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Abstract
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Understanding the evolutionary factors that shape patterns of genetic variation of the
vector species is important to devise new methods for malaria control. In this study, we aim to
use population genetic model to find any precise answers to evolutionary questions of
Anopheles minimus, one of the most widespread malaria vectors in Thailand. We employed a
multilocus approach to estimate genetic diversity and to infer population genetic structure of An.
minimus populations across Thailand by utilizing DNA sequence data for 4 nuclear loci. Our
data showed that Kanchanaburi and Chiang Mai populations exhibit low levels of nucleotide
diversity, Chantaburi and Surat Thani populations show substantial levels of nucleotide
variation, whereas An. minimus from Tak province appears to be the most polymorphic
populations. Tajima’'s D test was used to measure deviation from neutral equilibrium
expectation. Two populations (i.e. Kanchanaburi and Chiang Mai populations) exhibited
significant positive Tajima’s D values, suggesting an excess of intermediate-frequency
polymorphism. This result might be contributed by evolutionary factors such as population
bottleneck. Moreover, the estimation of intragenic linkage disequilibrium is high for the

populations showing small number of recombination events.
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