RNA GO:00 .
stability 43487 6.90E-01|7.55E-01 |Vegfa,22339:down
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Enpp5,83965:up|Ankrd1,107765:down|Ly
11,17095:up|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22
041:up|Wnt5a,22418:down|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|Hal,15109:up|lgf1,16000:
up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|Efempl,216616
:up|Vdr,22337:down|Fabp4,11770:up|Nabp1,109019:down|Htr2a,15558:down|Oas3,246727:up|Slc40al,5
cellular aromatic GO:00 3945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Sfrp2,20319:up|
compound metabolic 067-25 6.93E-01|7.58E-01 |[Npnt,114249:up|S100a1,20193:up]lcel,218333:down|Pdgfc,54635:down|Ednrb,13618:up|Ampd3,11717:u
process p|Epasl,13819:up|Htra3,78558:down|Uchl5,56207:up|Sdpr,20324:down|Enpp3,209558:down|Bmprla,121
66:down|Ccl4,20303:up|Ret,19713:up|Pdxk,216134:up|Plpp3,67916:up|Creb3l1,26427:.down|Kitl,17311:up
|Rasl11a,68895:up|inhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Gfpt2,14584:down|Vegfa,22339:
down|Cbr2,12409:up|lgf2,16002:up|Anpep,16790:up|Tnf,21926:up|Pparg,19016:up|Lmcd1,30937:up|Glpl
r,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725:down|Grem1,23892:up|Phf11d,219132:u
p|Tbx15,21384:down|Uck2,80914:down|Enpp1,18605:down
endomembrane GO:00 Tnf,21926:up|Gas6,14456:up|Col5al,12831:down|Tgfb2,21808:down|Serpine2,20720:up|Lrrc15,74488:do
o 6.94E-01|7.59E-01 ) ;
system organization 10256 wn|Adipog,11450:up
positive regulation of |GO:001¢ aoe 477 5001 |Ceacami 26365:up
viral process 48524
synaptic vesicle GO:00 B B )
exocytosis 16079 6.95E-01|7.59E-01 |Syt13,80976:up
protein deacetylation g&?g 6.95E-01/7.59E-01 |Vegfa,22339:down
B cell activation G000
involved in immune 023'12 6.95E-01|7.59E-01 |Tfrc,22042:up
response
regulation of TOR GO:00 ) ) )
signaling 32006 6.95E-01|7.59E-01 |Gas6,14456:up
natural killer cell GO:00 .
activation 30101 6.95E-01|7.59E-01 |Gas6,14456:up
signal transduction in G000
response to DNA —~|6.95E-01|7.59E-01 |Ankrd1,107765:down
42770
damage
organonitrogen GO'19 Htr2b,15559:down|Adm,11535:up|Ampd3,11717:up|Epasl,13819:up|Htr2a,15558:down|Cdol,12583:up|T
compound 01566 7.01E-01|7.64E-01 |nf,21926:up|Ggt5,23887:up|Fabp5,16592:up|Egfr,13649:down|Has2,15117:down|Igf1,16000:up|Chst11,58
biosynthetic process 250:down|Gatm,67092:down|Pdxk,216134:up|Tgfb2,21808:down|Ptgir,19222:up|Uck2,80914:down
regulation of G000
postsynaptic o |7.01E-01|7.64E-01 |SIc29a1,63959:up
) 60078
membrane potential
regulation of release of G000
sequestered calcium 512'79 7.01E-01|7.64E-01 |Tgfb2,21808:down

ion into cytosol




regulation of protein  [GO:00 ) ) )
dephosphorylation 35304 7.01E-01|7.64E-01 |Tnf,21926:up
alpha-amino acid GO:19 )
biosynthetic process 01607 7.01E-01|7.64E-01 |Gatm,67092:down
regulation of DNA GO:00 ) ) .
repair 06282 7.01E-01|7.64E-01 |Egfr,13649:down
DNA recombination GO:00 7.01E-01|7.65E-01 |Uchl5,56207:up|Nabpl1,109019:down|Tfrc,22042:up
06310
regulation of intrinsic G020
apoptotic signaling 012'42 7.04E-01|7.68E-01 |Cxcl12,20315:up|Creb3l1,26427:down
pathway
negative regulation of )
ion transmembrane GO:00 7.06E-01|7.69E-01 |Tgfb2,21808:down
34766
transport
regulation of Notch —1GO:0017 gee 117 69 01 |Postn,50706:down
signaling pathway 08593
cell-cell junction GO:00 .
assembly 07043 7.06E-01|7.69E-01 |Tnf,21926:up
energy derivation by G000
oxidation of organic 15980 7.08E-01|7.71E-01 |Enpp1,18605:down|lgf2,16002:up|lgfl,16000:up
compounds
generation of G000
precursor metabolites 06(591 7.09E-01|7.72E-01 |Htr2a,15558:down|Enppl,18605:down|lgf2,16002:up]|lgfl,16000:up
and energy
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Enpp5,83965:up|Ankrd1,107765:down|Ly
11,17095:up|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|Lox|2,94352:down|LoxI3,16950:down|Trf,22
041:up|Mme,17380:up|Wntba,22418:down|Adipoq,11450:up|Bmp4,12159:up|Hal,15109:up|lgfl,16000:up
|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|Efemp1,216616:up|Vdr,22337:down|F
abp4,11770:up|Nabp1,109019:down|Htr2a,15558:down|Oas3,246727:up|Slc40a1,53945:up|Gas6,14456:u
heterocvcle metabolic |G0:00 p|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Sfrp2,20319:up|Npnt,114249:up|S100a
rocessy 46483 7.10E-01|7.73E-01 |1,20193:upllcel,218333:down|Pdgfc,54635:down|Ednrb,13618:up|Ampd3,11717:up|Epasl,13819:up|Htra
P 3,78558:down|Uchl5,56207:up|Sdpr,20324:down|Enpp3,209558:down|Bmprla,12166:down|Ccl4,20303:u
p|Ret,19713:up|Pdxk,216134:up|Plpp3,67916:up|Creb3I1,26427:down|Kitl,17311:up|P4hal,18451:down|R
asl11a,68895:up|Inhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Gfpt2,14584:down|Vegfa,22339:do
wn|Cbr2,12409:up|lgf2,16002:up|Tnf,21926:up|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,
14182:down|Hmox1,15368:up|Sulf1,240725:down|Grem1,23892:up|Phf11d,219132:up|Thx15,21384:dow
n|Uck2,80914:down|Enpp1,18605:down
ER to Golgi vesicle- GO:00 .
mediated transport 06888 7.12E-01|7.74E-01 |Sec23a,20334:down
positive regulation of B|GO:00 B B .
cell activation 50871 7.12E-01|7.74E-01 |Tfrc,22042:up
centrosome cycle g%gg 7.12E-01|7.74E-01 |PIk2,20620:down
fatty acid beta- GO:00 . )
oxidation 06635 7.12E-01|7.74E-01 |Adipoq,11450:up
neuropeptide signaling |GO:00 B B .
pathway 07218 7.17E-01|7.80E-01 |Glplr,14652:down
cellular response to GO:00 . . . . .
starvation 09267 7.18E-01|7.81E-01 |Gas6,14456:up|Lmcd1,30937:up|Plod2,26432:down|Hmox1,15368:up|Sfrp4,20379:up
positive regulation of T|{GO:00 B B )
cell differentiation 45582 7.22E-01|7.84E-01 |Tnfsf9,21950:up
long-chain fatty acid  [GO:00 .
metabolic process 01676 7.22E-01|7.84E-01 |Ptgs2,19225:down
positive regulation of
proteasomal ubiquitin-|{GO:00 B B )
dependent protein 30436 7.22E-01|7.84E-01 |PIk2,20620:down
catabolic process
protein N-linked GO:00 B B .
glycosylation 06487 7.22E-01|7.84E-01 [Man2a2,140481:up
cellular response to GO:00 )
light stimulus 71482 7.27E-01|7.89E-01 |Mme,17380:up
protein deacylation g%gf 7.27E-01/7.896-01 |Vegfa,22339:down
skeletal muscle cell GO:00 .
differentiation 35914 7.27E-01|7.89E-01 |Ankrd1,107765:down
macromolecule GO:00 .
deacylation 98732 7.32E-01|7.93E-01 |Vegfa,22339:down
glial cell development Sggg 7.32E-01/7.936-01 |Egfr.13649:down
. GO:00 .
oogenesis 48477 7.32E-01|7.93E-01 |[lgf1,16000:up
positive regulation of  [GO:00 )
insulin secretion 30024 7.32E-01|7.93E-01 |Glplr,14652:down
regulation of cyclin-
dependent protein GO:00 B B .
serine/threonine 00079 7.32E-01|7.93E-01 |Egfr,13649:down
kinase activity
regulatlon qf G000 ' . . .
mitochondrion 10821 7.34E-01|7.94E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up|lgfl,16000:up

