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Figure S1
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Figure s2
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Figure s3

Supplementary Figures Legends
Figure s1 The expression of candidate genes of miR-501-5p and miR-638 in the clinical specimens of HCC from TCGA dataset. 

All genes were significantly downregulated in HCC tissues compared with normal tissues.

Figure s2 Kaplan-Meier curves of five-year overall survival rate according to the expression of each gene.

Low expression of 18 genes was significantly predictive of a worse prognosis in patients with HCC. Patients were divided into two groups according to the median expression level of each gene. The red and blue lines represent the high- and low-expression groups, respectively.
Figure s3 The relationship between the expression of FTCD, RCL1 and Stromal Score, Immune Score of LIHC patients based on TCGA dataset.

