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Influence of a major mountainous landscape barrier (Mount Cameroon) on the spread of metabolic (GSTe2)
and target-site (Rdl) resistance alleles in the African malaria vector Anopheles funestus
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Rationale of the study

Major landscape modifications such as the Rift Valley (East Africa)
have been suggested as main barrier to the spread of insecticide
resistance alleles in An. funestus populations. It remains to know
whether the Mount Cameroon, the highest peak in West Africa Lrarun
(4,100 meters above the sea level) could also influence the resistance 55" | cravon
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Materials and Methods — Sy

“ Entomological surveys were carried out between the year 2010 and 2014.
% The landing catch on human volunteers was the main technique used for adult females’ mosquitoes.

“ Morphological identification followed molecular ID species and insecticide resistance genotyping using classical PCR and TagMan.
% Direct sequencing of GSTe2 and Rdl full length DNA fragments (both strands) using ABI technologies.
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Map of the study area
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