organization




T cell mediated CO:0015 376 01(7.97E-01 |Cd24a,12484:down
immunity 02456
dendritic spine GO:00 )
development 60996 7.37E-01|7.97E-01 |PIk2,20620:down
regulation of cyclin- GO'19
dependent protein o |7.37E-01|7.97E-01 |Egfr,13649:down
) ! 04029
kinase activity
protein localization to [{GO:00 ) ) ) ) ) ) ) .
membrane 72657 7.37E-01|7.97E-01 |Tnf,21926:up|Gas6,14456:up|Ccl2,20296:up|Lrrc15,74488:down|Adipoq,11450:up
negative regulation of G000
transmembrane | 7.42E-01|8.01E-01 |Tgfb2,21808:down
34763
transport
polyol metabolic GO:00 ) ) .
process 19751 7.42E-01/8.01E-01 |Sord,20322:up
. GO:00 .
DNA modification 06304 7.42E-01|8.01E-01 |Gstt1,14871:up
liposaccharide GO:19 )
metabolic process 03509 7.42E-01|8.01E-01 |Aoah,27052:up
potassium ion CO:0017 12e_01[8.01E-01 |Hir2a,15558:down
P " 43266 |- : : :
regulation of protein  [GO:00 ) ) )
complex disassembly |43244 7.42E-01/8.01E-01 |Tnf,21926:up
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Enpp5,83965:up|Ankrd1,107765:down|Ly
11,17095:up|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22
041:up|Mme,17380:up|Wntb5a,22418:down|Maob,109731:up|Adipoq,11450:up|Bmp4,12159:up|Hal, 15109
:up|lgf1,16000:up|Tgfb2,21808:down|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|E
femp1,216616:up|Vdr,22337:down|Fabp4,11770:up|Nabp1,109019:down|Htr2a,15558:down|Oas3,24672
organic cyclic GO'19 7:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Sf
compound metabolic 01360 7.42E-01|8.01E-01 |rp2,20319:up|Npnt,114249:up|S100a1,20193:up|lcel,218333:down|Pdgfc,54635:down|Ednrb,13618:up|A
process mpd3,11717:up|Epasl,13819:up|Htra3,78558:down|Uchl5,56207:up|Sdpr,20324:down|Enpp3,209558:do
wn|Akrl1c18,105349:up|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Pdxk,216134:up|Plpp3,67916:u
p|Creb311,26427:.down|Kitl,17311:up|P4hal,18451:down|Rasl11a,68895:up|inhba,16323:down|Bnc2,2425
09:down|Ccl3,20302:up|Vegdfa,22339:down|Gfpt2,14584:down|Cbr2,12409:up|lgf2,16002:up|Tnf,21926:up
|Pparg,19016:up|Lmcd1,30937:up|Glplr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725:d
own|Grem1,23892:up|Phf11d,219132:up|Tbx15,21384:down|Uck?2,80914:down|Enpp1,18605:down
cell cycle checkpoint ggé?g 7.44E-01|8.04E-01 |PIk2,20620:down|Nabp1,109019:down
. ) GO:00 .
TOR signaling 31929 7.46E-01|8.05E-01 |Gas6,14456:up
localization within - 1GO:0017 4 118 05E_01 |Cd24a,12484:down
membrane 51668
regulation of pH gi%gg 7.46E-01|8.05E-01 |Ednrb,13618:up
ERAD pathway gt%gg 7.46E-01/8.056-01 |Sdf2l1,64136:up
actin filament GO0017 49e_01/8.08E-01 |Fam101b,76566:down|Trf,22041:up|Shroomd,208431:down|Dpysl3,22240:down
organization 07015
mitotic spindle G000 516 01[8.09E-01 |Pik2,20620:down
organization 07052
negative regulation of [GO:00 B B )
protein ubiquitination |31397 7.51E-01/8.09E-01 |Nxn,18230:down
peptidyl-threonine GO:00 B B )
phosphorylation 18107 7.51E-01/8.09E-01 |Wntb5a,22418:down
cell cycle phase GO0015 516 01/8.09E-01 |PIk2,20620:down|Egfr,13649:down|inhba,16323:down|Susd2,71733:up
transition 44770
positive regulation of  [GO:00 B B .
histone modification 31058 7.55E-01|8.13E-01 |Vegfa,22339:down
positive regulation of GO'19
proteasomal protein 01800 7.55E-01/8.13E-01 |PIk2,20620:down
catabolic process
response to starvation f%gg 7.56E-01|8.13E-01 |Gas6,14456:up|Lmcd1,30937:up|Plod2,26432:down|Hmox1,15368:up|Sfrp4,20379:up
proton transport (135%82 7.60E-01/8.17E-01 |Hven1,74096:up
regulation of GO:00 ) ) )
macroautophagy 16041 7.60E-01/8.17E-01 [Hmox1,15368:up
T cell differentiation in |GO:00 )
thymus 33077 7.60E-01/8.17E-01 |Bmp4,12159:up
thymocyte GO:00 )
aggregation 71594 7.60E-01/8.17E-01 |Bmp4,12159:up
actin cytoskeleton - 1GO001; 5oe 0918 17601 |ptk7,71461:down
reorganization 31532




cellular nitrogen

Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Enpp5,83965:up|Ankrd1,107765:down|Ly
11,17095:up|Gstt1,14871:up|Blvrb,233016:up|lgfbp3,16009:up|Ggt5,23887:up|LoxI2,94352:down|LoxI3,169
50:down|Trf,22041:up|Mme,17380:up|Wnt5a,22418:down|Maob,109731:up|Adipoq,11450:up|Bmp4,1215
9:up|Hal,15109:up|lgfl,16000:up|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:down|Prl2c2,18811:up|Efem
p1,216616:up|Vdr,22337:down|Fabp4,11770:up|Nabpl1,109019:down|Htr2a,15558:down|0as3,246727:up
|Slc40a1,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,21814:up|Tfrc,22042:up|Gstm1

