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Detection of Antimicrobial-Resistance Genes in Kagawa Prefecture (2023)
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19 carbapenem-resistant Enterobacterales (CRE) strains brought to our center from medical instit
utions in Kagawa Prefecture from January to December 2023 were genetically analyzed by PCR. Varia
nts, MLST (Multilocus sequencing type), and plasmid replicon type were searched for by sequence a
nalysis and whole genome analysis. Of the 19 CRE strains, 18 were reported and 1 was requested
The species were 10 strains of Enterobacter cloacae complex, 4 strains of Klebsiella aerogenes, 3

strains of Klebsiella pneumoniae, 1 strain of Escherichia coli, and 1 strain of Citrobacter braa
kii. Detected genes were carbapenemase genes, IMP type 2 and OXA-48-1ike 1. ESBL genes were TEM t
ype 2, CTX-M-1 group 3 and CTX-M-9 group 2. Sequence analysis revealed that the IMP type was blanp
-1 in both strains and 0XA-48-like was blapuss. This was the first detection of blapna-ss, which is ¢
onsidered to be an overseas strain, in the prefecture. The patient had no travel history, and it
is necessary to continue monitoring carbapenemase gene possession in order to be aware of the spr

ead of the overseas strain in the prefecture.
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