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Antimicrobial resistant bacteria is of global concern. In particular, the
drug-resistant bacteria often include antimicrobial resistant genes, that are thought to origin from
livestock and environment, among clinical isolates. In this study, we focused on floR gene, which
is a resistance gene to florphenicol used in livestock. The prevalent rates of floR were 1.5%, 6.4%,
and 2.9% in ESBL producing Escherichia coli from clinical isolates, retail meats and healthy
humans, respectively. Furthermore, the plasmid possessed the isolates from retail meat had a

potential of high frequency of transconjugation.

In addition, the prevalent rate of the gnr gene, which was carried with floR in the strain, was

investigated. The prevalence of gnr gene in non-ESBL and ESBL-producing E. coli was 2% and 4%,
respectively, and gnrS were determined among all strain.
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