  Supplementary Table 2.  GO and KEGG functional enrichment analyses of FSCNs and their 50 associated neighbor genes.
	ONTOLOGY
	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	p.adjust
	qvalue

	BP
	GO:0007015
	actin filament organization
	9/50
	400/18670
	1.00e-06
	9.50e-04
	8.36e-04

	BP
	GO:0051017
	actin filament bundle assembly
	6/50
	153/18670
	3.24e-06
	0.001
	0.001

	BP
	GO:0061572
	actin filament bundle organization
	6/50
	157/18670
	3.76e-06
	0.001
	0.001

	BP
	GO:0034329
	cell junction assembly
	6/50
	241/18670
	4.30e-05
	0.010
	0.009

	BP
	GO:0034330
	cell junction organization
	6/50
	290/18670
	1.19e-04
	0.023
	0.020

	CC
	GO:0005925
	focal adhesion
	9/51
	405/19717
	8.45e-07
	5.00e-05
	3.86e-05

	CC
	GO:0005924
	cell-substrate adherens junction
	9/51
	408/19717
	8.98e-07
	5.00e-05
	3.86e-05

	CC
	GO:0030055
	cell-substrate junction
	9/51
	412/19717
	9.74e-07
	5.00e-05
	3.86e-05

	CC
	GO:0030016
	myofibril
	6/51
	224/19717
	2.36e-05
	9.10e-04
	7.03e-04

	CC
	GO:0043292
	contractile fiber
	6/51
	234/19717
	3.02e-05
	9.30e-04
	7.18e-04

	MF
	GO:0003779
	actin binding
	8/51
	431/17697
	2.95e-05
	0.003
	0.003

	MF
	GO:0005518
	collagen binding
	4/51
	67/17697
	4.10e-05
	0.003
	0.003

	MF
	GO:0051015
	actin filament binding
	5/51
	198/17697
	2.58e-04
	0.014
	0.011

	MF
	GO:0043522
	leucine zipper domain binding
	2/51
	11/17697
	4.40e-04
	0.015
	0.012

	MF
	GO:0048407
	platelet-derived growth factor binding
	2/51
	11/17697
	4.40e-04
	0.015
	0.012

	KEGG
	hsa04510
	Focal adhesion
	6/20
	201/8076
	6.39e-06
	4.92e-04
	4.30e-04

	KEGG
	hsa04144
	Endocytosis
	5/20
	252/8076
	3.00e-04
	0.012
	0.010

	KEGG
	hsa05410
	Hypertrophic cardiomyopathy
	3/20
	90/8076
	0.001
	0.027
	0.024

	KEGG
	hsa05414
	Dilated cardiomyopathy
	3/20
	96/8076
	0.002
	0.027
	0.024

	KEGG
	hsa04810
	Regulation of actin cytoskeleton
	4/20
	218/8076
	0.002
	0.027
	0.024


 BP: biological process; CC: cellular component; MF: molecular function; GO: gene ontology; KEGG: Kyoto Encyclopedia of Genes and Genomes.