. |GO:00 . . ,14862:up|Sfrp2,20319:up|Npnt,114249:up|S100a1,20193:up|lcel,218333:down|Pdgfc,54635:down|Ednrb
C‘r’g;‘;gs“”d metabolic |69 |7-60E-0118.176-01 ") 361 g 0]Ampd3.11717-up|Mmp13,17386:up|EpasL, 13819-up|Htra3,78558-down|Uchl5,56207-up|Ddah1
P ,69219:down|Sdpr,20324:down|Enpp3,209558:down|Ptx3,19288:up|Fabp5,16592:up|Bmprila,12166:down
|Ccl4,20303:up|Ret,19713:up|Pdxk,216134:up|Plpp3,67916:up|Creb3I1,26427.down|Kitl,17311:up|Rasl11a,
68895:up|Inhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Vegfa,22339:down|Gfpt2,14584:down|Cb
r2,12409:up|lgf2,16002:up|Anpep,16790:up|Pparg,19016:up|Tnf,21926:up|Lmcd1,30937:up|Glplr,14652:
down|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725:down|Ptgs2,19225:down|Grem1,23892:up|Phf11
d,219132:up|Tbx15,21384:down|Uck?2,80914:down|Enpp1,18605:down
hydrogen transport g(%fg 7.64E-01|8.21E-01 |Hvenl,74096:up
regulation of G1/S G020
transition of mitotic "= |7.64E-01|8.21E-01 |Egfr,13649:down
00045
cell cycle
— GO:00 .
gene silencing by RNA 31047 7.64E-01|8.21E-01 |Egfr,13649:down
peptidyl-threonine GO:00 .
modification 18210 7.69E-01|8.25E-01 |Wnt5a,22418:down
Notch signaling GO:00 . )
pathway 07219 7.71E-01|8.27E-01 |Hp,15439:up|Postn,50706:down
xenopha G000 7.73E-01|8.28E-01 |Lmcd1,30937:u
phagy 98792 " ' USSP
toll-like receptor GO:00 .
signaling pathway 02224 7.73E-01/|8.28E-01 |Tnf,21926:up
positive regulation of [GO:19 B B .
chromatin modification|03310 /.73-01/8.28E-01 |Vegfa,22339:down
regulated secretory GO:00 B B ) )
pathway 45055 7.74E-01|8.29E-01 |Hmox1,15368:up|Syt13,80976:up
cerebellum GO:00 . .
development 21549 7.77E-01|8.32E-01 |Serpine2,20720:up
cellular biogenic amine |GO:00 .
metabolic process 06576 7.77E-01|8.32E-01 |Fabp5,16592:up
double-strand break G000
repair via homologous o | 7.77E-01|8.32E-01 |Nabp1,109019:down
o 00724
recombination
o . |GO:00 .
recombinational repair 00725 7.77E-01|8.32E-01 |Nabp1,109019:down
positive regulation of  [{GO:00 B B .
translation 45727 7.77E-01/8.32E-01 |Tnf,21926:up
. . GO:00 .
associative learning 08306 7.81E-01|8.35E-01 |Glplr,14652:down
rieyduve reyuiatior ol
protein modification GO'19
by small protein 033'21 7.81E-01|8.35E-01 |Nxn,18230:down
conjugation or
I’@g"u“.a’a'uu OT acturT GO:00
filament-based 329'70 7.84E-01|8.38E-01 |Fxyd1,56188:up|Gpm6b,14758:up|Tgfb2,21808:down|Stc1,20855:up
alpha-beta T cell GO:00 .
differentiation 46632 7.85E-01/8.38E-01 |Ly9,17085:up
fatty acid catabolic GO:00 . )
process 09062 7.85E-01|8.38E-01 |Adipoq,11450:up
coenzyme biosynthetic |GO:00|; gee 115 38F 01 [paxk 216134:up
process 09108
. GO:00 .
chloride transport 06821 7.89E-01|8.42E-01 |Fxyd1,56188:up
positive regulation of G000
mitochondrion 10322 7.89E-01|8.42E-01 |Lmcd1,30937:up|Plod2,26432:down|Sfrp4,20379:up
organization
multi-organism GO:00 . .
behavior 51705 7.93E-01|8.45E-01 |Serpine2,20720:up
regulation of G000
proteasomal protein 611'36 7.97E-01/8.50E-01 |Uchl5,56207:up|Plk2,20620:down
catabolic process
o GO:00 B B Tnf,21926:up|PIk2,20620:down|Fgfrl,14182:down|Egfr,13649:down|Inhba,16323:down|Igf1,16000:up|Bm
mitotic cell cycle 00278 | /-98E-01|8.51E-01 | 1% 51 59.up|Nabp1,109019:down|Fgfr2,14183:upllgf2.16002:up
regulation of GO0 6 50E-01/8.526-01 [Ncam1,17967-down|Hmox1,15368:up
exocytosis 17157
nucleic acid G000
phosphodiester bond - |8.00E-01|8.53E-01 |Igfbp3,16009:up
. 90305
hydrolysis
. . GO:00 . .
circadian rhythm 07623 8.05E-01|8.57E-01 |Pparg,19016:upllgfl,16000:up
metencephalon GO:00 B B . )
development 22037 8.07E-01|8.59E-01 |Serpine2,20720:up




