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Relationship between biofilm and biliary stent occlusion.
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In this study, we collected obstructed biliary stents from eight patients
with obstructive jaundice and performed bacterial culture, metagenomic analysis, and structural
analysis using various microscopes on the bacteria and biofilm inside the biliary stents. The
results suggested that strains of enterococci promoted biofilm formation in a secondary bile acid
environment, which may have contributed to the bile duct stent obstruction. We searched for agents
with anti-biofilm effects, and suggested that candidate substance P may have inhibitory effects on
biofilm formation by E. coli, Enterococci, and Staphylococci.
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Association of biliary stent obstruction with biofilm formation on the stent surface :An exploratory study based on 16S rRNA
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END02022

2022

(Kinjo Yuki)

(20570831) (32651)

(Suda Wataru)

(20590847) (82401)

(Sugimoto Shinya)

(60464393) (32651)

(Takayasu Lena)

(20814833) (12601)




(Kato Masayuki)

(00366220) (32651)
(Furuhashi Hiroto)
(60909894) (32651)




