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We have isolated several LEE-negative enterohemorrhagic E. coli (EHEC% from

patients with severe symptoms, and found that one of them was a "hybrid strain™ that are belonging
to both EHEC and enteroaggregative E. coli (EAQQEC) categories. Using whole genome sequence
analysis, we found that this strain possesses a Shiga-toxin 2 converting phage which has highly
similar DNA sequences (only few SNPs) to those found in a similar EAgQgEHEC hybrid strain serotyped
0104:H4, cause of massive outbreak resulting several hundreds of HUS cases and more than 50 deaths
occurred in Europe, 2011.
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