Table S3
TABLE S3 GO functional enrichment analysis of the 34 significant genes
	Category
	ID
	Term
	P Value
	Genes

	BP
	GO:0060045
	positive regulation of cardiac muscle cell proliferation
	4.89E-07
	TGFBR3, CCNB1, FGF9, ZFPM2, FGF2

	BP
	GO:0010595
	positive regulation of endothelial cell migration
	3.45E-04
	WNT7A, ALOX12, THBS1, FGF2

	BP
	GO:0051726
	regulation of cell cycle
	5.02E-04
	CCNB1, JUN, CCNE2, CCNE1, FGF2

	BP
	GO:0009612
	response to mechanical stimulus
	7.18E-04
	BTG2, CCNB1, JUN, THBS1

	BP
	GO:0048661
	positive regulation of smooth muscle cell proliferation
	7.54E-04
	JUN, ALOX12, THBS1, FGF2

	MF
	GO:0008201
	heparin binding
	0.00118
	TGFBR3, GREM2, FGF9, THBS1, FGF2

	BP
	GO:0045944
	positive regulation of transcription from RNA polymerase II promoter
	0.00219
	NR4A2, JUN, ZEB1, MYB, WNT7A,
HOXC13, ZFPM2, FGF2, E2F7, HOXB5

	BP
	GO:0045892
	negative regulation of transcription, DNA-templated
	0.00351
	TCEAL7, JUN, ZEB1, NACC2, MYB, ZFPM2, RUNX1T1

	MF
	GO:0005515
	protein binding
	0.00446
	BTG2, PRKAA2, LRRK2, FAM129A, ITPR1, 
HMGB3, ALOX12, HOXC13, FGF2, THBS1, 
ELAVL2

	
	
	
	
	TMEM100, AKAP12, CCNB1, RAB23,
NACC2, CFL2, MYB, E2F7, RUNX1T1, POLQ, JUN, DUSP2,

	
	
	
	
	EPHA7, CBX2, CYBRD1, WNT7A, SELE, NR4A2, TGFBR3, ZEB1, CCNE2, CCNE1, MAP1B, ZFPM2, HOXB5

	BP
	GO:0000122
	negative regulation of transcription from RNA polymerase II promoter
	0.00519
	NR4A2, BTG2, ZEB1, FGF9, CBX2, MYB, ZFPM2, E2F7

	MF
	GO:0003682
	chromatin binding
	0.00537
	POLQ, JUN, ZEB1, PRKAA2, CBX2, HOXC13

	BP
	GO:0090263
	positive regulation of canonical Wnt signaling pathway
	0.00546
	FGF9, LRRK2, WNT7A, FGF2

	BP
	GO:0008285
	negative regulation of cell proliferation
	0.00631
	BTG2, JUN, ZEB1, NACC2, FGF2, E2F7

	CC
	GO:0005615
	extracellular space
	0.01159
	TGFBR3, GREM2, FGF9, CFL2, LRRK2, WNT7A, ULBP2, SELE, THBS1, FGF2

	BP
	GO:0001933
	negative regulation of protein phosphorylation
	0.01422
	CCNB1, LRRK2, FAM129A

	BP
	GO:0001666
	response to hypoxia
	0.01456
	NR4A2, TGFBR3, ITPR1, THBS1

	BP
	GO:0006977
	DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest
	0.01466
	BTG2, CCNB1, E2F7

	BP
	GO:0048864
	stem cell development
	0.01774
	WNT7A, FGF2

	MF
	GO:0003677
	DNA binding
	0.02023
	NR4A2, POLQ, JUN, ZEB1, CBX2, MYB, HMGB3, HOXC13, ZFPM2, E2F7, RUNX1T1

	MF
	GO:0003714
	transcription corepressor activity
	0.02105
	ZEB1, ZFPM2, E2F7, RUNX1T1

	BP
	GO:0030509
	BMP signaling pathway
	0.02153
	TGFBR3, TMEM100, GREM2

	BP
	GO:0009952
	anterior/posterior pattern specification
	0.02369
	BTG2, HOXC13, HOXB5

	BP
	GO:0060070
	canonical Wnt signaling pathway
	0.02537
	NR4A2, LRRK2, WNT7A

	BP
	GO:0001525
	angiogenesis
	0.02867
	TMEM100, JUN, FGF9, WNT7A

	CC
	GO:0016363
	nuclear matrix
	0.03019
	CFL2, MYB, RUNX1T1

	MF
	GO:0001077
	transcriptional activator activity, RNA polymerase II corepromoter proximal region sequence-specific binding
	0.03103
	NR4A2, JUN, MYB, HOXC13

	BP
	GO:0045603
	positive regulation of endothelial cell differentiation
	0.03228
	TMEM100, ALOX12

	BP
	GO:0000187
	activation of MAPK activity
	0.04042
	LRRK2, THBS1, FGF2

	BP
	GO:0043537
	negative regulation of blood vessel endothelial cell migration
	0.04091
	THBS1, FGF2

	MF
	GO:0001078
	transcriptional repressor activity, RNA polymerase II corepromoter proximal region sequence-specific binding
	0.04124
	BTG2, NACC2, ZFPM2

	MF
	GO:0016538
	cyclin-dependent protein serine/threonine kinase regulator activity
	0.04268
	CCNE2, CCNE1

	MF
	GO:0050431
	transforming growth factor beta binding
	0.04547
	TGFBR3, THBS1

	BP
	GO:0045766
	positive regulation of angiogenesis
	0.04602
	ALOX12, THBS1, FGF2

	BP
	GO:0008284
	positive regulation of cell proliferation
	0.04954
	FGF9, NACC2, ALOX12, THBS1, FGF2



