Supplementary Table 1

Complete mutational landscape analysis for each glioma subtype,
including detailed co-occurrence patterns and Ti-Tv profiles, and
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comprehensive survival analysis results

Diffuse Glioma
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Altered in 346 (88.04%) of 393 samples.
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Low-Grade Glioma
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Altered in 489 (96.26%) of 508 samples.
sam
a =0
a . . - . . B
o e
TPS3 4o [N
ATRX F | 3% [N
cIc | ] 200
il I | | W 1
FUBPL | o
vorcHr | | r ™ ]
PIK3CA O ] AN | ™
mucts |} /] e i
EGFR | | 1 e |
NF1 | [1] 11| B e I
eucsrr | | | 00 QU L
PTEN 1 I N |
Amipza | | |11 | S |
IDH2 [N [ |
FLG | | B R T |
zeT820 | | I IIII Lo |
NiPBL | L T I o |
rmz| | | LI |
scor | | Jiiil I | EI |
» Frame_Shift_Del u In_Frame_Del
= Missense Mutatson = Trarslatson_Start Sie
= Frame_shift_ins = In_Frame_|ns
i Sphce Sde B Multi Hit
-




100 + A » d 100

76 =

]
-

Ti-Tv Plot 0 d ‘ '

% Mutations
8 o
I i

L
[}
1

25 -
g -

% Mutations

50
25

70 RTK-RAS @

60

o
=
|

18R

# affected genes
]
|

w
o
1

Higpo

ma
[=]
|

10

1

Cell @ycle
e 2
L

3 20 40 60 80
Pathway size

Oncogenic Pathways




Co

ccurrence/Mutual Exclusivity plot

APQB [ 15]
MUCLT [ 16]
LRP2[ 16]
HMCNL [ 28]
WARCA4 [ 17]
BCOR [ 17]
RYR2[ 18]
NIPSL [ 19]
ZBTE20 [ 20f
FLG[ 20
IDH2 [ 21]
ARIDIA [ 21]
PTEN [ 24]
PiK3R1 [ 25]
NF1 [ 29]
EGFR [ 31]
MUCILE [ 33]
PIK3CA [ 37]
VOTCHI1 [ 37]
FUBP1 [ 45]
TTN [ 61]
CiIC [100]
ATRX [169]
TP53 [2323]
IDH1 [390]

IDH1 [390]
TPs3 [232]

-0
k-3
]
=)
*
3
T

=

cic [100
TTN [ 62]

FUBP1 [ 45]

NOTCHL1 [ 37

PIK3CA [ 37]

MUC1E [ 33]
EGFR [ 31

NF1 [ 29]

Ll

PiKaR [ 25]

PTEN [ 24]

%

21]

ARIDIA [
IDH2 [ 21]
FLG [ 20

-logl0(P-value)

ZBTE20 [ 20]

wiPEL [ 19]

BCOR [ 17]
SMARCA4 [ 1
HMCNL [ 18]
LRPZ [ 18]
MUCL7 [ 18]
APOB [ 15]

RYR2 [ 18]

% P <0.0¢
P<01

>3 (Co-occurance)

2

1

1]

1

2

> 3 (Mutually exclusie)




Summary

Onco-plot

Glioblastoma Multiforme
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Altered in 346 (88.04%) of 393 samples.
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Co-occurrence/Mutual Exclusivity plot
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