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The emergence of multidrug-resistant bacteria is a growing concern for

global public health. To suppress the emergence of antibiotic resistant bacteria, it is important to
understand its evolutionary dynamics. In this study, we performed laboratory evolution of
Escherichia coli under addition of two antibiotics and analyzed its evolutionary dynamics. As a
result, we identified drug combinations by which resistance acquisition was suppressed and
accelerated. In addition, to screen stress environment which can cause suppression or acceleration
of drug-resistant evolution, we performed laboratory evolution of E. coli under various stress
conditions, including an addition of acid, alkali, and so forth. As results, we successfully
identified some candidate for the suppression of drug resistance evolution. These results provide
the basis for controlling antibiotic resistance evolution.
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