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O000D0O0OO0O0O0O0m  We collected numerous Escherichia coli strains of various
pathotypes and origins and performed a large scale genome sequencing using
next-generation sequencers. Genomic comparison of these sequenced strains and already
sequenced strains provided the pan-genome information of E. coli and revealed several
genomic features characteristic to enterohemorrhagic E. coli (EHEC) or other pathotypes.
Furthermore, we found a significant number of E. arbertii strains are included in the
strains isolated as EHEC or enteropathogenic E. coli (EPEC) and obtained draft sequences
of representative E. arbertii strains.
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