Supplementary Data File S-6: Heatmaps showing copy number variation analysis for
candidate genes. Red shading shows a deletion at that position, blue shading shows a
copy number gain at that position. HUGO gene symbol is shown. Chrm = chromosome.
Green lines denote the gene start and end. Horizontal axis shows position on the
chromosome. Vertical axis shows the individuals from each population: CEU = HapMap
Central European population, XHS = Xhosa population, HER = Hererro population, STS
= Setswana population, ZUL = Zulu population, KHS = Khoisan population.
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