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Advances in Anopheles and their gut microbiota: Effects of microbiota on host vector competence and
physiological function
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Malaria,one of the three major infectious diseases seriously endangering global people’s health,is strictly
dependent on Anopheline mosquitoes transmission. Blocking the transmission pathway is one of the effective strategies to
prevent infectious diseases. Anopheles mosquitoe gut harbors a highly complex and dynamic gut microbiota,dominated by
bacteria. These symbiotic microbiota, shaped by long-term evolution selection, display a variety of abilities to influence
biologically important features of the host,such as lifespan,development, digestion, reproduction,and vector competence.
In this review,the interactions between Anopheles gut symbionts and the host are reviewed, mainly in terms of influencing
host reproduction and development, modulating host antagonism against pathogen infection and the host basal immune

response,and the role they play in host nutrient metabolism.
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