[bookmark: _Ref367797210][bookmark: _Toc368598737]Table S13. Gene overlap in the top 5% of this study and Bigham et al [1,2] and Zhou et al [3].
	Gene
	iHS rank
	XP-EHH rank
	FST rank
	PBS rank

	AGTRAP
	
	
	
	344

	ANP32D
	
	606
	
	

	ARID1B
	205
	
	
	

	ARNT2
	
	
	385
	

	ATP1A2
	
	
	
	372

	C12orf54
	
	606
	
	

	CDH1
	
	662
	
	

	CNNM1
	456
	
	
	

	EGLN2
	152
	
	
	

	IGFBP2
	
	
	
	552

	PRKAA2
	
	31
	
	1098

	SATB1
	194
	
	
	

	SPRY2
	
	638
	
	669


Bold genes are found among the top 1% in this study of at least one test.
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