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Supplementary Figure 1. Functional enrichment analysis of 67 immune

genes.

(A) Gene Ontology (GO) term in molecular function (MF), biological process

(BP) and cellular component (CC); (B) Kyoto Encyclopedia of Genes and

Genomes (KEGG) for 67 immune genes.
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pvalue Hazard ratio

age <0.001 1.033(1.019-1.047)

gender 0.663 0.931(0.675-1.284)

grade <0.001 2.293(1.854-2.836)

stage <0.001 1.889(1.649-2.164)

T <0.001 1.941(1.639-2.299)

M <0.001 4.284(3.106-5.908)

riskScore  <0.001 2.017(1.667-2.439)

C

pvalue Hazard ratio
Sex 0.187 2.265(0.673-7.626)
Age 0.040 1.044(1.002-1.087)
T <0.001 2.564(1.675-3.925)
N <0.001 3.866(2.319-6.446)
M <0.001 6.113(2.571-14.537)
Grade <0.001 2.982(1.671-5.320)
riskScore  <0.001 3.117(1.610-6.037)
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pvalue
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Hazard ratio

1.038(1.022-1.053)

1.036(0.743-1.443)

1.388(1.084-1.778)

1.756(1.155-2.669)

0.809(0.551-1.188)

1.162(0.609-2.217)

1.499(1.192-1.886)

Hazard ratio

3.705(0.893-15.361)

1.030(0.987-1.075)

0.020 1.864(1.103-3.148)

0.001 2.833(1.520-5.283)
0.008 3.632(1.399-9.430)
0.099 1.892(0.886-4.041)

0.445 0.685(0.259-1.810)
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Supplementary Figure 2. Independent prognostic analysis of risk score and

clinical characteristics. (A) Univariate and (B) multivariate Cox regression

analysis of risk score and clinical characteristics in TCGA cohort, (C)

Univariate and (D) multivariate Cox regression analysis of risk score and



clinical characteristics in E-MTAB-1980 cohort. T, tumor; M, metastasis; N,

lymph nodes.
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Supplementary Figure 3. Kaplan-Meier survival validation of five genes in the
risk model. (A-E) Overall survival for AQP9, CCL13, CCL21, HAMP and
KIAA1429 in ccRCC of TCGA; (F-J) progression-free survival for AQPY,
CCL13, CCL21, HAMP and KIAA1429 in ccRCC of TCGA; (K-O) methylation
differences between tumor and normal tissues of ccRCC for AQP9, CCL13,

CCL21, HAMP and KIAA1429 in TCGA.



