Supplemental Figure Legends 
Figure S1. Flowchart of study design. K-M Plotter, Kaplan-Meier Plotter; OS, overall survival; TMA, tissue microarray; mIF, multiplexed immunofluorescence; TCGA, The Cancer Genome Atlas.

Figure S2. The mRNA expression of NDUFS genes in KIRC. The mRNA expression of NDUFS genes in KIRC tissues as compared to normal tissues were analyzed by the UALCAN (A), ENCORI (B) and GEPIA (C) database. 

Figure S3. The overall survival analysis of NDUFS genes in KIRC patients. The overall survival analysis in KIRC patients with high or low expression of NDUFS genes were analyzed by GEPIA (A), Kaplan-Meier Plotter (B) and ENCORI (C). 

[bookmark: _Hlk130767109]Figure S4. The disease-free survival analysis of NDUFS genes in KIRC patients. The disease-free survival analysis in KIRC patients with high or low expression of NDUFS genes were analyzed by GEPIA database.

Figure S5. The correlation between NDUFS1 and/or FDX1 at mRNA or protein level as well as the NDUFS1 mRNA expression profiles based on tumor grades, individual cancer stages or KIRC subtypes. (A)The correlations between mRNA and protein level of NDUFS1 in KIRC tissues or normal tissues were analyzed by cProSite. (B-D) NDUFS1 mRNA expression based on tumor grades (B), individual cancer stages (C) or KIRC subtypes (D) were analyzed in UALCAN database. (E) The correlations between FDX1 and NDUFS1 in KIRC tissues or normal tissues were analyzed by cProSite.

[bookmark: _GoBack]Figure S6. The promoter methylation level of NDUFS1 in KIRC. (A) The promoter methylation level of NDUFS1 in KIRC tissues as compared to normal tissues were analyzed by UALCAN database. (B-C) The promoter methylation level of NDUFS1 based on tumor grades (B) or individual cancer stages (C) were analyzed by UALCAN database.
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