Figure S4. Gene Set Enrichment Analysis. The roles of CDKN2A in KIRC (A), LIHC (B), UCEC (C)

by performing Gene Set Enrichment Analysis (GSEA).

KIRC

LIHC

@)

UCEC

e
04

— REACTOME EPGENETIC REGULATION TGP

— KEGG CELL,
05 = REACTOME TRANSCRIPTIONAL REGULATION BY SMAl

Enrichment Score

Ranked list metric

Enrichment Score

Ranked list metric

Enrichment Score
& &

Ranked list metric
b s

W00 oo TS0 leoos 12600
Rank in Ordered Datasct

s o os

— REACTOME CELL CYCLE
AC)

WP FATTY ACID DMEGA OXIDATION

YELE TEA CVELE

i ‘“ uu‘un‘ uim

5000 7500 10000
Rank in Ordered Dataset

AL CLPANAGE, 06 SELLULAR #ROYED
ACROSS CHEMICAE-SINA
LLAND ANK

— REACTOME_ARD
— REACTOME TRANSMI
— REACTOME INTERACTION i
Z REACTOME PD 1

KEGG_ALPIA (1N ACID METABGEEN

II Iw i

Hml“lllmll IIIWIII\”III IIII‘II‘H \l\lllll‘\ll

s000 10000
Rank in Ordered Datasct

D ES NES padjust FDR
REACTOME_EPIGENET...-0.482 -1.656 0.067 0.056
REACTOME_TRANSCRI... -0.560 -1.869 0.067 0.056
KEGG_CELL CYCLE 0.287 1342 0.182 0.151
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