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	Gene Symbol

	# of Associated SNPs from GWAS
	Times Found in Subnetwork

	# of Associated Path
ways

	Associated Pathways

	Associated SNPs from GWAS

	Functional info regarding Associated SNPs from GWAS

	SNP Regulatory Potential

	# of Regulatory SNPs


	IL2RA
	10
	68
	4
	[HTLV-I infection; Endocytosis; Jak-STAT signaling pathway; Measles]
	[rs11256448; rs12722527; rs11596355; rs12722489; rs10795791; rs10905669; rs942200; rs942201; rs10905668; rs2104286]
	[rs2104286 IL2RA/intron; rs942200 IL2RA/intron; rs10795791 IL2RA/intron; rs11596355 IL2RA/intron; rs10905668 IL2RA/intron; rs10905669 IL2RA/intron; rs942201 IL2RA/intron; rs12722527 IL2RA/intron; rs12722489 IL2RA/intron; rs11256448 IL2RA/intron]
	rs11256448 0.243147; rs12722527 0.17259; rs11596355 0.115745; rs12722489 0.0; rs10795791 0.0; rs10905669 0.0; rs942200 0.12037; rs942201 NA; rs10905668 0.0; rs2104286 0.0;
	0

	IL2RB
	1
	141
	4
	[HTLV-I infection; Endocytosis; Jak-STAT signaling pathway; Measles]
	[rs3218253]
	[rs3218253 IL2RB/intron]
	rs3218253 0.113255;
	0

	JAK2
	1
	150
	7
	[Leishmaniasis; Cholinergic synapse; Measles; Jak-STAT signaling pathway; Adipocytokine signaling pathway; Toxoplasmosis; Chemokine signaling pathway]
	[rs10491652]
	[rs10491652 JAK2/intron]
	rs10491652 0.0;
	0

	STAT1
	5
	235
	11
	[Leishmaniasis; Osteoclast differentiation; Jak-STAT signaling pathway; Measles; Influenza A; Pathways in cancer; Toll-like receptor signaling pathway; Pancreatic cancer; Hepatitis C; Toxoplasmosis; Chemokine signaling pathway]
	[rs16833177; rs1914408; rs3024912; rs6718902; rs11687659]
	[rs11687659 STAT1/intron; rs3024912 STAT1/ nearGene-3; rs6718902 STAT1/nearGene-5;STAT1/intron; rs16833177 STAT1/ nearGene-3; rs1914408 STAT1/ nearGene-5; STAT1/intron]
	rs16833177 0.0; rs1914408 0.176371; rs3024912 0.0; rs6718902 0.0; rs11687659 0.0;
	0


Table 4 | Gene list representation of PANOGA for the identified SNP targeted pathways. For each SNP targeted gene, number of associated SNPs in GWAS, number of regulatory GWAS SNPs, how many times this pathway is identified, number of associated snp targeted pathways, list of these pathways, associated SNPs from GWAS, functional information regarding associated SNPs from GWAS, SNP regulatory potential and number of Regulatory SNPs are shown in columns 2 to 9, respectively. Due to the space constraints, a sample list of genes is shown here.
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