GO:00

cell recognition 08037 8.07E-01|8.59E-01 |Wntba,22418:down
protein GO:00 ) ) )
deubiquitination 16579 8.07E-01|8.59E-01 |Uchl5,56207:up
response to light GO00/6 5o _018.50E-01 |Pparg,19016:up|Egfr,13649:down|Mme,17380:up
stimulus 09416 |~ ' ' ’ ' ’ ' ’
positive regulation of
proteolysis involved in |GO:191 g 110 6116 69F 01 |pik2,20620:down
cellular protein 03052
catabolic process
. . GO:00 .
acid secretion 46717 8.11E-01|8.62E-01 |ll1rn,16181:up
mitotic nuclear division g%gg 8.16E-01[8.67E-01 |Tnf,21926:up|Igf2,16002:up|Fgfr2,14183:upligfl,16000:up|Bmp4,12159:up
positive regulatlon of G000 '
cellular amide 8.18E-01/8.68E-01 |Tnf,21926:up
i 34250
metabolic process
positive regulation of G000 .
defense response to 8.18E-01/8.68E-01 |Lmcd1,30937:up
virus by host 02230
G000 Tnf,21926:up|PIk2,20620:down|Fgfrl,14182:down|Egfr,13649:down|Sfrp1,20377:up|Wnt5a,22418:down|in
cell cycle process '~ 8.20E-01(8.70E-01 |hba,16323:down|Susd2,71733:up|lgf1,16000:up|Bmp4,12159:up|Nabp1,109019:down|Tgfb2,21808:down]|
22402 ) }
Fgfr2,14183:upllgf2,16002:up
peptide metabolic GO:00 8.20E-01l8 70601 Ggth,23887:up|Tnf,21926:up|Egfr,13649:down|Mme,17380:up|Mmp13,17386:up|lgfl,16000:up|Gstm1,14
process 06518 | ’ 862:up|Gstt1,14871:up|Anpep,16790:up
) GO:00 Inhba,16323:down|Ptgs2,19225:down|Ednrb,13618:up|Plat,18791:down|lgf1,16000:up|Bmp4,12159:up|Cx
sexual reproduction |, qq53(8.23E-0118.73E-01 | 15 55315 p(Serpine2,20720-up|Kitl 17311-up
centrosome CO0018 546-01(8.736-01 |Pik2,20620:down
organization 51297
gamete generation GO:00 8.24E-01/8.73E-01 Cxcl12.2.0315:up|Inhba,16323:down|PtgsZ,19225:down|Plat,18791:down|K|t|,17311:up||gf1,16000:up|Bmp
07276 4,12159:up
posttranscriptional .
regulation of gene f[%gg 8.25E-01|8.74E-01 |Tnf,21926:up|Egfr,13649:down|Vegfa,22339:down|Igfl,16000:up
expression
Fstl3,83554:down|Adm,11535:up|Tfec,21426:up|Sfrp4,20379:up|Enpp5,83965:up|Ankrd1,107765:down|Ly
11,17095:up|Gstt1,14871:up|lgfbp3,16009:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22
418:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Ptgir,19222:up|Fgfr2,14183:up|Htr2b,15559:d
own|Prl2c2,18811:up|Efemp1,216616:up|Vdr,22337:down|Fabp4,11770:up|Nabp1,109019:down|Htr2a,15
nucleobase-containin 558:down|0as3,246727:up|Slc40al,53945:up|Gas6,14456:up|Egfr,13649:down|Sfrp1,20377:up|Tgfbr3,218
compound metabolicg GO:00 8.07E-01/8.76E-01 14:up|Tfrc,22042:up|Sfrp2,20319:up|Npnt,114249:up|S100a1,20193:up|lcel,218333:down|Ednrb,13618:u
rochs 06139 |~ ' p|Pdgfc,54635:down|Ampd3,11717:up|Epasl,13819:up|Uchl5,56207:up|Htra3,78558:down|Sdpr,20324:do
P wn|Enpp3,209558:down|Bmprla,12166:down|Ccl4,20303:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427
:down|Kitl,17311:up|Rasl11a,68895:up|inhba,16323:down|Bnc2,242509:down|Ccl3,20302:up|Gfpt2,14584:
down|Vegfa,22339:down|Cbr2,12409:up|lgf2,16002:up|Tnf,21926:up|Pparg,19016:up|Lmcd1,30937:up|Gl
plr,14652:down|Fgfrl,14182:down|Hmox1,15368:up|Sulf1,240725:down|Grem1,23892:up|Phf11d,219132
:up|Tbx15,21384:down|Enppl,18605:down|Uck2,80914:down
monocarboxylic acid  [GO:00 . )
catabolic process 72329 8.27E-01|8.76E-01 |Adipoq,11450:up
translational initiation g&fg 8.27E-01/8.76E-01 |Tnf21926:up
pattern ref:ogn!tlon GO:00 '
receptor signaling 02221 8.34E-01|8.82E-01 |Tnf,21926:up
pathway
Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Pdgfc,54635:down|Ednrb,13618:up|E
pas1,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|
Man2a2,140481:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla, 12166
:down|Adipoq,11450:up|Bmp4,12159:up|lgfl,16000:up|Chst11,58250:down|Ret,19713:up|Sdf2I1,64136:u
cellular macromolecule|GO:00 8.36E-01l8.836-01 p|Vegfb,22340:up|Plpp3,67916:up|Creb3l1,26427:down|Fgfr2,14183:up|Kitl,17311:up|Prl2c2,18811:up|Efe
biosynthetic process  [34645|™ ' mp1,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|
Fabp4,11770:up|Vegfa,22339:down|lgf2,16002:up|Slc40a1,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,
21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Has2,15117:down|Hm
0x1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219132:up|Sf
rp2,20319:up|Thx15,21384:down|Npnt,114249:up|Enppl,18605:down|S100a1,20193:up
regulation of regulated |GO:19 )
secretory pathway 03305 |8-37E-01[8.84E-01 |Hmox1,15368:up
establishment of GO:0014 35F_01/8.856-01 |Cd24a,12484:down|Hmox1,15368:up|Syt13,80976:up|Fgfr2,14183:
organelle localization |51656 | ) ' ' ' UPISYLES, uplrgire, up
protein catabolic GO:00 8.38E-01/8.856-01 Tnf,21926:up|PIk2,20620:down|Egfr,13649:down|Wnt5a,22418:down|Ceacam1,26365:up|Uchl5,56207:up|
process 30163 | ) Hpse,15442:up|Sdf211,64136:up|Serpine2,20720:up|Adamts12,239337:down
regulation of circadian |GO:00 )
thythm 42752 8.40E-01|8.86E-01 |Pparg,19016:up
negative regulation of GO'19 .
cell cycle phase 01988 8.40E-01|8.86E-01 |Susd2,71733:up
transition
innate immune )
response-activating gggg 8.40E-01/8.86E-01 |Tnf21926:up
signal transduction
membrane fusion 6000 8.40E-01|8.86E-01 |Gas6,14456:up|Syt13,80976:up
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regulation of defense

