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   C.                                                                               D. 
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[bookmark: _GoBack]Figure S1. Proportion of single nucleotide variants by minor allele frequency. A. WGS data, European-Americans. B. WGS data, African-Americans. C. WES data, splicing, stop-gain, stop-loss, nonsynonymous variants, and indels, European-Americans. D. WES data, splicing, stop-gain, stop-loss, nonsynonymous variants, and indels, African-Americans.
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