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T
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stag
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Tumor size 
(Max 
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Biopsy 
location 
of BM

C1 59 Female G2 pT2b N0 101 mm radical, right Sacrum

C2 62 Male G3 pT1b N1 65 mm radical, left Humerus

C3 60 Male G2 pT1a N1 28 mm radical, left
Spinal 

column

C4 61 Female G2 pT3a N1 75 mm radical, left
Spinal 

column
C5 68 Male G3 pT2b N2 60 mm partial, right Sacrum

C6 58 Female G1 pT3a N1 98 mm radical, right Humerus
C7 62 Male G2 pT3a N0 84 mm radical, right Sacrum

C8 57 Male G3 pT2a N1 85 mm radical, right
Spinal 

column
C9 48 Female G2 pT2b N2 62 mm radical, left Sacrum

C10 68 Female G2 pT1b N2 55 mm radical, left Humerus

C11 53 Male G3 pT3b N1 58 mm radical, right
Spinal 

column
C12 60 Male G3 pT2a N1 72 mm radical, left Sacrum

Table S1. Clinical and pathologic features of the RCC cohort

Table S2. Antibody list

Antibody vendor Cat #

SLC9A3R1 Invitrogen PA1-090

HPCAL1 Sigma Aldrich MABC1138

HSP90B1
Thermal Fisher 

Scientific 36-2600

CHMP2A Invitrogen PA5-59454

EZR Abcam ab40839

RCN1 Abcam ab205927

PDL1 Cell Signaling 13684
Goat anti rabbit IgG 

HRP secondary 
antibody Invitrogen 31460



A

B

Table S3. Statistical results for TCGA-KIRC expression of the genes in 72 paired tumor/tumor 
adjacent normal tissue (A) and non-paired 541 tumor vs 72 normal tissue (B).

GENE        Group I     Group J      statistic    difference (J-I)       CI(95% CI)              p value

GENE                  Group I          Group J            statistic            difference (J-I)                    CI(95% CI)                        p value



Fig S1. Expression of the 6 genes in association to StromaScore, ImmuneScore and ESTIMATEScore in the 
TCGA-KIRC cohort.
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Fig S2. Expression of PDL1 and PD1 in the RCC tumor samples in the Human Protein Atlas. PDL1 was not 
detected in the RCC tumor while the antibody stained positive in a melanoma tumor sample.



PD1 scRNAseq of kidney SLC9A3R1 scRNAseq of kidney
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Fig S3. Single cell RNAseq data in the Human Protein Atlas showing expression of the 6 genes in kidney 
tissue.
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Anti-PD1 therapy: OSA Anti-PD1 therapy: PFSB

Fig S4. Kaplan-Meier analysis of the 6 genes’ expression level in association to patient OS (C) and 
PFS (D), using the median of mean expression of the gene set as the cutoff, in a combined cohort 
of 321 or 244 patients that treated with anti-PD1 therapy [8]. 


