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Application of whole genome sequence analysis for the risk assessment of Shiga
Toxin producing Escherichia coli derived from deer

KABEYA, Hidenori
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We examined the prevalence of Shiga toxin producing Escherichia coli (STEC)
among wild deer and wild boar in Japan and evaluated the pathogenicity of the isolates by whole
genome sequence analysis.

STEC was isolated from 11.0% of deer (70/639) and 3.3% (16/487) of the wild boars. Of them, 0157
STEC was isolated from 1.1% (7) of deer and 0.6% (3) of wild boars. Whole genome sequence analysis
determined the nucleotide sequences of 5,294,527bp - 5,498,450bp of the 0157 strains and 3,769,174 -

4,961,358bp of the non-0157 STEC strains, and detected 20-22, 21, 5 and 13 pathogenecity-related
genes from the 0157, 05 and 083 and 0104 STEC strains, respectively. These results indicate the
possibility of the strains to show pathogenicity to humans.
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