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Abstract  Objective To detect thé' high pathogenicity island” of Yersinia enterocolitica WA in E. coli
and the to provide evidence for theory base of bacterial evolution peocess and the different structures in different E.
coil . Methods Polymease chain reaction PCR nucleic acid hybridization in situ were used to detect and
identify HPI. DNA sequencing was used to compare the gene homology of HPI among E. coli with Yersinia
enterocolitica Yen . Results The irp2 and fyua genes of Yen HPI were investigated in E. coli strains. Among
them 30 strains were isolated from 93 Enterotoxigenic E. coli ETEC strains and 3 strains were positive in 10
strains Enteropathogenic EPEC . HPI was also detected in Enteroaggregative E. coli EAggEC  strain. In most
of these isolates HPI was bordered by an asntRNA locus as in Yersinia sp. Through sequential comparasion the
gene sequence homology was higher between in EPEC and EAggEC than ETEC and Yersinia enterocolica.
Conclusions ETEC EPEC and EAggEC were pathogenicity bactericas and many of them haboring HPI of Yen and
the HPI had the same position in E. coli chromosome as Yersinia enterocolitica but the diversity of structure and
sequence in these E. coli might suggest that the HPI of these different serotype E. coli were from different ancient
bacterias. At the same time the high positivty rate of HPI in E. coli might be crucial to virulence change
virulence evolution and virulence regulation in E. coli .
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