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Analysis of inter-phage interaction and its impacts on the evolution of
enterohemorrhagic E. coli
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Bacteriophages (or phages) play major roles in the evolution of bacterial
pathogens. Multiple phages are often integrated in a host chromosome as prophages, providing various
possibilities for prophage-prophage interactions in bacterial cells. The present study investigated
an inter-phage interaction between "phage in phage™ newly identified in the enterohemorrhagic E.
coli (EHEC) 0145 strains, and revealed (i) that this coexistence of phages could affect phenotypes
of the phages, 1i) that phages integrating another prophage may be occurred in strains belonging to
various serotypes of EHEC and enteropathogenic E. coli (EPEC), and iii) that this system possibly
promote evolution as pathogenic bacteria and genetic diversity in host E. coli. These findings
obtained here provide novel insights for not only the research communities working on EHEC/EPEC and
their phages but also a wide range of researchers in basic and medical microbiology as well as

bacterial evolution.
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