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Malaria is caused by Plasmodium infection which mosquitoes in the genus Anopheles are
malaria vectors. Many factors affect the transmission of malaria including bacteria in the midgut
of the mosquitoes. In this research, we aimed to explore the bacterial diversity in the midgut of
Anopheles dirus complex and An. minimus which are the main-malaria vectors in Thailand. The
results of the culture-dependent method showed that the midgut of An. scanloni contained
Bacillus species and Staphylococcus species. In the midgut of An. minimus, we found 5 bacterial
genera; Chryseobacterium, Enterobacter, Acinetobacter, Paenibacillus and Cellulosimicrobium.
For metagenomic study, only the amplification of An. minimus samples has been successful. A

total of 61 genera were discovered. Of the 61, only 3 genera, Acinetobacter, Burkholderia and
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