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Supplementary Figure 1. Role of RIPK2 related pathway in KIRC. (A) The association plot of RIPK2 expression and NOD pathway
activity. (B) The violin plot of the gene expression value of XIAP, SHARPIN, OTULIN, and TNFAIP3 in TCGA KIRC dataset. (C) The survival curve
of XIAP, SHARPIN, OTULIN, and TNFAIP3 in TCGA KIRC dataset.
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mMRNA expression (RNAseq): RIPK2
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Supplementary Figure 2. Expression of RIPK2 in KIRC and other cancer types. (A) Expression profile of RIPK2 in cancer cell lines
(Broad Institute Cancer Cell Line Encyclopedia Database). (B) Immunostaining of RIPK2 in renal cancer tissue, antibody: HPA015273, Patient
ID:2067; Female, age: 72. (C) Expression of RIPK2 in different cancer types; *: p-value < 0.05; **: p-value <0.01; ***: p-value <0.001
(www.timer.cistrome.org).
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Protein expression of RIPK2 in Clear cell RCC

Protein expression of RIPK2 (NP_003812.1:5393) in Clear cell
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Supplementary Figure 3. Expression of RIPK2 and its phosphorylation in KIRC. Z-values represent standard deviations from the
median across samples for the given cancer type. Log2 Spectral count ratio values from CPTAC were first normalized within each sample
profile, then normalized across samples.
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Supplementary Figure 4. Effect of RIPK2 inhibition on signaling pathway and in vivo tumor growth. (A) Western blot analysis of
JNK and NFkB expression in 786-0O cells upon treatment with GSK2983559. (B—D) GSK2983559 (3 uM) mediated RIPK2 inhibition leads to
suppressed cell growth determined by colony formation assay (B), CCK-8 assay (D) and cell migration (C). (E) In vivo efficacy of GSK2983559

on 786-0 xenograft model. (F) Quantitative PCR analysis of the SETD2 and BAP1 mRNA level. Data are expressed as means + SD (n=3).

A KIRC_GSE111360
RIPK2
N
00‘3\@“@\\0‘5\@*%{'\& D LE S e"\(\\\t’(&(’\\e 29SS S S .\}Q“o“.\\e’g} &
& SO SN A P L L L LS L
g AR S S I
5y R IV Y
R 5% v X Sl
SELES O
R L

RIPK2 vs. SETD2, 535 samples (KIRC)

Data Source starBase v3.0 project

© = Regression (y = ~0.0185x + 2.4141)
© r=-0019, p-value = 6.58e-01

RIPK2 vs. BAP1, 535 samples (KIRC)

Data Source: starBase v3.0 project

i Regression (y = -0.2231x + 4.0800)
® r=-0297, pvalue = 221e-12

Supplementary Figure 5. Expression of RIPK2 in KIRC scRNA dataset and expression correlation between RIPK2 and SETD2
and BAP1. (A) Analysis of KIRC scRNA dataset (GSE111360) for the expression of RIPK2 among different groups of cells was shown in violin
plot. (B) mRNA expression correlation between RIPK2 and SETD2 (r=-0.019) in TCGA KIRC patient dataset (http://starbase.sysu.edu.cn/). (C)
mRNA expression correlation between RIPK2 and BAP1 (r=-0.297) in TCGA KIRC patient dataset (http://starbase.sysu.edu.cn/).

www.aging-us.com

AGING


http://starbase.sysu.edu.cn/
http://starbase.sysu.edu.cn/

