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Exploring bacteriophages that contribute to controlling pathogenic bacteria in
next-generation water supply system with decreased chlorine
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This study focused on Shigella, which is one of the most significant cause
of health hazards in the world among waterborne pathogenic bacteria, and explored virulent
bacteriophages (phages) infecting Shigella followed by characterization of the isolated phage
strains. Genomic characterization based on full-genome sequence information was performed for a
phage strain isolated from municipal wastewater. The result of genomic analysis showed that the
isolated phage possessed 168-kb double-stranded linear DNA as a genome. The full-genome sequence was

compared with phage genome information deposited in the database, which revealed that the isolated
phage is a previously unknown phage belonging to the family Myoviridae. This study provides novel
information on bacteriophages infecting Shigella.
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