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Analysis of function of IEE, a novel enhancer for IS excision in 0157
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Insertion sequence (1S)-excision enhancer (IEE) promotes excision of IS elements
and generates various genomic deletions that lead to the diversification of the bacterial genome in
enterohemorrhagic Escherichia coli (EHEC). In this study, we show that IEE can be transferred via SpLEl
integrative element and promotes not only IS excision but also excision of the SpLEl. Our data suggested
that IEE may be a multifunctional protein that promotes excision of IS elements or SpLEl in cooperation
with IS transposase or SpLEl integrase, respectively.
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