©
2021 2023

A Study on Mutation Bias and Virulence Modulation in Vibrio cholerae
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Vibrio cholerae is known to survive in aquatic environments with limited
nutrient supply, highlighting the importance of understanding its adaptation strategies under
starvation stress. In this study, we analyzed V. cholerae under nutrient restriction over time to
track genomic and phenotypic changes. Our findings suggest that selective mutations occur in
flagella-related genes, and the regulation of flagellar motility contributes to the long-term
culturability of V. cholerae.
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Extended Vibrio cholerae cultivation induces flagella genes mutation with prolonged culturability

97

2024




