RBM10 Is a Biomarker Associated with Pan-Cancer Prognosis and Immune
Infiltration: System analysis combined with in vifro and vivo experiments

>

| Raw Data Collection

ucsCXena T &GEPIA2

Q) TIMER2.0 7 STRING ¢#* cBioPortal
Sangerbox ¥ GSCA THEHUMANPROTENATLASY

{
Y= Kaplan-Meier Plotter - TNMPlOt

a. RBM10 expression across TCGA tumor, and the \

| mRNA and Protein expression > | matched TCGA normal and GTEx data
b. RBM10 expression between tumor and adjacent
normal tissues
c. RBM10 expression in normal tissues or cancer
cell lines
d. Subgroup analysis(stage and molecular subtypes)
e. Protein expression of RBM10
5 @ N
| Prognostic value » [ (OS, PFS, DSS,PFI and DFI)
a. Forest plot of hazard radio
l \_b. Kalan-Meier analysis )
| Genetic variation analvsis > (" a. Genetic alternations characteristics )
b. Kaplan-Meier analysis(OS, DFS, DSS and PFS)
l \_¢. The linked of RBM10 levels and CNV )
. . : . . .
| DNA methylation analysis > a. Methylation correlation analysis
b. Kaplan-Meier analysis(OS, DSS and PES)
1 c. DNMT genes
N\ J
= /"a. Immune cell infiltration I
| Immnue analys1s > b. Tumor immune microenvironment
c. TMB, MSI, MMRs and neoantigens
l d. ICPs
\_e. MHC, chemokines, chemokines and receptors J
| Drug sensitivity IC50 correlation analysis
= i (" a. A single-gene Go analysis \J
| Function and Pathway ) [
c. To obtain the top 50 genes related to RBM10
l \_d. KEGG pathway and HALLMARK analysis Y,
| In vitro and vivo experiments > (" a. In vitro biological behavior experiments h
b. In vivo tumor Xenotransplantation experiments
\_c- PD-L1 protein half-life analysis )




