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[bookmark: _GoBack]Additional file 8: Figure S4. Polymorphism patterns of GSTe2 in Africa. (A) Plot of genetic diversity parameters of GSTe2 across Africa that indicates there is strong directional selection of GSTe2 in Benin mosquitoes. hd, haplotype diversity; π, nucleotide diversity. (B) Haplotypes of GSTe2 (coding and non-coding) across six countries in Africa with contrasting DDT phenotypes. The polymorphic positions are indicated with numbers above the nucleotide, and the haplotypes are labeled from 1 to 39 with preceding initials from the country where the haplotype is predominant. An asterisk (*) shows that the haplotype was observed in other countries. N is the number of individuals who share the haplotype. (C) The same but only considering coding regions. (D) The same but only considering non-synonymous substitutions providing the different protein variants of GSTe2 across Africa.
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