response to virus by GO:00 8.43E-01/8.89E-01 |Lmcd1,30937:up
50691
host
) . GO:00 .
action potential 01508 8.45E-01|8.91E-01 |Tnf,21926:up
regulation of response [GO:00 ) ) .
to nutrient levels 32107 8.45E-01/8.91E-01 |Hmox1,15368:up
regulation of response G000
to extracellular ‘18.45E-01(8.91E-01 [HmMox1,15368:up
. 32104
stimulus
sensory perception of |GO:00 )
smell 07608 8.45E-01|8.91E-01 |Igf1,16000:up
IIII\.,IUITU.UUIE G0,00 i
organizing center 8.45E-01|8.91E-01 |PIk2,20620:down
I 31023
regulation of
proteolysis involved in | GO:191 g \2¢ 6118 92E_ 01 |Uchi5,56207:up|PIk2,20620:down
cellular protein 03050
catabolic process
single-organism GO:00 ,21926:up|Gas6,14456:up|Cd24a,12484:down|Ccl2,20296:up|Adi O:up|Col5a1,12831:d
membrane 10015 49£-01l8.94E-01 Tnf,21926:up|Gas6,14456:up|Cd24a,12484:down|Ccl2, :up|Adipog,11450:up|Col5al,12831:down|Tg
o 44802 |~ ’ fb2,21808:down|Lrrc15,74488:down|Syt13,80976:up
organization
protein GO:00 ) B . . ; .
homooligomerization |51260 8.51E-01|8.96E-01 |Hmox1,15368:up|Dpysl3,22240:down|Adipoq,11450:up
signal transduction by |GO:00 ) ) .
053 class mediator 72331 8.51E-01|8.96E-01 |Ankrd1,107765:down
positive regulation of GO'19
cellular protein -~ |8.54E-01|8.98E-01 |PIk2,20620:down
: 03364
catabolic process
mitotic cell cycle phase | GO:00|g 546118 9gE-01 |PIk2,20620:down|Egfr,13649:down|inhba, 16323:down
transition 44772
regulation of GO:00 ) . )
translation 06417 8.56E-01/9.00E-01 |Tnf,21926:up|Egfr,13649:down|Igfl,16000:up
pIULCIII IIIUUIII?..CILIUII GOOO
by small protein 70646 8.56E-01|9.00E-01 |Uchl5,56207:up
al
membrane GO:00 8.58E-01/9.01F-01 Tnf,21926:up|Pparg,19016:up|Gas6,14456:up|Cd24a,12484:down|Ccl2,20296:up|Adipoq,11450:up|Col5al
organization 61024 | ' ,12831:down|Tgfb2,21808:down|Lrrc15,74488:down|Syt13,80976:up
activation of innate - |GO:001g gae 10 0201 |Tnf21926:up
immune response 02218
secondary alcohol GO:19 )
metabolic process 02652 8.59E-01|9.02E-01 |Fgfrl,14182:down
neuromuscular process g(()jg(())g 8.62E-01|9.03E-01 |Aldhla3,56847:down
sphingolipid metabolic |GO:001g sor 0119 1001 |Serinc2,230779:down
process 06665
positive regulation of |GO:00 871E-01l9.126-01 Tnf,21926:up|Lmcd1,30937:up|Wnt5a,22418:down|Sfrp4,20379:up|lgfl,16000:up|Plod2,26432:down|Vegf
organelle organization |10638 |~ ' a,22339:down|Igf2,16002:up
calcium ion- GO:00 )
dependent exocytosis | 17156 8.71E-01/|9.12E-01 |Syt13,80976:up
regulation of protein  |GO:00 . )
stability 31647 |8-73E-01|9.13E-01  |PIpp3,67916:upligf1,16000:up
negative regulation of |GO:00 ) ) )
organelle organization | 10639 |875E-01{9-15E-01 Fgfr2,14183:upllgf1,16000:up|Bmp4,12159:up
regulation of cell cycle |GO:19 ) )
phase transition 01987 8.78E-01|9.18E-01 |Egfr,13649:down|Susd2,71733:up
GO:00 .
nuclear export 51168 8.81E-01|9.20E-01 |Gas6,14456:up
. .. |GO:00 .
protein tetramerization 51262 8.81E-01|9.20E-01 |Cbr2,12409:up
actin filament bundle |GO:00 )
assembly 51017 8.81E-01|9.20E-01 |Dpysl3,22240:down
Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Ednrb,13618:up|Epasl,13819:up|Ankr
d1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Sdpr,20324:down|LoxI2,94352:down|L
ox13,16950:down|Trf,22041:up|Wnt5a,22418:down|Bmprla,12166:down|Ccl4,20303:up|Adipoqg,11450:up|
GO:00 Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,67916:up|Creb3I1,26427:down|Fgfr2,14183:up|Prl2c2,
RNA metabolic process 16670 8.81E-01|9.20E-01 [18811:up|Efempl,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,
22337.down|Fabp4,11770:up|Vegfa,22339:down|Oas3,246727:up|lgf2,16002:up|Slc40al,53945:up|Pparg,
19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:
down|Hmox1,15368:up|Sfrp1,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Grem1,23892:up|Phf11d,219
132:up|Sfrp2,20319:up|Tbx15,21384:down|Npnt,114249:up|S100a1,20193:up
feeding behavior g%gf 8.83E-01/9.226-01 |Glp1r,14652:down
. - GO:00 .
spindle organization 07051 8.85E-01|9.24E-01 |PIk2,20620:down
regulation of cellular GO'19
protein catabolic 03362 8.85E-01|9.24E-01 |Uchl5,56207:up|Plk2,20620:down
process
immune response-
regulating cell surface |GO:00 B ~ .
recaptor signaling 02768 8.87E-01|9.26E-01 |Clecde,56619:up

