Supplementary Figures
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Supplementary Figure 1. Trans-species polymorphisms (TSPs) likely resulting from long-term
balancing selection (LTBS). We consider 125 regions containing 263 TSPs. Two cases are possible for
these haplotypes: one in which one site is under selective pressure while the other is neutral, and one in
which the shared sites have epistatic functions and are both under selection. In addition to the 263 TSPs,
we also considered functional associations with 10,259 variants in high LD (r* > 0.8) with a TSP at least
one population from the 1000 Genomes Project.



Bar chart of Molecular Function categories

Bar chart of Cellular Component categories

Bar chart of Biological Process categories
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Supplementary Figure 2. GO analysis of genes with evidence of eQTL. A Gene Ontology (GO)
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