Supplementary figure legends

Supplementary figure1: Race based expression analysis of hepatocellular carcinoma associated genes. (A) Screen shot
of the left side panel in UALCAN analysis page, which directs to heatmap of top differentially expressed genes. (B) Heatmap
showing top 25 over-expressed genes in liver hepatocellular carcinoma [LIHC]. Each row shows expression level of specific gene
across tumor (n=371) and normal (n=50) samples. Gene names on heatmap is linked to gene expression analysis page.

Boxplots (C-F) depict expression level of GPC3, LCN2, SPP1 and UBE2C in cacausian, african american and asian LIHC patients.

Supplementary figure2: Cancer stage specific expression analysis of bladder urothelial carcinoma associated genes.

(A) Heatmap showing top 25 over-expressed genes in bladder urothelial carcinoma [BLCA]. Each row shows expression level of
specific gene across tumor (n=408) and normal(n=19) samples. Gene names on heatmap is linked to gene expression analysis
page. Boxplots (B-D) depict expression level of CST6, CDKN2A and MMP11 in stage, stage2, stage3 and stage4 BLCA patients.

Supplementary figure3: Pan cancer analysis of P53 signaling pathway genes. (A) Screen shot of the panel in analysis page
that facilitates to scan UALCAN with precompiled gene class. (B) Screen shot of the output page providing bird’s eye view on
expression and survival profile of each gene across 31 TCGA cancer types. Each button links to gene’s expression profile in
different cancers. The styles of the button indicate the expression status (Over-/under-regulation or No change) and overall survival
impact (significant/not significant) of gene.

Supplementary figure4: Assessment of combined impact of CDKN1A expression and patient’s race on overall survival of
head and neck squamous cell carcinoma [HNSC] patients. (A) Screen shot of UALCAN output page providing links to survival
and gene expression analysis. (B) Kaplan meier plot showing result of multivariate overall survival analysis considering CDKN1A
expression and patient’s race. (C-D) Kaplan meier plot showing influence of CDKN1A expression level on overall survival of
Caucasian and African American patients.

Supplementary figure5: Breast cancer subtype specific gene expression analysis. (A) Heatmap showing top 25
over-expressed genes in breast invasive carcinoma [BRCA]. (B-C) Boxplots showing expression profile of BIRC5 and UBE2C in
BRCA patients with luminal (n=566), HER2 positive (n=37) and TNBC (n=116) types of breast cancer. (D-E) Boxplots showing
BIRC5 and UBE2C expression in TNBC sutypes (samples categorized using TNBCtype tool).
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A Top 25 over-expressed genes in Bladder urothelial carcinoma (BLCA)
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P53 signaling pathway genes (KEGG)
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A Top 25 over-expressed genes in Breast invasive carcinoma (BRCA)
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