pathway




cofactor biosynthetic  |GO:00 8.89E-01[9.27E-01 |pdxk 216134:up
process 51188 |™ ' ' )
Fam101b,76566:down|P4hal,18451:down|Col5a2,12832:downl|lcel,218333:down|Pdgfc,54635:down|Dpy
macromolecular s13,22240:down|Mgp,17313:up|Serpinh1,12406:down|Shroom4,208431:down|Vegfa,22339:down|Cbr2,12
complex subunit GO:00 8.90E-01/928E-01 409:up|Tnf,21926:up|LoxI2,94352:down|Plk2,20620:down|Col1a2,12843:down|Trf,22041:up|Cd24a,12484:
or a?wization 43933 | ' down|Col11al,12814:down|Ncam1,17967:down|Hmox1,15368:up|Lpl,16956:up|Clqtnf3,81799:down|Tgf
9 br3,21814:up|C1lqgtnf6,72709:down|Grem1,23892:up|Adipoq,11450:up|Col3al,12825:down|Sfrp2,20319:u
p|Col5a1,12831:down|Tgfb2,21808:down
regulation of histone [GO:00 ) ) )
modification 31056 8.91E-01|9.29E-01 |Vegfa,22339:down
nuclear division gooz‘gg 8.926-01[9.30E-01 |Tnf,21926:up|Wnt5a,22418:down|igf2,16002:up|Fgfr2,14183:upligf1,16000:up|Bmp4, 12159:up
negative regulation of |GO:00 ) ) .
translation 17148 8.93E-01/9.30E-01 |Egfr,13649:down
regulation of cellular G000
amide metabolic 34248 8.95E-01|9.32E-01 |Tnf,21926:up|Egfr,13649:down|lgf1,16000:up
process
protein complex GO:00 ) ) )
disassembly 43241 8.99E-01/9.35E-01 |Tnf,21926:up
. . GO:00 .
vesicle fusion 06906 9.01E-01|9.37E-01 |Syt13,80976:up
immune response- G000
regulating signaling 027.64 9.01E-01|9.37E-01 |Tnf,21926:up|Clecde,56619:up
pathway
cvtoskeleton GO:00 Fam101b,76566:down|Tnf,21926:up|PIk2,20620:down|Trf,22041:up|Sfrp1,20377:up|Ptk7,71461:down|Ccl2
ytoskelet "~ 19.01E-01|9.37E-01 |,20296:up|Ccl12,20293:up|Dpysl3,22240:down|Mark1,226778:up|Gpm6b,14758:up|Shroom4,208431:dow
organization 07010 n[Tgfb2,21808:down
exocytosis &%g? 9.01E-01|9.37E-01 |Ncam1,17967:down|Hmox1,15368:up|Syt13,80976:up
retina development in [{GO:00 .
camera-type eye 60041 9.02E-01/9.38E-01 |Vegfa,22339:down
cellular response to GO:00 9.036-01/9.39E-01 Ankrd1,107765:down|Uchl5,56207:up|Tnf,21926:up|Egfr,13649:down|Cxcl12,20315:up|Hmox1,15368:up|
DNA damage stimulus [06974 |~ ' Nabp1,109019:down
organelle membrane |GO:00 )
fusion 90174 9.04E-01/9.39E-01 |Syt13,80976:up
cellular potassium ion |GO:00 ) )
transport 71804 9.06E-01|9.41E-01 |Kcnj15,16516:down
potassium ion GO:00
transmembrane c |9.06E-0119.41E-01 |Kcnj15,16516:down
71805
transport
rotein complex GO:00 Tnf,21926:up|lcel,218333:down|Colla2,12843:down|Cd24a,12484:down|Ncam1,17967:down|Hmox1,153
gio cnesis P 702'71 9.07E-01|9.42E-01 |68:up|Clqgtnf3,81799:down|Tgfbr3,21814:up|Clqtnf6,72709:down|Pdgfc,54635:down|Dpysl3,22240:down
9 |Mgp,17313:up|Adipoq,11450:up|Vegfa,22339:down|Cbr2,12409:up
rotein complex GO:00 Tnf,21926:up|lcel,218333:down|Colla2,12843:down|Cd24a,12484:down|Ncam1,17967:down|Hmox1,153
gssembl P 06461 9.07E-01|9.42E-01 |68:up|Clqtnf3,81799:down|Tgfbr3,21814:up|Clqtnf6,72709:down|Pdgfc,54635:down|Dpysl3,22240:down
Y |Mgp,17313:up|Adipoq,11450:up|Vegfa,22339:down|Cbr2,12409:up
negative regulation of GO:00
cellular amide ~|9.08E-01|9.42E-01 |Egfr,13649:down
. 34249
metabolic process
Fstl3,83554:downl|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Pdgfc,54635:down|Ednrb,13618:upl|E
pas1,13819:up|Ankrd1,107765:down|Htra3,78558:down|Uchl5,56207:up|Lyl1,17095:up|Gstt1,14871:up|Sd
pr,20324:down|lgfbp3,16009:up|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|B
mprla,12166:down|Ccl4,20303:up|Adipog,11450:up|Bmp4,12159:up|lgfl,16000:up|Ret,19713:up|Plpp3,6
nucleic acid metabolic |GO:00 9.08E-01}9.426-01 7916:up|Creb311,26427.down|Fgfr2,14183:up|Kitl,17311:up|Pri2c2,18811:up|Efemp1,216616:up|inhba,163
process 90304 |~ ' 23:down|Rasl11a,68895:up|Bnc2,242509:down|Ccl3,20302:up|Vdr,22337:down|Fabp4,11770:up|Nabp1,1
09019:down|Vegfa,22339:down|Oas3,246727:up|lgf2,16002:up|Slc40al,53945:up|Pparg,19016:up|Gas6,1
4456:up|Tnf,21926:up|Glplr,14652:down|Lmcd1,30937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15
368:up|Sfrpl,20377:up|Sulfl,240725:down|Tgfbr3,21814:up|Tfrc,22042:up|Grem1,23892:up|Phf11d,2191
32:up|Sfrp2,20319:up|Thx15,21384:down|Npnt,114249:up|S100a1,20193:up
regulation of dendrite |GO:00 B B )
development 50773 9.09E-01|9.43E-01 |PIk2,20620:down
regulation of GO:19 .
chromatin modificationl03308 9.09E-01/9.43E-01 |Vegfa,22339:down
regulation of
microtubule GO:00 )
eytoskeleton 70507 9.13E-01|9.46E-01 |PIk2,20620:down
organization
positive regulation of G020
chromosome 012'52 9.13E-01|9.46E-01 |Vegfa,22339:down
organization
nucleobase-containing | GO:00 .
compound transport _|15931 9.14E-01|9.48E-01 |Slc29a1,63959:up
macromolecular GO:00 .
complex disassembly  |32984 9.16E-01/9.49E-01 |Tnf,21926:up
regulation of
proteasomal ubiquitin-{GO:00 B B )
dependent protein 30434 9.19E-01|9.52E-01 |PIk2,20620:down
catabolic process
ICHUIGLIL{II Ul Golg
chromatin 9.19E-01|9.52E-01 |Vegfa,22339:down

