2021 2023

o7

factors for antimicrobial resistance and virulence

Arai, Nobuo

3,500,000

Phylogenetic analysis for 07 group of Salmonella and identification of the
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Phylogenetic analysis based on whole genome sequence revealed that there
were five distinctive clades 1n Salmonella Choleraesuis (SC, antigenic formula; 7:c:1,5) and 7:c:-.
Biovar Choleraesuis and Kunzendorf (SCK) were summarized in cladel and 2, and clade 3 to 5,
respectively. All 7:c:- strains, which were isolated from Japan, belong to clade 5. Thus, it was
indicated that the domestic 7:c:- was the monophasic variant of SCK. Through the antibiotic
susceptibility testing and the invasion assay for INT407, we identified the high-risk clade that

showed multidrug resistance and high invasiveness.
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