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Development of a chasing type antimicrobial using bacteriophage
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Drug-resistant bacteria are spreading on a global scale and threatening
human health. Nevertheless, the development of antimicrobials has been stalled, so there is a need
to take a different approach to developing antimicrobials. In this study, we focused on a virus that

infects bacteria called bacteriophages (phages), because they have an ability to inject DNA into
host bacteria. Taking advantage of this function, we succeeded to inject an antimicrobial substance
called CRISPR-Casl13 into the bacteria. Phages carrying CRISPR-Casl13 significantly improved the
lethality of E. coli-infected Galleria mellonella larvae. We will develop Casl3-carrying phage as a
candidate for a new antibacterial drug in the future.
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