rovanizat

02275




GO:00

gene silencing 16458 9.20E-01|9.52E-01 |Egfr,13649:down
organelle localization Sl%gg 9.26E-01/9.56E-01 |Cd24a,12484:down|Hmox1,15368:up|Syt13,80976:up|Fgfr2,14183:up
membrane lipid GO:00 . .
metabolic process 06643 9.30E-01]9.60E-01 |Serinc2,230779:down
organelle fission 515802‘3;’ 9.30E-01[9.60E-01 |Tnf,21926:up|Wnt5a,22418:down|igf2,16002:up|Fgfr2,14183:upligf1,16000:up|Bmp4,12159:up
vesicle organization fﬁoogg 9.32E-01|9.61E-01 |Serpine2,20720:up|Syt13,80976:up
double-strand break |GO:00|q 55 119 62¢_01 |Nabp1,109019:down
repair 06302
macromolecule GO:00 939£-01/9.686-01 Tnf,21926:up|PIk2,20620:down|Egfr,13649:down|Wnt5a,22418:down|Ceacam1,26365:up|Uchl5,56207:up|
catabolic process 09057 |~ ' Hpse,15442:up|Sdf211,64136:up|lgfbp3,16009:up|Serpine2,20720:up|Adamts12,239337:down
regulation of actin G000 . .
cytoskeleton 32956 9.41E-01/9.69E-01 |Gpm6b,14758:up|Tgfb2,21808:down
organization
mitochondrion GO:00 . . . . . .
organization 07005 9.43E-01|9.71E-01 |Lmcd1,30937:up|Cd24a,12484:down|Plod2,26432:down|Sfrp4,20379:up|lgfl,16000:up|Epasl,13819:up
regulatlon of G000 .
microtubule-based 32886 9.44E-01|9.72E-01 |PIk2,20620:down
process
skeletal muscle tissue | GO:001q 44e 0119 70E_01 | Ankrd1,107765:down
development 07519
cellular amide GO:00 9.45E-01/9.72E-01 Ggth,23887:up|Tnf,21926:up|Egfr,13649:down|Mme,17380:up|Mmp13,17386:up|lgfl,16000:up|Gstm1,14
metabolic process 43603 | ' 862:up|Gstt1,14871:up|Anpep,16790:up
single-organism GO:00 )
membrane fusion 24801 9.48E-01/9.75E-01 |Syt13,80976:up
meiotic nuclear GO:00 )
division 07126 9.50E-01/9.76E-01 |Wnt5a,22418:down
skeletal muscle organ |GO:00g 5 119 76E_01 [ Ankrd1,107765:down
development 60538
requlation of organelle 6000 Tnf,21926:up|Plk2,20620:down|Lmcd1,30937:up|Wnt5a,22418:down|Sfrp4,20379:up|lgfl,16000:up|Bmp4,
gutation 9 - 19.50E-01[9.77E-01 |12159:up|Gpm6b,14758:up|Plod2,26432:down|Vegfa,22339:down|Tgfb2,21808:down|Fgfr2,14183:up|lgf2
organization 33043 16002:up
organelle fusion 6O:00 9.51E-01|9.77E-01 |Syt13,80976:up
48284 |~ ) ' )
Fstl3,83554:down|lcel,218333:down|Tfec,21426:up|Sfrp4,20379:up|Aldh1a2,19378:up|C3,12266:up|Ednrb
,13618:up|Epasl,13819:up|Ankrd1,107765:down|Htra3,78558:down|Serpinh1,12406:down|Uchl5,56207:u
p|Lyl1,17095:up|Sdpr,20324:down|LoxI2,94352:down|LoxI3,16950:down|Trf,22041:up|Wnt5a,22418:down|
Bmprla,12166:down|Ccl4,20303:up|Adipoq,11450:up|Bmp4,12159:up|ligfl,16000:up|Tnc,21923:down|Ret
GO:00 ,19713:up|Tgfb2,21808:down|Plpp3,67916:up|Creb311,26427:down|F3,14066:up|Fgfr2,14183:up|Prl2c2,18
gene expression 10467 9.53E-01|9.79E-01 |811:up|Efempl,216616:up|inhba,16323:down|Rasl11a,68895:up|Bnc2,242509:down|Plat,18791:down|Ccl
3,20302:up|Vdr,22337:down|Ctla2a,13024:down|Fabp4,11770:up|Vegfa,22339:down|Serpine2,20720:up||
gf2,16002:up|Slc40a1,53945:up|Pparg,19016:up|Gas6,14456:up|Tnf,21926:up|Glplr,14652:down|Lmcdl,3
0937:up|Fgfrl,14182:down|Egfr,13649:down|Hmox1,15368:up|Sfrp1,20377:up|Sulf1,240725:down|Tgfbr3,
21814:up|Grem1,23892:up|Phf11d,219132:up|Sfrp2,20319:up|Tbx15,21384:down|Serping1,12258:up|Npn
t,114249:up|S100a1,20193:up
meiotic cell cycle CO19\g 56k 01[9.826-01 |Wnt5a,22418:down
process 03046
proteasomal protein  |GO:00|g 57¢ 6119 83E_01 |Uchi5,56207:up|PIk2,20620-down|Sdf2I1,64136:up
catabolic process 10498
GO00 Hpgd,15446:up|Inhba,16323:down|Nabp1,109019:down|Igf2,16002:up|Tnf,21926:up|PIk2,20620:down|Eg
cell cycle 070'49 9.60E-01|9.85E-01 |fr,13649:down|Fgfr1,14182:down|Sfrp1,20377:up|Susd2,71733:up|Wnt5a,22418:down|Ptgs2,19225:down|
Bmp4,12159:up|lgfl,16000:up|Tgfb2,21808:down|Fgfr2,14183:up
regulation of mitotic .
cell cycle phase glggl,g 9.63E-01/9.88E-01 |Egfr,13649:down
transition
DNA repair ggg? 9.64E-01/9.88E-01 |Uchl5 56207:up|Egfr.13649:down|Nabp1,109019:down
regulation of protein  [GO:00 ) ) )
ubiquitination 31396 9.65E-01/9.89E-01 |Nxn,18230:down
regulation of gene |GO:0014 7¢_679 90-01 |Egfr.13649:down
expression, epigenetic |40029
sensory perception of |GO:00 ) ) )
chemical stimulus 07606 9.68E-01/9.91E-01 |Igf1,16000:up
Golgi vesicle transport | >0 00(9.68E-01|9.91€-01 |Sec23a,20334:down
regulation of .
cytoskeleton 5(3;1(218:(3) 9.70E-01/9.94E-01 |PIk2,20620:down|Gpm6b,14758:up|Tgfb2,21808:down
organization
protein GO:00 ) ) )
dephosphorylation 06470 9.74E-01|9.96E-01 |Tnf,21926:up
immune response- .
activating signal ggg? 9.76E-01/9.99E-01 |Tnf,21926:up
transduction
dendrite development |22-%9 |9 76£-01(9.99E-01 |PIk2,20620:down

