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Phylogenetic classification of atypical diarrheagenic Escherichia coli by
comparative genomics and proteotyping.
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Atypical diarrheagenic E. coli harboring astA does not always show
diarrheagenic properties, and the actual status of pathogenic and non-pathogenic strains is unknown.
We aimed to establish the category of atypical diarrheagenic E. coli by proteotyping and
comparative genomic analysis of astA-positive strains from healthy individuals and astA-positive
strains from diarrhea patients. Proteotyping showed no clear association with virulence and astA
carriage status. Genomic analysis showed a pattern of a specific group of virulence factors, and a
specific plasmid suggesting a role of the plasmid in strain virulence. In terms of genomic analysis,
candidate targets for defining atypical diarrheagenic E. coli were obtained.
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