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WFFER S O (33C) : Escherichia albertii is an emerging intestinal pathogen. We
determined the complete genome sequences of 4 . albertii strains and identified a variety
of virulence factors such as LEE-encoded type III secretion system (T3SS), T3SS-secreted
effectors, cytolethal distending toxins, and adhesion factors. In addition, the genomic
comparison among K. albertii strains or between F£. albertii and E. coli revealed the genome

features of E. albertii species.
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Escherichia coli K-12 strain MG1655
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