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Microbial interaction sheds light on the new functions of beta-lactamase from
multidrug resistant bacteria

Kusada, Hiroyuki
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B -Lactamase, the commonest antibiotic resistance enzyme, is highly related
to worldwide emergence and spread of multidrug-resistant pathogens. In the present study, we
isolated novel B -lactamases with extended substrate specificity that contribute to two distinct
biological functions (antibiotic resistance and cell-cell communication disruption), and
characterized their enzymatic properties including substrate specificity.
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