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The aim of this study was to clarify comprehensive profiles of the
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Fig. 2 Metabolome profiles in MASH model mice
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Fig. 3 Microbiome profiles in MASH model mice
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liver, and small and large intestinal contents were obtained from each
group.

For Metabolomics and Microbiome analysis, LC/MS and GC/MS
were applied to each tissue. 16S rDNA amplicon sequencing was
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Fig. 4 Gut-liver axis associated with highly perturbed hepatic metabolites
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