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morphogenesis of a
branching structure

chordate embryonic
development

regulation of cell
proliferation

urogental system
development

blood vessel development

‘embryonic skeletal system
development

vasculature development

neu

ral crest cell
development

neural crest cell

differentiation

mesenchymal cell
development

mesenchymal cell
differentiation

mesenchyme development

8

9

6

4

6

GPC3, EDN1, SOX9, GLI2, SRF

OSR2, GATAS, TGFBR1, EDN1, PRRX1
DLK1, GLI2, SRF

IRS2, OSR?2, GPC3, EDN1, PRRX1, FGF21
SOX9, GLI2, H19.

GPC3, TGFBR1, SOX9, GLI2, WT1

TGFBR1, EDN1, PRRX1, MEIS1, SRF, WT1

OSR2, TGFBR1, PRRX1, DLK1

TGFBR1, EDN1, PRRX1, MEIS1, SRF, WT1

EDNRSB, EDN1, SOX9

EDNRSB, EDN1, SOX9

EDNRSB, EDN1, SOX9

EDNRSB, EDN1, SOX9

EDNRSB, EDN1, SOX9

392603

58303

6.26E-03

6.78E-03

B41E03

BI7E03

9.28E-03

125602

125602

244602

263602

273802

regulation of cell growth

tissue morphogenesis

regulation of apoptosis

regulation of programmed
cell death

regulation of cell death

skeletal muscle fiber
development

cardiac muscle tissue
morphogenesis.

muscle tissue
morphogenesis.

muscle fiber development

positive regulation of
neuron apoptosis

development of primary
‘sexual characteristics.

positive regulation of
programmed cell death
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20

20

7

E

RTN, EI24, NDN, CTGF, TRO, ESM1
DCUN1D3, SERTAD, TGFB2

WNTSA, ACTC1, TNC, FST, TBX4, FZD3,
FKBP1A, TNNI1, TGFB2, PFN1, CD44,
FOXC2, TGFB1I1

IRAK2, CDK5R1, CD3G, COL2A1, INHA,

PMAIP1, BCL2L1, CIAPIN1, HRAST, TGFB2,

EI24, CDKN1A, BAX, PPP2CB, FOXC2,
NGFRAP1, DCUN1D3, PHLDA3, ERCC1

IRAK2, CDK5R1, CD3G, COL2A1, INHA,

PMAIP1, BCL2L1, CIAPIN1, HRAST, TGFB2,

EI24, CDKN1A, BAX, PPP2CB, FOXC2,
NGFRAP1, DCUN1D3, PHLDA3, ERCC1

IRAK2, CDK5R1, CD3G, COL2A1, INHA,

PMAIP1, BCL2L1, CIAPIN1, HRAST, TGFB2,

EI24, CDKN1A, BAX, PPP2CB, FOXC2,
NGFRAP1, DCUN1D3, PHLDA3, ERCC1

ACTA1, DNER, TNC, MYOG, CHRNAT

ACTC1, FOXC2, FKBP1A, TNNIT

ACTC1, FOXC2, FKBP1A, TNNIT

ACTA1, DNER, TNC, MYOG, CHRNAT

CDKSR1, BAX, PMAIP1, TGFB2
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bone development

osteoblast differentiation

sarcolemma

glycerophospholipid
etabolic pr

ic process.

branching morphogenesis.
of atube

myofibri

tube development

morphogenesis of a
branching structure

glycerolipid metabolic
process

angiogenesis

PDLIM7, FHL2, IGF2, IGFBPS.

FHL2, IGF2, IGFBPS

CACNA2D1, DES, TGFB3

SERINC2, SH3GLB1, FABP3
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skeletal system .

OSR2, TGFBR1, PRRX1, SOX9
morphogenesis.

embryonic organ 5

OSR2, TGFBR1, EDN1, PRRX1, GLI2
development

OSR2, TGFBR1, PRRX1

embryonic skeletal system 5
morphogenesis.

sensory organ development 5 EDN1, PRRX1, JAG1, MEIS1, WT1

294602
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4.30E-02
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negative regulation of cell
growth

apoptosis

regulation of biood vessel
size

programmed cell death

induction of apoptosis

induction of programmed
cell death

RTN, EI24, TRO, DCUN1D3, SERTAD1

IRAK2, ACTC1, PMAIP1, BCL2L1, CIAPIN
TGFB2, TNFRSF11B, BAX, SHIKBP 1
NGFRAP1, PDCDS, PHLDA3, TRAF4,

PHLDA1, CIB1, PEG3
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PHLDA3, TGFB2
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