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Abstract

In this age of internationalization, we should be increasingly concerned
about antimicrobial resistance, which has become a global pandemic. In this
study, we aimed to screen for carbapenem-resistant Enterobacteriaceae (CRE)
strains in ready-to-eat food samples imported from abroad. We tested 153 food
samples (mainly imported from Myanmar) using a CRE screening culture plate.
We isolated ESBL-producing E. coli and Acinetobacter baumanii; however, no
CRE strains were isolated, at all. To develop a platform for a genome analysis
approach in our laboratory, we applied a CRE strain isolated from another
sample for MinION (Oxford Nanopore Technologies) assay. As a result of
the genome analysis, we successfully identified the isolate as Enterobacter
hormaechei, subsp. xiangfangensis and MLST 171, which was previously known
as a pandemic strain in the United States. The isolate harbored a total of 5
plasmids. Among these, the IncFIB/IncFII/IncQ1 plasmid was positive for a
variety of antimicrobial resistance genes, and the IncX3-type plasmid possessed
blaypy.:, exerting the CRE profile. A phylogenetic tree analysis suggested
that the IncX3-type plasmid had a sequence similar to those reported from
China, especially those isolated in Myanmar. As globalization progresses, it is
becoming increasingly necessary to be mindful of the spread of antimicrobial
resistance in Japan.



