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Analysis of carbapenem-resistant Enterobacterales (CRE)
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We investigated 192 carbapenem-resistant Enterobacterales (CRE) isolats from patients of CRE infection and patient
(25.0%)
Enterobacterales (CPE) and 30 (88.2%) of 34 Escherichia coliisolates and 11 (45.8%) of 24 Klebsiella pneumoniae

information in Hyogo prefecture for 2017- 2023. Forty-eight isolates were carbapenemase-producing
isolates were CPE.
, followed by blanom-1  (4/48) |, blap1 (2/48)

. Thirty-six of 41 blanp-s harboring isolates carried blacrxm-2, suggesting that these isolates had IncN

The most dominant carbapenamse-encoding gene was blanvp-6 (41/48)
blanp19 (1/48)
plasmid encoding blamp-6 and blacrx-m-2. In 2022 and 2023, 4 CPE isolates harboring blanpm-1 were detected from patients
without history of overseas travel. Continuous investigation of CRE isolates is useful in understanding regional
characteristics of CRE infection.
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Fig.2 Main symptoms of CRE infection patients
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Fig.4 Distribution by bacterial species of CRE
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Table 1 Bacterial species and B-lactamase genotype of

CPE
bacterial species detected B-lactamase genes number of strains

IMP-6, CTX-M-2

IMP-6, CTX-M-2, CTX-M-27
IMP-6,CTX-M-2, TEM

IMP-6, CTX-M-2, CTX-M-14, TEM
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IMP-6, CTX-M-15,

IMP-6, CTX-M-15, CTX-M-2, TEM
IMP-1, CTX-M-15, CTX-M-2
IMP-6, CTX-M-2, SHV

IMP-6, CTX-M-15, CTX-M-2, TEM,

E. coli

IMP-6, CTX-M-2

NDM-1, SHV
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IMP-6, CTX-M-2, EBC
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Table 2 Bacterial species and B-lactamase genotype of
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