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Analysis of emerging process of enterohemorrhagic escherichia coli

Yoshitoshi, Ogura

13,600,000
EHEC (Stx) 3 T3SS
Stx
EHEC
EHEC
3,000 EHEC
EHEC EHEC EHEC
EHEC
EHEC

Enterohemorrhagic Escherichia coli (EHEC) harbors various virulence factors
such as Shiga toxin (Stx) and type 3 secretion system (T3SS). Cattle are the main carrier of the
pathogen, and it is believed that the virulence factor accumulates and emerges under selective
pressure in the bovine intestine. We hypothesize the selective pressure to be a bacteria-predatory
protist. In this study, we isolated E. coli from cattle over time and analyzed the presence or
absence of virulence factors, and obtained results suggesting that Stx helps colonize E. coli in
cattle. We also clarified that E. coli and protozoa coexist in each gut of cattle. Furthermore, we
comprehensively identified the gene clusters that Escherichia coli accumulated in the bovine
intestine. This result is expected to lead to the elucidation of the emerging process of EHEC.
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