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Supplementary Fig. 4. Extended hepatic transcriptomic analysis of JYXZF-treated MASH rats. (A) PCA of hepatic transcriptomic profiles from the MASH and JYXZF-treated groups. (B, C) Heatmap and volcano plot of 438 differentially expressed genes, including 260 upregulated and 178 downregulated genes, identified using a q-value < 0.05 and an absolute log₂-transformed fold change > 1.0. (D) Reactome pathway enrichment analysis of the DEGs shown in panels B and C. (E, F) Heatmap and volcano plot of genes identified using the less stringent threshold of a q-value < 0.05 and an absolute log₂-transformed fold change > 0.585. (G–J) GO, KEGG, Reactome, and WikiPathways enrichment analyses of genes identified using the less stringent threshold. DEG, differentially expressed gene; FC, fold change; GO, Gene Ontology; JYXZF, Juanyu Xiaozhi Formula; KEGG, Kyoto Encyclopedia of Genes and Genomes; MASH, metabolic dysfunction-associated steatohepatitis; PCA, principal component analysis.
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