Tabl2 S2. BWA alignment efficiency using HG19 and the CEU major allele reference genomes

	
	HG19 reference
	CEU reference

	Bases aligned – chr 22
	13,757,281
	13,758,089

	Bases aligned – chr 6
	26,186,555
	26,189,514

	Reads aligned – chr 22
	3,740,839
	3,741,223

	Reads aligned – chr6
	4,503,067
	4,503,444


