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Functional analysis and epidemiological survey of a novel Stx2 phage isolated
from the food-poisoning outbreak
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Enterohemorrhagic Escherichia coli (EHEC) 0111 and 0157 were detected in the
food-poisoning outbreak case in 2011, and Stx2 phages carrying a type Il restriction(R)
-modification (M) gene were also detected in some severe patient feces and the lysate from EHECO111.
To elucidate relation of the function of R gene and some pathogenicity of the outbreak, Stx2 phage
with R gene disrupted was prepared for functional analysis of the gene. It was suggested that R gene
promotes Stx2 production in the presence of EHEC 0111 and 0157. Therefore, Stx2 phage with RM gene
is considered to be a key player in the outbreak. Finally, in surveillance of Stx2 phage
contamination in some food specimens, Stx2 phage was not detected.
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