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e OE (3530) :©  Enterohemorrhagic Escherichia coli (EHEC) 0157 causes
severe food-borne illness in humans. The key virulence factor of EHEC is Shiga toxins
(Stx1 and Stx2), which are encoded by lambdoid bacteriophages. It is known that
producibility of both Stx1 and Stx2 are diversified among strains, but the reasons remain
obscure. In this study, in order to reveal the genomic context of the diversity of toxin
producibility among 0157 strains, we performed fine comparison of Stx phages. Stx1 and
Stx2 production levels among 0157 strains isolated in Japan were highly divergent.
We could not found any correlation between toxin producibility and phylogroups of
strains. By comparative genomics, we found high degree of genomic diversity among
Stx phage genomes. Now, we are analyzing correlation between toxin producibility and
Stx phage types.
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