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Analysis of biliary-pathogenic Escherichia coli detected from bacteremia with
acute biliary tract infection
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i Information on cases of bacteremia in _acute biliary tract infection in a
retrospective study was collected from 2013 to 2015 at a tertiary care hospital in Japan. Factors

related to the severity of infection were investigated.

In total, 72 E. coli strains were identified in 71 cases, most of which primarily belonged to the B2
phylogroup (68.1%). The presence of the iutA gene (77.3% in the non-severe group, 46.4% in the
severe group) and the ibeA gene (9.1% in the non-severe group, and 35.7% in the severe group) was
significantly associated with the severity of infection. Among the patient characteristics, diabetes
mellitus with organ involvement and alkaline phosphatase were different in the severe and
non-severe groups.
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MLST ST131 23.6 ST
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72 44 28 0.73
2
B2 49 (68.1%) 31 (70.5%) 18 (64.3%)
B1 8 (11.1%) 3 (6.8%) 5 (17.9%)
E 6 (8.3%) 4 (9.1%) 2 (7.1%)
A 4 (5.6%) 2 (4.5%) 2 (7.1%)
F 4 (5.6%) 3 (6.8%) 1 (3.6%)
D 1 (1.4%) 1 (2.2%) 0
MLST 0.16
5
ST131 17 (23.6%) 13 (29.5%) 4 (14.3%)
ST95 14 (19.4%) 8 (18.2%) 6 (21.4%)
ST73 5 (6.9%) 4 (9.1%) 1 (3.6%)
ST127 2 (2.8%) 2 (4.5%) 0
ST405 2 (2.8%) 2 (4.5%) 0
ST357 2 (2.8%) 0 2 (7.1%)
ST453 2 (2.8%) 1 (2.2%) 1 (3.6%)
ST1196 2 (2.8%) 1(2.2%) 1 (3.6%)
Un-typable 4 (5.6%) 1 (2.2%) 3 (10.7%)
2 ST 1 ST10, ST117, ST126, ST144, ST345, ST354,

ST420,ST429, ST457, ST607, ST648, ST683, ST1193, ST1304, ST1380, ST1415, ST1851,
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1 ST429 ST131 ST73 iutA
ibeA ST95 35.7
P
Adhesion
papC 21 15 0.296
papG2 10 0.297
sfaD/E 8 4 0.703
fimH 69 42 27 1
afaB/C 2 1 1
iha 23 16 7 0.438
Toxin
usp 56 35 21 0.773
cnfl 9 5 0.728
hlyA 9 5 0.728
sat 22 16 0.202
Iron uptake
YUA 52 35 17 0.108
iroN 16 10 6 1
iucD 24 18 0.124
IutA a7 34 13 0.011*
Capsule
kpsMTZ2 51 33 18 0.427
Miscellaneous
ibeA 14 4 10 0.012*
traT 49 33 16 0.128
cvaC 0.753
ompT 6 6 0.075
TepC 12 9 0.346
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The prevalence of the iutA and ibeA genes in Escherichia coli isolates from severe and non- 2021
severe patients with bacteremic acute biliary tract infection is significantly different
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Escherichia coli from Bacteremic Biliary Tract Infection is as Virulent as Uropathogenic E. coli and its Virulence Factors
Relate to the Severity of Acute Biliary Tract Infection
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