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Fig. S1 Impact on cancer cell line survival of UMG lists before the DepMap filtering step compared to other methods’ 
             lists. Extension to Figure 4.
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Fig. S2 Impact on cancer cell line survival of UMG lists compared to other methods’ lists, all including known driver 
             genes. Extension to Figure 4.
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Fig. S3 Impact on cancer cell line survival of UMG lists before the DepMap filtering step compared to other methods’ 
             lists, all including known driver genes. Extension to Figure 4.
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Fig. S4 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in CESC. Extension to Figure 5.
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Fig. S6 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in COAD. Extension to Figure 5.
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Fig. S7 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in ESCA. Extension to Figure 5.
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Fig. S8 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in HNSC. Extension to Figure 5.
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Fig. S9 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in KICH. Extension to Figure 5.
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Fig. S11 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in KIRP. Extension to Figure 5.



APOB

CTNNB1

AXIN1

ALBTP53

CASP8

PRKACB

NDC80

CCNB2

UBE2I

MDM2

CDK1

EIF4E

C4ABU
B1

B

M
EN

1

PAK2
KP

NB1
CCND1

KLH
L3

RNF2
JUP

GRB
2ITGAX

BCAR1

MAPK3

ITGB1

MAPRE1

PPP2CB

CUL3

BMP2

RHOA
PIK3CA

CDKN1A

KRAS

NRAS

RB1

KEAP1

IDH1

NUP133

GNAS

SMARCA4 EEF1A1

XPO1

DHX9

HDAC1
SUZ12

AP2S1

CPSF3

RBBP7

W
DR5

CYP3A4

HIST1H1E

VAPA

DCTN1

FEN1

CREB3L3

IKBKG
KIF

4A

ACVR2A

BRD7

IL6ST

ARID1A

TSC2

RPS6KA3

ARID2

BAP1

CDKN2A

NFE2L2

PPP1CC

P4
HB

CC
NB1

NUP10
7

NUP37
PP

P1
CA

MMP9PRKA
R2A

M
APK14

BI
RC5

SMARCD3 DYNC1I2

SH3KBP1

CCNA2

CDK2

VEG
FA

RUVBL
1

> 0.0015, <0.003

0.025

0.35

LI
H

C 
M

ut
at

io
n 

Sc
or

e

0.075

Gene Type

UMG

Driver 1-20

770+

Degree

385

Fig. S12 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in LIHC. Extension to Figure 5.
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Fig. S13 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in LUAD. Extension to Figure 5.
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Fig. S14 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in LUSC. Extension to Figure 5.
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Fig. S15 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in PRAD. Extension to Figure 5.
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Fig. S16 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in READ. Extension to Figure 5.
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Fig. S17 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in STAD. Extension to Figure 5.
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Fig. S18 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in THCA. Extension to Figure 5.
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Fig. S19 PPI network analysis of the relationships between UMGs (white nodes) and known driver genes (red) in UCEC. Extension to Figure 5.
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