Supplemental Figure Legend

Supplementary Figure 1S: Principal component analysis (PCA) of the 44
experimental samples analyzed by array. The top 500 highly expressed genes

across samples were considered for the analysis.

Supplementary Figure 2S: TCGA validation of up-regulated RCC associated
genes. Boxplots show expression level of each gene in 72 kidney normal
samples and 533 kidney renal clear cell carcinoma samples. The significance of

differential expression is measured by unpaired t-test.

Supplementary Figure 3S: TCGA validation of down-regulated RCC associated
genes. Boxplots show expression level of each gene in 72 kidney normal
samples and 533 kidney renal clear cell carcinoma samples. The significance of

differential expression is measured by unpaired t-test.

Supplementary Figure 4S: Oncomine (https://www.oncomine.com) analysis of

RCC associated genes. Heatmap shows expression pattern of up-regulated
[upper panel] and down-regulated [lower panel] RCC genes in published
Beroukhim RCC study, consisting renal cortex (n=10), renal tissue (n=1) and

non-hereditary clear cell renal cell carcinoma samples (n=27)(1).



Supplementary Figure 5S: Oncomine analysis of RCC associated genes.
Heatmap shows expression pattern of up-regulated [upper panel] and down-
regulated [lower panel] RCC genes in published Jones Renal Study, consisting

normal kidney (n=23) and clear cell renal cell carcinoma (n=23) samples(2).

Supplementary Figure 6S: Oncomine analysis of RCC associated genes.
Heatmap shows expression pattern of up-regulated [upper panel] and down-
regulated [lower panel] RCC genes in published Gumz Renal Study, consisting

normal kidney (n=10) and clear cell renal cell carcinoma (n=10) samples(3).

Supplementary Figure 7S: Kaplan meier plots showing effect of gene
expression level on overall survival of kidney renal clear cell carcinoma patients.
The survival plots were obtained from UALCAN, which uses level 3 RNA-seq
data and survival information from TCGA kidney renal clear cell carcinoma[KIRC]
patients (n=533). The significance of difference between survival curves were
obtained by log rank test.
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Supplementary Figure 2S
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Supplementary Figure 4S
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Supplementary Figure 5S
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Supplementary Figure 6S
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