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Supplementary Fig 2. Characterization of immune cell populations in Fn1‑knockout versus wild‑type HCC. (A) Gene Ontology (GO) enrichment analysis of Fn1‒knockout versus wild-type tumor tissues. (B) Representative H&E and IHC staining of type I and type III collagen in subcutaneous tumor sections. (C-F) Immune infiltration profiling in the TCGA-LIHC cohort using four computational algorithms: (C) QUANTISEQ, (D) CIBERSORT, (E) TIMER, and (F) MCPcounter. (G-H) Flow cytometry analysis of immune cell populations in tumor tissues: (G) M1 macrophages, (H) CD8+ T cells and IFN-γ+ CD8+ T cells. (I) Gene Set Enrichment Analysis (GSEA) of tumor tissues based on FN1 expression. Data are presented as mean ± SD. Statistical significance was determined by Student’s t-test .* P < 0.05, ** P < 0.01, *** P < 0.001, **** P < 0.0001 ns, no significance.
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