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Identification of the factor derived from gut microbiota associated with the
progress of chronic hepatitis C
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We performed a comparative study of gut microbiota composition between
chronic hepatitis C (CHC) patients and healthy individuals. Compared with healthy individuals,
bacterial diversity was lower in persons with HCV infection, with a decrease in the order
Clostridiales and an increase in Streptococcus and Lactobacillus. Microbiota dysbiosis already
appeared in the persistently normal serum alanine aminotransferase (PNALT) stage with the transient
increase of Bacteroides and Enterobacteriaceae. Predicted metagenomics showed an increase in the
urease gene mainly encoded by viridans streptococci during the progression of clinical stages,
consistent with a significantly higher fecal pH in chronic hepatitis (CH) and liver cirrhosis (LC)
than in healthy individuals or in the PNALT stage.

HCV infection is associated with gut dysbiosis, even in patients with mild liver disease.
Additionally, overgrowth of viridans streptococci can account for hyperammonemia in CH and LC.
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