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Detection of the Antimicrobial-Resistant Gene Isolated in Kagawa Prefecture (2024)

R TR
Chiemi FUKUDA

= BT HI fa%k HE Bt
Yoko IWASHITA Emi THARA Kyoko MEGURO

2§

2024 £ 1 Hv6 12 H ORNZENRANOEEER X 0 RO & > 72 77 VSR ARG B Al

(Carbapenem—Resistant Enterobacterales ) 25KRIZOWTC, BT &1 -7, B p~w—F
B FREKIIY — 7 = R T e OV ) BENTIZ L U variant, MLST, plasmid replicon type % f#
R T, WX, Enterobacter cloacae complex 8 #f. Klebsiella aerogenes 8 ¥k, Klebsiella pneum
oniae THR. Escherichia coli 1 ¥R, Serratia marcescens 1 ¥k THo7-, MEBELEFIII N ARE<—
PEEFTHD IMP AL 5K, KPCHY 1K, NDMAY 1 AR S a7z, ESBL IE{AF-1%, TEMZAY 2 Bk, CTX-M-
1 group 2 BRAMHIEH72, AmpC #Hfn 113 ACT-28 73 3 FKk, CMY-2 A% 1 Kk, DHAFUAS 1 MRk Shviz,
— T AT OFRE R, IMP RIS BEE b blanp- . KPC UK blawpes. NDMBUX blamys & FIBA LT-, Vst
e XD blages ODBHIZRENFITHY . BFIIRFIHEZ2 35 LT blaws b SN ANEFEOEE T
bolo, WVHOBRNOIEDN VIZEET HT2045% bkt L TU AR~ —EBE B FORARIZ
LTV ER D D,

Abstract

Genetic analysis was performed on 25 strains of carbapenem-resistant Enterobacterales report
ed from medical institutions in Kagawa Prefecture between January and December 2024. Car
bapenemase gene carriers were searched for variant, MLST, and plasmid replicon type by seq
uencing and whole genome analysis. The bacterial species were: Enterobacter cloacae complex
(8 strains), Klebsiella aerogenes (8 strains), Klebsiella pneumoniae (7 strains), Escherichia co
Ii (1 strain), and Serratia marcescens (1 strain). The detected genes were carbapenemase gen
es: IMP type (5 strains), KPC type (1 strain), and NDM type (1 strain). ESBL genes detecte
d included TEM-type in 2 strains and CTX-M-1 group in 2 strains. AmpC genes detected inc
luded ACT-28 in 3 strains, CMY-2 in 1 strain, and DHA-type in 1 strain. Sequence analysis

confirmed that all 5 IMP-type strains carried blamr-1, the KPC-type strain carried blakecz, a
nd the NDM-type strain carried blanom-5. The detection of blakpc-2, which is considered to be

an overseas strain, was the first in the prefecture, and the patient was a foreign national w
hose blaxpm-s was also detected at a different time. Continued monitoring of carbapenemase g
ene possession is necessary to watch for the spread of the overseas form in the prefecture.
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24C-03 Klebsiella aerogenes 261 - fosA5_fam ogxB20 ogxA9 blaCMY-2
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