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Supplementary Figure 1. The expression of FAM49B in LIHC/HCC based on tumor grade. **p
< 0.01, ****p < 0.0001.
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Supplementary Figure 2. The top 20 results of GO, KEGG and GSVA in FAM49B. (A) GO_BP
analysis. (B) GO_CC analysis. (C) GO_MF analysis. (D) KEGG analysis. (E) GSVA.
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Supplementary Figure 3. The correlation analysis between FAM49B and m6A related genes.

The data showed that FAM49B was positively correlates with m6A related genes in LIHC.



