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Nation-wide spatio-temporal phylogenomics of E. coli 0157 and search for high
risk 0157 lineages

Hayashi, Tetsuya
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We sequenced 2,354 clinical 0157 strains isolated in 2005, 2010, 2015 in
Japan, which covered most strains isolated in each year in Japan, and 271 strains that were isolated
from bovine between 1996 and 2017 in 19 prefectures in Japan. Using the core SNP information
obtained from these draft sequences, we performed high-resolution phylogenetic analysis and
identified several sublineages dominating in Japan and the turnovers of the dominant clones or
sublineages. By developing a novel Stx2 subtyping method, we identified the difference in dominant
subtype between sublineages and subtype change in several sublineages. We are now performing more
detailed analyses, including analysis of sublineage specific genes and integrated analyses of

céinicgl and bacterial genome information to identify high-risk 0157 clones or sublineages and their
ynamics.
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