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METAGENOMICS OF MICROBIAL COMMUNITIES IN GALLBLADDER BILE FROM PATIENTS WITH
GALLBLADDER CANCER OR CHOLELITHIASIS

TSUCHIYA, Yasuo
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Salmonella typhi and Helicobacter infections have been shown to increase
risk of gallbladder cancer (GBC), but findings have been inconsistent. Other bacterial infections
may also be associated with GBC. We aimed to investigate the microbial communities in gallbladder
bile of patients with GBC and cholelithiasis (CL). DNA was extracted from bile in seven GBC patients

and 30 CL patients, and the V3-V4 region of 16S rRNA was amplified. The sequencing results were
compared with the 16S database. DNA was detected in the bile of three GBC (42.9%) and four CL
patients (13.3%). As the predominant species, Fusobacterium nucleatum, Escherichia coli, and
Enterobacter sp. were detected in bile from GBC patients. Those in bile from CL patients were
Escherichia coli, Salmonella sp., and Enterococcus gallinarum. Whether the three bacteria detected
in bile from GBC patients would associated with the development of GBC just like colorectal cancer

remains unknown.
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