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Prevalence and evaluation of the pathogenicity of Shiga toxin producing
Escherichia coli derived from wild deer in Japan.
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Shiga toxin producing Escherichia coli (STEC) and STEC 0157 were isolated
from 38 (11.8%) (49 strains) and 9 (2.8%)(9 strains) out of 323 deer in Japan. Some strains
contained several pathogenicity-related genes, such as stx, eaeA and hlyA. Phylogenetic analysis of
the STEC 0157 strains demonstrated that one and eight strains were grouped in Clades 7 and 12,
respectively. The clades 7 and 12 included some strains derived from human patients with
hemorrhagic- and watery- diarrhea, respectively.

Thirty-one STEC strains derived from deer were used for the phylogenetic analysis based on the
patterns of the presences of 24 pathogenicity-related genes and it was revealed that 2 strains of 05
STEC were significantly related to the strains derived from human patients, suggesting the
possibility that the deer strains could show pathogenicity to humans.
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