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Evolutionary Dynamics of Mutation Rates and their Driving Factors in
Intracellular Symbiotic Bacteria
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The mutation rate is an_important and fundamental parameter closely related
to many evolutionary processes. However, the driving factors behind the evolution of mutation rates
remain largely unknown. Current theories on the evolution of mutation rates assume an evolutionary
steady state within the organisms of interest, which hinders the prediction of the dynamic
evolutionary processes of mutation rates in response to ecological changes. In this study, we
investigated the driving factors and evolutionary dynamics of mutation rates in endosymbiotic
bacteria of aphids to provide a promising framework for a new evolutionary theory of mutation rates.
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