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Supplementary Figure 1. EHH Plots for Diverse African Populations. These plots show the decay of haplotype homozygosity with increasing distance from the core SNP represented here as the derived and ancestral alleles at rs702424 in the TAS2R16 promoter. The x axis is the chromosome position of SNPs spanning chromosome 7 and the y axis is the probability that two chromosomes are homozygous at all SNPs for the entire interval from the core region to distance x. EHH = 0 means all extended haplotypes are different, while EHH = 1 indicates that all extended haplotypes are the same. In our plot, the red line represents the decay of homozygosity of chromosomes carrying the derived allele at the core, while the blue line signifies the decay of homozygosity on chromosomes bearing the ancestral core allele. KE-AA and KE-NS are abbreviations for Kenyan Afroasiatic-speakers and Kenyan Nilo-Saharan-speakers, respectively. Hunters are the Hadza and Sandawe populations from Tanzania. Omotic-speakers and the Fulani are from Ethiopia and Cameroon, respectively. The number of chromosomes (2N) analyzed for each population is given in parentheses. Populations (such as the Bulala and Mada) with no more than one chromosome with the derived G-allele at rs702424 were not included in this analysis.











