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Study on establishing identification methods for E. albertii using phylogenetic
classification and elucidating infection routes
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This study developed a phylogenetic subdivision and genotyping method useful
for estimating the route of Escherichia albertii infection in humans. First, Bayesian clustering of
E. albertii strains from infected individuals, animals, and environmental sources was performed

using sequences of seven genes analyzed by multilocus sequence typing (MLST) of E. coli. As a
result, the strains were subdivided into three lineages and others, indicating the existence of "
strains that are distributed specifically in animals and the environment” and "strains that are

transmitted from animals and other organisms to humans.”™ Second, a minimum spanning tree was
reconstructed based on the possession of 13 virulence factor genes for the tested strains, revealing
host-specific patterns of possession.
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