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Investigation of a new pandemic clone for bloodstream infection-associated
Escherichia coli.
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In this study, we investigated the percentage of 025/ST131 and 075/ST1193
clones and drug resistance factors in 424 bloodstream infection-associated Escherichia coli strains.
Particularly, the 075/ST1193 clone showed resistance to quinolone antimicrobial agents in all
strains, suggesting the possibility of it becoming a new epidemic clone. Since few analyses have
been performed on this clone, the data were considered to contribute to the epidemiology of
drug-resistant E. coli.

Escherichia coli ST1193



B - ESBL

025 ST131
O75 ST1193
JANIS
B- ESBL
ESBL
2000 1% 20%
ESBL
O 025 Sequense type ST131

Nicolas-Chanoine MH. et al. Clin
Microbiol Rev. 27: 543-574, 2014

ST131 CTX-M-15 ESBL fimH 30 H30RX

Matsumura Y. et al. Antimicrob Agents Chemother. 61, e00179-

17,2017
025 ST131
ST131
075 ST1193 1
Tchesnokova VL. et al. Clin Infect Dis. 2018.
ESBL
ST131
2009 2018 10
424
2009 2018 Escherichia coli 424 025 E.
coli 112 26.4% O75E. coli 22 5.2% Table 1 025 E. coli
112 93 ST131 ESBL 50.5% 86.0 19 non-ST131
ESBL 10.5% 10.5% 075 E. coli 22 13
ST1193 ESBL 15.4% 100 9 non-ST1193 ESBL
0% 0

Table 1 0 ESBL



2009-2018 (n=424)

O antigen non-ESBL ESBL Total (%) ESBL (%) QNS (%)
QS QNS QS QNS
025 28 35 2 47 112 (26.4%) 49 (43.8%) 82 (73.2%)
o1 33 6 0 2 41 (9.7%) 2 (4.9%) 8 (19.5%)
06 26 0 0 0 26 (6.1%) 0 (0%) 0 (0%)
02 23 1 2 0 26 (6.1%) 2 (7.7%) 1 (3.8%)
075 9 11 0 2 22 (5.2%) 2 (9.1%) 13 (59.1%)
018ab 17 2 0 0 19 (4.5%) 0 (0%) 2 (10.5%)
04 17 0 0 0 17 (4.0%) 0 (0%) 0 (0%)
015 9 4 0 0 13 (3.1%) 0 (0%) 4 (30.8%)
0133 10 1 0 0 11 (2.6%) 0 (0%) 1(9.1%)
013 0 0 0 8 (1.9%) 0 (0%) 0 (0%)
016 0 1 1 7 (1.7%) 2 (28.6%) 1 (14.3%)
086 1 2 1 7 (1.7%) 3 (42.9%) 2 (28.6%)
044 1 0 0 5 (1.2%) 0 (0%) 1 (20.0%)
other type 59 13 1 1 74 (17.5%) 2 (2.7%) 14 (18.9%)
non-type 25 5 1 5 36 (8.5%) 6 (16.7%) 10 (27.8%)
Total 276 80 9 59 424 68 (16.0%) 139 (32.8%)
ESBL: extended-spectrum [3-lactamase
QS: quinolone susceptible
QNS: quinolone non-susceptible
ESBL 025 CTX-M1 group 17 M15 16 M28 1 CTX-
M9 group 28 M14 6 M27 22 075 CTX-M9 group 2 M14 2
025 ST131 96 4
gyrA  S83L D87N  parC S80I E84V
075 ST1193 E. coli 3 gyrA  S83L
parC S80I E84V 075 ST1193 E. coli
(Table
2)
Table 2
025 075
Number of . .
. Mutation sites 025 ST131 075 ST1193
mutations
QS (n=13) QNS (n=80) QNS (n=13)
0 gyrA (WT), parC (WT) 9 0
gyrA (S83L), parC (WT)
1 gyrA (D87N), parC (WT)
gyrA (D87Y), parC (WT) 2
gyrA (D87G), parC (WT)
gyrA (S83L & D87N), parC (WT) 1
2 gyrA (S83L & D87G), parC (WT)
gyrA (S83L), parC (E84G) 1
3 gyrA (S83L & D87N), parC (S80I) 2 13
gyrA (S83L), parC (S80I & E84V) 1

4 gyrA (S83L & D87N), parC (S80I & E84V) 77







