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Multilocus Sequence Typing (MLST)

4 Sequence analysis of housekeeping genes
1 Allele Number

CCTAAAAAAGTATTTGATCAATGTGAAGGTTCTTTGCTTTATCCGATGTTTGTCAAA
CCGGCGAATATGGGTTCTAGTGTCGGCATTACAAAAGCAGAAAACCGAGAAGAG
CTGCAAAATGCTTTAGCAACAGCCTATCAGTATGATTCTCGAGCAATCGTTGAACA

AGGAATTGAAGCGGGCGAAATCGAAGTTGCTGTATTAGGAAATGAAGACGTTCG |7 6
GACGACTTTGCCTGGTGAAGTCGTAAAAGACGTAGCATTCTATGATTATGAAGCA
AAATATATCAATAATAAAATCGAAATGCAGATTCCAGCCGAAGTGCCAGAAGAAGT
[TTATCAAAAAGCGCAAGAGTAC

CCTAAAAAAGTATTTGATCAATGTGAAGGTTCTTTGCTTTATCCGATGTTTGTCAAA
CCGGCGAATATGGGTTCTAGTGTCGGCATTACAAAAGCAGAAAACCGAGAAGAG
CTGCAAAATGCTTTAGCAACAGCCTATCAGTATGATTCTCGAGCAATCGTTGAACA 8
AGGAATTGAAGCGCGCGAAATCGAAGTTGCTGTATTAGGAAATGAAGACGTTCG |—>
GACGACTTTGCCTGGTGAAGTCGTAAAAGACGTAGCATTCTATGATTATGAAGCA
AAATATATCAATAATAAAATCGAAATGCAGATTCCAGCCGAAGTGCCAGAAGAAGT
[TTATCAAAAAGCGCAAGAGTAC

e.qg. atpA, ddl, gdh, purK,
gyd, pstS, and adk "\

Allelic profile eBURST analysis 25 zu/

sequence type (ST)
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PFGE vs MLST
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Yamagishi et al., Scientific Reports (2020)10:4139
A prolonged multispecies outbreak of IMP-6 carbapenemase-producing
Enterobacterales due to horizontal transmission of the IncN plasmid
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Figure S2. Comparative analysis of IneN plasmid region and AMR gene patterns.
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