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Development of a novel antibacterial using bacteriophage and RNA targeting
CRISPR system
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A CRISPR-Cas targeting the methicillin resistance gene mecA of MRSA was
designed and loaded onto staphylococcal phage. It was tested by dropping it to MRSA and MSSA agar
plates to confirm bactericidal plagues. Results showed that the generated chimericphage only killed
MRSA strain, but not killed MSSA strain. Moreover, mecA deleted mutants of MRSA was not Killed by
this chimericphage, demonstrating its gene-specific killing activity. The above results indicate
that the synthesis of a bactericidal chimericphage that specifically kills mecA-carrying bacteria

has succeed.
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