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Analysis of the genome and toxigenicity of Shiga toxin 2e-producing Escherichia
coli and development of a method for the identification of the high risk strains

Kusumoto, Masahiro
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Edema disease brings serious damage to swine and is caused by Shiga toxin 2e
(Stx2e)-producing Escherichia coli. In this study, we analyzed the genome of Stx2e-producing E.
coli isolated from swine in Japan. We also developed a method for quantitating Stx2e by ELISA using
anti-Stx2e monoclonal antibody and found strains that produced a large amount of Stx2e. There were
two types of Stx2e prophage (groups I and I1), and the E. coli strains isolated from swine with
Edema disease possessed the group 1l prophage that was characterized by mitomycin C-uninducible. Our

data show that the high risk strains for Edema disease can be determined by the presence of group
Il Stx2e prophage.
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