16358




regulation of protein
modification by small

GO:19

protein conjugation or 03320 9.77E-01|9.99E-01 |Nxn,18230:down
removal
- GO:00 .
meiotic cell cycle 51321 9.78E-01]9.99E-01 |Wntba,22418:down
macromolecular G000 Tnf,21926:up|lcel,218333:down|Colla2,12843:down|Cd24a,12484:down|Ncam1,17967:down|Hmox1,153
complex assembl 65603 9.81E-01|1.00E+00 |68:up|C1lqtnf3,81799:down|Tgfbr3,21814:up|C1qtnf6,72709:down|Pdgfc,54635:down|Dpysl3,22240:down
P Y [Mgp,17313:up|Adipog,11450:up|Vegfa,22339:down|Cbr2,12409:up
proteasome-mediated
ubiquitin-dependent  [{GO:00 ) )
protein catabolic 43161 9.82E-01|1.00E+00 |PIk2,20620:down|Sdf211,64136:up
process
GO:00 .
vacuolar transport 07034 9.82E-01|1.00E+00 |Fgfr1,14182:down
Prl2c2,18811:up|lcel,218333:down|FIrt2,399558:down|PIxnd1,67784:up|Pdgfc,54635:down|Dpysl|3,22240:
cellular component G000 down|Mgp,17313:up|Srpx2,68792:down|Gpm6b,14758:up|Vegfa,22339:down|Cbr2,12409:up|Tnf,21926:u
assembl P 22607 9.84E-01|1.00E+00 |p|Colla2,12843:down|PIk2,20620:down|Cd24a,12484:down|Hmox1,15368:up|Has2,15117:down|Ncam1,1
Y 7967:down|C1qtnf3,81799:down|Wnt5a,22418:down|Tgfbr3,21814:up|C1qtnf6,72709:down|Grem1,2389
2:up|Adipoq,11450:up|Thbs2,21826:down
histone modification fﬁ%‘gg 9.85E-01|1.00E+00 |LoxI2,94352:down|Vegfa,22339:down
cell projection GO:00 ) )
assembly 30031 9.86E-01|1.00E+00 |Prl2c2,18811:up|Dpysl3,22240:down
cellular protein GO:00 ) ) )
complex assembly 43623 9.86E-01|1.00E+00 |Ncam1,17967:down|Tgfbr3,21814:up|Pdgfc,54635:down
peptide biosynthetic  |GO:00 . . . .
Process 43043 9.87E-01|1.00E+00 |Ggt5,23887:up|Tnf,21926:up|Egfr,13649:down|lgfl,16000:up
regulation of GO:00
chromosome 330'44 9.88E-01|1.00E+00 |Vegfa,22339:down
organization
Prl2c2,18811:up]lcel,218333:down|FIrt2,399558:down|PIxnd1,67784:up|Pdgfc,54635:down|Dpysl3,22240:
cellular component GO:00 down|Mgp,17313:up|Srpx2,68792:down|Gpm6b,14758:up|Vegfa,22339:down|Cbr2,12409:up|Serpine2,20
biogenesis P 44685 9.90E-01|1.00E+00 |720:up|Tnf,21926:up|PIk2,20620:down|Colla2,12843:down|Cd24a,12484:down|Hmox1,15368:up|Has2,15
9 117:down|Ncam1,17967:down|C1qtnf3,81799:down|Wnt5a,22418:down|Tgfbr3,21814:up|C1qtnf6,72709:
down|Grem1,23892:up|Adipoq,11450:up|Sdf211,64136:up|Thbs2,21826:down
proteolysis involved in GO:00
cellular protein 51603 9.93E-01|1.00E+00 |Uchl5,56207:up|Plk2,20620:down|Sdf211,64136:up|Adamts12,239337:down
catabolic process
cellular macromolecule |GO:00 Uchl5,56207:up|Plk2,20620:down|Sdf211,64136:up|Hpse,15442:up|lgfbp3,16009:up|Adamts12,239337:do
: 9.93E-01|1.00E+00
catabolic process 44265 wn
ubiquitin-dependent GO:00
protein catabolic 06511 9.93E-01|1.00E+00 |Uchl5,56207:up|PIk2,20620:down|Sdf211,64136:up
process
modification- GO:00
dependent protein 199'41 9.94E-01|1.00E+00 |Uchl5,56207:up|PIk2,20620:down|Sdf211,64136:up
catabolic process
modification-
dependent GO:0014 95¢_01/1.00E+00 |Uchl5,56207:up|PIk2,20620:down|Sdf211,64136:up
macromolecule 43632
catabolic process
microtubule GO:00
cytoskeleton 00226 9.95E-01|1.00E+00 |PIk2,20620:down|Mark1,226778:up
organization
cellular protein GO:0014 g5¢_011.00E+00 |Uchi5,56207:up|PIk2,20620:down|Sdf211,64136:up|Adamts12,239337-down
catabolic process 44257
amide biosynthetic GO:00 ) . ) )
process 43604 9.95E-01|1.00E+00 |Ggt5,23887:up|Tnf,21926:up|Egfr,13649:down|lgf1,16000:up
protein ubiquitination fGOSgg 9.96E-01|1.00E+00 |Neurl3,214854:down|Pdzrn3,55983:down|Nxn,18230:down
translation g&fg 9.96E-01|1.00E+00 |Tnf,21926:up|Egfr,13649:down|lgfl,16000:up
covalent chromatin GO:00 ) )
modification 16569 9.97E-01|1.00E+00 |LoxI2,94352:down|Vegfa,22339:down
[JIULCIII mouncator
by small protein G000/ 4 98¢_01/1.00E+00 [Uchi5 56207:up|Neurl3,214854:down|Pdzrn3,55983:down|Nxn, 18230:down
conjugation or 70647
roanmoyvial
protein modification GO:00
by small protein 32446 9.98E-01|1.00E+00 [Neurl3,214854.down|Pdzrn3,55983:down|Nxn,18230:down
conjugation
chromatin modification fé%gg 9.99E-01|1.00E+00 |LoxI2,94352:down|Vegfa,22339:down
NCRNA metabolic 00014 99¢_01{1.00E+00 |Ice1,218333:down
process 34660
organelle assembly ?(%3(5) 9.99E-01|1.00E+00 |Tnf,21926:up|PIk2,20620:down
chromatin GO:0014 99k _01/1.00E+00 |Loxi2,94352:down|Vegfa,22339:down
organization 06325
microtubule-based | GO0 4y |1 00E+00 |PIk2,20620:down|Mark1,226778:up
process 07017




cellular

GO:00

macromolecular 34622 #H#### | 1.00E+00 |Ncam1,17967:down|Tgfbr3,21814:up|Pdgfc,54635:down
complex assembly
Fam101b,76566:down|Ptk7,71461:down|Sfrp4,20379:up|Dpys|3,22240:down|Gpm6b,14758:up|Shroom4,
single-organism GO:19 sassas [1.00E+00 208431:down|Plod2,26432:down|Vegfa,22339:down|lgf2,16002:up|Tnf,21926:up|LoxI2,94352:down|Trf,22
organelle organization {02589 ' 041:up|Lmcd1,30937:up|PIk2,20620:down|Sfrp1,20377:up|Mark1,226778:up|Bmp4,12159:up|lgfl,16000:u
p|Tgfb2,21808:down|Fgfr2,14183:up|Syt13,80976:up
chromosome CO00 4 sssssssss [1.00E+00 |Lox12,94352:down|Vegfa,22339:down
organization 51276
RNA processing 86038((5) ###### | 1.00E+00 |Egfr,13649:down
Fam101b,76566:down|Ptk7,71461:down|Sfrp4,20379:up|Ccl2,20296:up|Dpysl3,22240:down|Epas1,13819:
G000 up|Gpm6b,14758:up|Shroom4,208431:down|Plod2,26432:down|Vegfa,22339:down|Serpine2,20720:up|lg
organelle organization 069.96 #H##H### | 1.00E+00 |f2,16002:up|Tnf,21926:up|LoxI2,94352:down|PIk2,20620:down|Trf,22041:up|Lmcd1,30937:up|Cd24a,1248

4:down|Sfrp1,20377:up|Wnt5a,22418:down|Ccl12,20293:up|Mark1,226778:up|Bmp4,12159:up|lgfl,16000
:up|Tgfb2,21808:down|Fgfr2,14183:up|Syt13,80976:up




