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Escherichia albertii was described as a new species in the genus Escherichia in 2003 and has attracted attention as a
causative agent of food poisoning and infectious gastroenteritis. In this study, we identified specific genes in six E.
albertii strains isolated from a food poisoning case in Ehime prefecture and performed molecular epidemiological
analysis of them. The obtained results demonstrated that the six strains belonged to E. albertii biogroup non1/2 and
harbored virulence genes eae, clpX, lysP and mdh but not stx2a or stx2f. Antimicrobial susceptibility testing of the six
strains revealed that they were all sensitive to 18 antimicrobial agents tested. Moreover, pulsed-field gel electrophoresis
analyses (PFGE) identified clonal relationships among the six strains. One of these isolates was classified into a
cluster of E. albertii by multilocus sequence analysis (MLSA) together with dendrogram analyses of seven

housekeeping genes.
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