21,205 mRNAs from 1109 tumor samples and 113 normal samples in TCGA cohort

6633 mRNAs identified by differentially expressed analyses in TCGA cohort

3627 immune genes identified by differentially expressed analyses in TCGA cohort

179 prognostic immune genes identified by univariate Cox analyses
Construction of transcription factor regulatory network with 34 transcription factor and 34 immune genes

Multivariate Cox regression identified 17 immune genes based on previous immune gene biomarkers

Development of prognostic signature based on 17 immune genes in model cohort (n=1030)

Clinical performance of prognostic signature in model cohort

External validation of prognostic signature in validation cohort (n=246)

Supplementary Figure1. Flow chart in current study
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Supplementary Figure 2. KEGG function enrichment chord chart
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Supplementary Figure 3. Survival curves of immune genes
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Supplementary Figure 4. Predictive value distribution chart

i
]
]
. '
]
L] -
. '
L]
]
'
- L]
]
'
L]
L L]
'
L]
'
'
'
i
. '
- ' .
. ' .
' Survival_status
. Dead
. ¢ - 5 :" 3 *
.t .n . . .: - . *  Lming
- i ®
. .'.. :_::c,.
. s o ® o ! T es s
- - .:0... ‘.'.'. t:.’..tic .
. . " e . 1)
H '.;'.'...-.\ t..:"’ Y -
f“‘ h"-'?f‘:.' - ® . L
o L. L] .l:.l - ® .0 0 .
- < :. “;Ia '..I:..‘:.' * . -
, . . o_g o Y . * .
o .‘?--n..%.:"'-?:. *‘..:}’"'oﬂ'. 5 S N 1o
2 W sl +*'n s @ ., o . 0
‘ol'-'., :'..'f 41"&0::"'1:3.{2'\".&‘." : ge e .0: I ’ .
s, @ e 4 ] L P %
. ® . - o3 @ . L]
PR LT el ™ v o™ o0 -
S TR N
. ® . Oy 1 ™ o . ¢’ -
’o.. :.} 3 e nu.'-'o'l.'. = - - A ©

Predict_value

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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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. Home page of Gene Survival Analysis Screen System: (A). Survival curves
display page depicted and compared the survival curve between two defined subgroups;
(B).Univariate survival analysis display page displayed results of univariate survival analysis for
selected variables. Gene Survival Analysis Screen System allows users define different subgroups by

themselves. Users are free to download, upload, and select the dataset for gene survival analysis.
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Supplementary Figure 9.Clinical variable correlation significance heatmap
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Supplementary Figure 10.Immune gene correlation significance heatmap
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between normal sample s and tumor samples
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Supplementary Figure 12. Survival curves of four malignant solid tumors: (A). Hepatocellular carcinoma; (B).
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Supplementary Figure 13. Clinical performance in five malignant solid tumor datasets:

(A). Time-dependent receiver operating characteristic curves;
(B). Survival curves for high risk group and low risk group.
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Supplementary Figure 14. Calibration curves in four malignant solid tumor datasets: (A). Calibration curve for

1-year survival; (B). Calibration curve for 3-year survival; (C). Calibration curve for 5-year survival



