
Table S1. Effects of different p-value thresholds for GWAS simulations.

	P-value threshold
	Allele frequency difference
between Africa and Europe

	
	Ancestral
risk allele
	Derived
risk allele

	1x10-5
	+10.7%
	-8.0%

	5x10-8
	+12.2%
	-8.8%



[bookmark: _GoBack]GWAS simulation parameters: technology = Affymetrix Genome-Wide Human SNP Array 6.0, sample size = 3500 cases and 3500 controls, study population = EUR, mode of inheritance = additive, prevalence = 0.1, genotype relative risk = 1.211.
 
 
 
