©
2017 2019

NASH

Evaluation of the role of gut-microbiota in NASH-associated HCC pathogenesis
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This study was to investigate the role of gut-microbiota and endotoxin (ET)
in the pathogenesis of non-alcoholic steatohepatitis (NASH)-associated hepatocellular carcinoma
(HCC). By fecal metagenomic analysis, the occupation rate of Faecalibacterium was lower in the feces

of NASH-associated HCC model mice than in non-HCC mice. This result was similar to that of human
HCC patients. Moreover, administration of Fecalibacterium to these HCC model mice resulted in a
decrease in the number and size of HCC. Although increased intestinal permeability is considered as

a mechanism of progress of NASH-derived HCC, improvement was observed by administration of
Fecalibacterium.
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