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Supplementary Table 1 Functional Clustering Analysis of genes of candidate variants 

	Category
	Term
	Count
	%
	P-Value
	Genes
	Fold Enrichment

	UP_SEQ_FEATURE
	splice variant
	5
	83.33
	0.077
	CUX1, NRAP, ESRRG, NOL3, PRAP1
	2.154532

	UP_KEYWORDS
	Polymorphism
	4
	66.67
	0.66
	CUX1, NRAP, ESRRG, PRAP1
	1.139306

	UP_SEQ_FEATURE
	sequence variant
	4
	66.67
	0.72
	CUX1, NRAP, ESRRG, PRAP1
	1.074928



