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Genome-wide DNA methylation analysis of metabolic dysfunction associated
steatohepatitis in Japanese and American cohorts
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In an epigenomic analysis of 220 liver tissue samples from Japanese and
American cohorts with nonalcoholic steatohepatitis (NASH), principal component analysis revealed
that NASH samples exhibited DNA methylation profiles distinct from those of normal liver tissue.
Furthermore, Japanese and American NASH samples showed divergent methylation patterns, suggesting
population-specific differences. Candidate cancer-related genes potentially regulated by aberrant
methylation were identified separately in each cohort. Among them, B3GNT3, MOSC1, and FUT4 were
commonly altered in both populations. In contrast, several distinct candidate genes were uniquely
identified in either Japanese or American samples, highlighting the molecular heterogeneity of

ﬁASH—related hepatocarcinogenesis likely driven by differences in genetic background and lifestyle
actors.
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