©
2018 2022

Longitudinal study of population genetics of Plasmodium falciparum in Anopheles
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This study aims to explore the possibility that the diversity of Plasmodium
falciparum (Pf) is maintained by malaria vector mosquito species diversity based on a longitudinal
survey analysis of the changes in vector species composition and population genetic structure of Pf
collected from 2006 in Mbita, western Kenya. However, the experiments were frequently interrupted
due to many issues related to the outbreak of COVID-19. I selected 14,631 samples collected from 7
sites between 2006 and 2011. 4,441 of them were served for DNA extraction, and subsequently are
being used for the malaria detection experiment. A method of inexpensive DNA extraction from ELISA
samples using locally available reagents has also been developed. | have trained Kenyan local staff
in molecular lab works and they will carry out further analyses.
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