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	ONTOLOGY
	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	p.adjust
	qvalue

	BP
	GO:0051090
	regulation of DNA-binding transcription factor activity
	7/21
	406/18870
	1.82E-07
	0.000177195
	8.00E-05

	BP
	GO:1902692
	regulation of neuroblast proliferation
	4/21
	53/18870
	3.20E-07
	0.000177195
	8.00E-05

	BP
	GO:0071216
	cellular response to biotic stimulus
	6/21
	265/18870
	3.30E-07
	0.000177195
	8.00E-05

	BP
	GO:0006606
	protein import into nucleus
	5/21
	161/18870
	7.74E-07
	0.000290524
	0.000131199

	BP
	GO:0051170
	import into nucleus
	5/21
	166/18870
	9.01E-07
	0.000290524
	0.000131199

	CC
	GO:0031091
	platelet alpha granule
	3/21
	91/19886
	0.000116144
	0.009566748
	0.006468489

	CC
	GO:0045121
	membrane raft
	4/21
	286/19886
	0.000206713
	0.009566748
	0.006468489

	CC
	GO:0098857
	membrane microdomain
	4/21
	287/19886
	0.000209491
	0.009566748
	0.006468489

	CC
	GO:0005788
	endoplasmic reticulum lumen
	4/21
	313/19886
	0.000291622
	0.009988051
	0.00675335

	CC
	GO:0062023
	collagen-containing extracellular matrix
	4/21
	429/19886
	0.00095524
	0.026173588
	0.017697086

	MF
	GO:0031625
	ubiquitin protein ligase binding
	5/21
	308/18496
	2.03E-05
	0.001510713
	0.000763308

	MF
	GO:0044389
	ubiquitin-like protein ligase binding
	5/21
	327/18496
	2.70E-05
	0.001510713
	0.000763308

	MF
	GO:0008083
	growth factor activity
	4/21
	162/18496
	3.02E-05
	0.001510713
	0.000763308

	MF
	GO:0061629
	RNA polymerase II-specific DNA-binding transcription factor binding
	4/21
	344/18496
	0.000547824
	0.017897788
	0.009043093

	MF
	GO:0097718
	disordered domain specific binding
	2/21
	32/18496
	0.000596593
	0.017897788
	0.009043093

	KEGG
	hsa05217
	Basal cell carcinoma
	3/20
	63/9512
	0.000291295
	0.024983464
	0.017058411

	KEGG
	hsa05223
	Non-small cell lung cancer
	3/20
	73/9512
	0.000450153
	0.024983464
	0.017058411

	KEGG
	hsa05417
	Lipid and atherosclerosis
	4/20
	216/9512
	0.000941341
	0.03482961
	0.023781241


GO，Gene Ontology；BP，Biological Process；CC，Cellular Component；MF，Molecular Function；KEGG，Kyoto Encyclopedia of Genes and Genomes。
GO and KEGG enrichment analyses of the 21 module genes identified significant terms at adjusted p < 0.05 and FDR q < 0.25. GO, Gene Ontology; BP, Biological Process; CC, Cellular Component; MF, Molecular Function; KEGG, Kyoto Encyclopedia of Genes and Genomes.




