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Abstract: This article describes the current technical methods combined with microbial evolution, and focuses
on the research progress of microbes in different environmental variables, such as nutrient sources, pH values,
oxygen environments and temperature conditions. Adaptive strategies of microorganisms are summarized and
evolution traits are analyzed. Meanwhile, research methods for microbial evolution are evaluated and summa-
rized locally to provide theoretical guidance for the in-depth study of microbial evolution.
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Fig.1 Intragenic mutations identified in Escherichia coli adaptive evolution studies
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