Supplementary Figures
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Supplementary Figure S1 | The flowchart of this study.
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Supplementary Figure S2 | The correlation between AAGs, and differences in angiogenic biomarkers between two ARL-related clusters. (A) The correlations between AAGs. (B) PCA analysis indicating the differential distribution of the two clusters. (C-D) The distribution of the level of CD34 and CD105 between two ARL-related clusters.
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[bookmark: _Hlk127281375]Supplementary Figure S3 | Verification of the ARL score in the validation cohort. (A, B) Risk plots depicting the distribution of the ARL score and survival time. (C) Expression of 5 angiogenesis-related lncRNAs between two risk groups. (D) K-M curve between the two risk groups. (E) ROC curves of 1-, 3-, and 5-year OS based on the ARL signature. (F) PCA analysis between two risk groups. (G-J) The relationship between the risk score and CD34, and CD105. (K) Univariate and multivariate analyses based on the clinicopathologic features and risk score.
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[bookmark: _Hlk127281418]Supplementary Figure S4 | The relationship between risk score and clinicopathologic features. (A) Age, (B) Gender, (C) Stage, (D) T-stage, (E) N-stage, (F) M-stage.
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[bookmark: _Hlk127282616]Supplementary Figure S5 | stratification analysis based on ARL signature. (A, D) Age, (B, E) Gender, (C, F) Stage, (G, J) T-stage, (H, K) N-stage, and (I, L) M-stage.
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Supplementary Figure S6 | The difference in immune cells and immune function between two risk groups. (A) The rainbow figure of CIBERSORT. (B) The discrepancy of Immune functions in two risk groups estimated by ssGSEA.
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Supplementary Figure S7 | Prediction of drug sensitivity based on ARL signature: (A) foretinib, (B) pazopanib, (C) sunitinib, (D) paclitaxel, (E) saracatinib, (F) AKT inhibitor VIII, (G) ruxolitinib, (H) dasatinib, (I) PIK-93, (J) cytarabine, (K) pyrimethamine, and (L) trametinib.
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