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Supplementary Figure 1. (A) These figures depict the gene expression profiles of the ten downregulated hub genes in normal tissues and
HCC tissues and these were obtained with the assistance of the GEPIA database. (B) These figures depict the relationship between overall
survival and gene expression in the ten hub downregulated hub genes in HCC tissues and their normal counterparts. (* P<0.05, **P<0.01).
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Supplementary Figure 2. (A) Using cell line webtool, we checked the ACADS expression in 2 normal liver cells and 7 HCC cell lines. (B) The
survival-model established based on ACADS expression and methylation level in HCC patients.
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Supplementary Figure 3. (A) The overexpression of ACADS reduced both the migration and invasion potentials in Huh7 and HCCLMS3 cells.
Representative images are shown at the bottom. (B-D) CCK-8 assays and colony assays showed that the proliferation of HCC cells was
reduced following the overexpression of ACADS. (* P<0.05, **P<0.01).
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Supplementary Figure 4. It can be noted that tumor tissues exhibited higher methylation levels as compared to the normal liver tissues at
the sites cg01535453, cg08618068, and cg10174836 both in the samples sequencing data (A) from our center and TCGA darabase (B) — which
are the target sites of the ACADS CpG islands.
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