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FIG S1 MICs of (a) imipenem and (b) meropenem for 45 isolates. Types of carbapenemases are

shown on the x-axis. CLSI MIC interpretive criteria for imipenem and meropenem are as
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follows: susceptible, <1 mg/L; intermediate, 2 mg/L; resistant, >4 mg/L. ND = no

carbapenemase-encoding genes were detected for these isolates.
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FIG S2 Phylogenetic tree of strains JSWP036-JSWP041 and reference strains belonging to
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Strain ;::rl::genehc
SY-70 738 N
35699 607 N
BIDMC92 676 N
GNO03164 707 0
44242 598 L
44246 598 L
GN02587 598 L
414_ECLO 666 L
BWH 43 414 L
DSM 16690 905 M
EC_38VIM1 96 M
35734 595 M
20432 596 M
29_ECLO 41 M
JSWPO041 929 (M)
JSWP036 929 (M)
JSWP040 929 (M)
JSWP039 930

JSWP037 930

JSWP038 930

DC4 745 K
DC3 745 K
c1 679 K
1161_ECLO 658 K
1160_ECLO 658 K
GN02073 685 J
ATCC 35953 807 J
35642 252 J
895_ECLO 162 J
33838 24 J
JD6301 719 P

closely related phylogenetic groups (J, K, L, M, N, O, and P). Strain JD6301 (phylogenetic group

P) was used as an outgroup.
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