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000000000 investigated £scherichia. coli0157 strains belonging tomultiple
lineages different from that of the 0157:H7 strains. Nucleotide sequences of the
chromosomal region (about 59 kb) covering the 0157-antigen gene clusters and its flanking
regions revealed that sequences of 0157-antigen gene clusters were divided into two
distinct groups at sequence level. Interestingly, distribution of the two types of the
0157-antigen gene clusters did not follow the phylogenetic lineages of the strains,
suggesting that the horizontal transfer of both types of 0157-antigen locus has occurred
indipendently among £. coli strains. Additionally, we found the repeat sequences in the
junction points of sequence similarity, suggesting that the repeat sequences were
associated with the genomic rearrangement around the O-antigen gene clusters.
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