Supplementary Table 4: Significant pathways in which CNA genes are involved

	Database
	Pathway ID
	Pathway*
	P
	Bonferroni Adjusted
P
	Success
	Pathway
Size

	Reactome
	R-HSA-1483206
	Glycerophospholipid biosynthesis
	9.1E-9
	7.9E-6
	9.0
	1730.6

	Reactome
	R-HSA-76042
	RNA Polymerase II Transcription Initiation And Promoter Clearance
	5.6E-6
	0.005
	4.6
	335.4

	Reactome
	R-HSA-917729
	Endosomal Sorting Complex Required For Transport (ESCRT)
	2.8E-5
	0.025
	3.0
	169.9

	KEGG
	hsa03018
	RNA degradation
	2.2E-19
	6.1E-17
	19.0
	1873.4

	KEGG
	hsa03008
	Ribosome biogenesis in eukaryotes
	3.4E-16
	9.5E-14
	20.0
	3260.6

	KEGG
	hsa04144
	Endocytosis
	3.8E-13
	1.0E-10
	36.0
	17886.0

	KEGG
	hsa05210
	Colorectal cancer
	2.7E-5
	0.008
	7.5
	1738.0

	KEGG
	hsa03015
	mRNA surveillance pathway
	4.6E-5
	0.013
	8.4
	2589.1

	KEGG
	hsa03022
	Basal transcription factors
	5.2E-5
	0.015
	4.0
	405.7


*Identified by Sigora package; Success: Rounded sum of the weights of genes present in the pathway; Pathway Size: Rounded sum of the weights of all genes in pathway.
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