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Figure S1. Reactome database pathways. (A) Generic transcriptomic pathway. (B)Transcriptional regulation by RUNX3. (C) Cellular senescence. (D) Signaling by VEGF. Adapted from Fabregat A, Sidiropoulos K, Viteri G, et al. Reactome diagram viewer: data structures and strategies to boost performance. Bioinformatics. Apr 1 2018;34(7):1208-1214. doi:10.1093/bioinformatics/btx752
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Figure S2. KEGG database pathways. (A) MicroRNAs in cancer. (B) Adherens junction. (C) HIPPO signaling pathway. (D) TGF-beta signaling pathway. Adapted from Kanehisa M, Goto S. KEGG: kyoto encyclopedia of genes and genomes. Nucleic Acids Res. Jan 1 2000;28(1):27-30. doi:10.1093/nar/28.1.27

Figure S3. miRNAs associated with different molecular pathways in the Reactome and KEGG databases, likely prognostic factors for overall survival in GBM (Excel database). 






1

image1.png
Generic Transcription Pathway.

Nuclear e

Receplor T
transaription e

pathway =2

Tt
epgatonty
e Transcriptional

Notch-HLH
transcription
pathway

YAP1- and
o WWTR1

(TAZ)-stimulated
gene expression

Cellular Senescence

Senescence-Assodlated

‘Secrelory Phenotype Fomaion of
) Saspy Oncogene SonosarcoRosocaed
acii Induced (5

Senescence

Oxidative Stress.
Induced
Senescence

to chemical str

B

tion of RUNXZ A Polymer

Transcriptional
regulation by RUNX3

ormati

s Ao
oo | "B R RNAF

RUNX3
regulates
WNT

FUNGReguaes | SigNAling | RUNX3
e vt regulates |
pi4-ARF |
RUNX3
regulates
NOTCH
signaling RA
Polym
Il Proi
Esc

by ALK

Signaling by VEGF

s

Neurophiln
interactons with VEGF
and VEGFR

vearR2 VeorR2
medetedcel | medated
olferaton | vascular
” pemeabllty

iPCR





image2.png
H
g
3
E
5

1
i
i

0 SNALNG oy





