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Supplementary Figures and Table Legends
Supplementary Figures
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Figure S1. The heatmap of 134 anoikis-related DEGs by gene expression data of HCC samples and normal control in TCGA cohort.  
[image: ]
Figure S2. The ROC curves of risk score and clinical characteristics in TCGA (A) and ICGC (C) cohorts. (B, D) Survival and mortality rates in high- and low-risk HCC patients in TCGA (B) and ICGC cohorts (D). (E, F) Spearman’s correlation analysis of anoikis-related genes  and risk score in TCGA (E) and ICGC cohorts (F).
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[bookmark: _Hlk123888840][bookmark: _Hlk121486430]Figure S3. (A, C) PCA and (B, D) t-SNE plots analysis of patients in high- and low-risk groups. (E-J) Differences in risk score among different clinical characteristics subgroups. (H) stage (***P<0.001), (E) grade (***P<0.001), (F, I) age, (G, J) gender. TCGA cohort (A, B, E, F, G), ICGC cohort (C, D, H, I, J).
[image: ]
[bookmark: _Hlk123889686]Figure S4. (A) Heatmap for risk score and immune activity. (B) Differences in TMB in high- and low-risk groups. (C) Estimate score of the expression profile in high-risk group and low risk group.


Supplementary Table Legends
Table S1: The 380 anoikis-related genes.
Table S2: The 216 chemotherapy drugs of FDA approved or on clinical trials.
Table S3: The 132 of 380 ANRGs were linked with survival.
Table S4: The 52 KEGG pathways obtained by GSEA analysis.
Table S5: The analysis of association between the prognostic genes expression and chemotherapy drug susceptibility.
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