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Practical application of intestinal flora model that can find high-risk group
for carcinogenesis after HCV elimination
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The fecal BAs composition, gut microbiota, and transcriptional analysis of
the liver from chronic hepatitis C (CHC) patients was compared with that from healthy individuals.
CHC patients, even at earlier stages, showed BAs profiles distinct from healthy individuals, in
which fecal deoxycholic acid (DCA) was significantly reduced and lithocholic acid or ursodeoxycholic

acid became dominant. The decrease of fecal DCA was correlated with reduction of commensal
Clostridiales and increase of oral Lactobacillales. Impaired biosynthesis of cholic acid (CA) was

observed as a reduction of the transcription level of cytochrome P450 8B1 (CYP8Bl), a key enzyme in
CA biosynthesis.
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