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Identification of an IS-related Shiga toxin-production system in 0157

KUSUMOTO, Masahiro
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Insertion sequence (IS) elements are the simplest mobile genetic elements,
and there are many copies of IS elements in the genome of enterohemorrhagic Escherichia coli (EHEC)
0157. In this study, we showed that 1S629, the most abundant IS elements in the 0157 genome, was
responsible for the production of Shiga toxin 2 (Stx2) which is the major virulence factor of EHEC.
In 0157, the production of Stx2 is known to be enhanced by the SOS response and following the Stx2
phage induction, but 1S629 induced Stx2 and the Stx2 phage independently of SOS response. Our data

suggest that IS elements promote not only bacterial genome diversification with their mobility but
also toxin production in 0157.
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