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Figure S1| Brief flow chart of the study design.
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Figure S2| The relationships between the risk score and other clinical characteristics. (A-C) The distribution of the immune score (A), stromal score (B), and estimate score (C) in the groups stratified by distant metastasis. (D-F) The distribution of the immune score (D), stromal score (E), and estimate score (F) in the groups stratified by lymph nodes metastasis. (G-I) The distribution of the immune score (G), stromal score (H), and estimate score (I) in the groups stratified by status. 
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Figure S3| Consensus clustering analysis for cluster k=4 to k= 10 of all the ccRCC samples.
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Figure S4| Comparison between the risk score and immune checkpoints expression. (A) The boxplot showed that the risk score was highly and positively correlated with immune checkpoints expression. (B) The corresponding coefficients were displayed in the lollipop diagram. (C) The scatterplots combined with fitted line confirmed the highly correlations between these variables.
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