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mechanism of diversification of shiga toxin-encoding phage, from the ecological
aspect
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We constructed three Stx2 phage lysogenes of Escherichia coli K-12 and the
lysogenes were infected to Dictyosteluim discoideum AX2. But growth of D. discoideum was not
affected by the infection of the lysogens at all. Even original 0157 strains were not toxic to D.
discoideum. Furthermore, inconsistent with several previous studies, we found that infection of 0157

strains was not toxic to Acanthamobae castellanii. It is thought that another model protist is
required for this analysis. We also showed that the recent and repeated acquisition of the stx2 are
occurred in multiple lineages of 026. This suggest the presence of selective pressure to accumulate
Stx2 in E. coli 026 in environment. Protist that colonize in bovine intestine is thought to be one
of the candidates of the selective pressure.
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