22,412 mRNAs from 375 tumor samples and 32 normal samples in TCGA cohort

6047 mRNAs identified by differentially expressed analyses in TCGA cohort

2352 immune genes identified by differentially expressed analyses in TCGA cohort

160 prognostic immune genes identified by univariate Cox analyses

Construction of transcription factor regulatory network with 19 transcription factor and 70 immune genes

Multivariate Cox regression identified 14 immune genes based on previous immune gene biomarkers

Development of prognostic signature based on 14 immune genes in model cohort (n=265)

Clinical performance of prognostic signature in model cohort

External validation of prognostic signature in validation cohort (n=279)

Supplementary Figure 1. Flow chart in current study
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Supplementary Figure 2. Bubble chart of prognostic genes
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Supplementary Figure 3. Chord chart of prognostic genes
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Supplementary Figure 4. Predictive value distribution chart
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Supplementary Figure 5. Survival status scatter plot
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Supplementary Figure 6. Calibration curves for model cohort: (A) Calibration curve for 1-year survival;

(B) Calibration curve for 3-year survival; (C) Calibration curve for 5-year survival
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Calibration plot of 1-Year survival
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Supplementary Figure 7. Calibration curves for validation cohort: (A) Calibration curve for 1-year survival,

(B) Calibration curve for 3-year survival; (C) Calibration curve for 5-year survival
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Supplementary Figure 8. Decision curve chart: (A) Decision curve chart for 1-year survival;
(B) Decision curve chart for 3-year survival; (C) Decision curve chart for 5-year survival
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Supplementary Figure 9.Clinical variable correlation significance heatmap
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Correlation significance heatmap
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Supplementary Figure 10.Immune gene correlation significance heatmap
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Supplementary Figure 11. Subgroup analyses among different races



