
















No subjects excluded.





Call rate<95%





2)   Identity-by-state estimate>90% to detect duplicate subjects.





2 subjects excluded. 





3)   Kinship coefficient>0.0441, using the KING program to detect cryptic relatedness.





54 subjects excluded. 





4)   Discordance between reported gender and chromosome X SNP data (FST<0.2 indicates female and FST>0.8 indicates male).





No subjects excluded.





5)   Excessive homozygosity, defined by


FST<-0.2 or FST>0.5 based on ~230,000 autosomal SNPs in linkage equilibrium (r2<0.5). 





No subjects excluded.





6) 	Ancestral misclassification, defined by pairwise population concordance P<0.0005 using PLINK [Purcell et al., 2007] or   <60% African ancestry based on YRI, CEU, and CHB ancestral proportions calculated using STRUCTURE [Pritchard et al., 2000].





179 subjects excluded.





Final analysis data set: 595 subjects 








