Supplementary Figures S4

(a) IDH1 Mutatuon (b)  1p19q Codeletion (c) MGMT Methylation
100 100 100 . .
Bl High-Risk
o F 1 z 3 Low-Risk
e ) )
o i B (=3
= = =
L] @ ]
g 50+ o 50 o 50
£ 8 8
5 5 5
o o a
0- 0- 0-
WildType Mutant codel non-codel meth un-meth
(d) 1.00 IDH1 wild-type (e) 1.00 IDH1 mutantion
£ -+ High-Score £ -+ High-Score
o o
% 075 + Low-Score .§ 0.75 -+ Low-Score
Z0s0 S 050 "
£ £
‘r?; 0.25 -‘% 0.25
0.00 p=0.015 0.00 p < 0.0001
0 1000 2000_ 3000 4000 5000 0 1000 2000 3000 4000 5000
4 Number at risk Time o Number at risk Time
08, High{ 155 34 14 3 1 1 ,% High{ 81 42 17 4 0 0
5 30 10 ] 0 0 0 3 147 107 66 20 4 0
(4 0 1000 2000 3000 4000 5000 (4 0 1000 2000 3000 4000 5000
f i 1p/19 deleti
( ) > 1.00 1pij9q codeletion + High-Score (g )-é‘ 1.00 p/19q non-codeletion ~+ High-Score
= % = %
§ 0.75 -+ Low-Score E 0.75 + Low-Score
2 et e
2050 2050
g T
;_;) 0.25 5025
0.00 p =0.047 0.00 p < 0.0001
0 1000 2000 3000 4000 5000 0 1000 2000 3000 4000 5000
o Number at risk Time g Number at risk Time
;,8, High{ 19 13 7 0 0 0 @ High{ 217 63 24 7 1 1
3 68 56 36 9 1 0 5 109 61 36 11 3 o]
o« 0 1000 2000 3000 4000 5000 (2 0 1000 2000 3000 4000 5000
h i i g _
( )E 1.00 . MGMT methylation “ High-Score ( ) = 1.00 MGMT un-methylation + High-Score
o . =
fo7s + Low-Score 8075 + Low-Score
8 2
igf 0.50 - 2050
£ 5
Sozs 2025
000l P 0.0001 @ 0 p < 0.0001
0 1000 %,0193 3000 4000 0 1000 2000 3000 4000 5000
g Number at risk o Number at risk Time
& High| 129 46 20 3 0 & High{ 107 30 " 4 1 1
& 115 71 43 =] 0 5 62 46 29 11 4 V]
x 0 1000 2000 3000 4000 o 0 1000 2000 3000 4000 5000

Figure S4: Validation the prognostic performance of patients carrying wild-type IDH1
genes, 1p19q codeletion or MGMT methylation. (a) IDH1 wild-type (WT) and mutation
(Mutant) proportions in High Risk or Low Risk. (b) Chromosome 1p19q codeletion or not
(Non) proportions in different risk groups. (¢c) MGMT methylation or not proportions in
different risk groups. Kaplan-Meier curves of OS in IDH1 WT (d), IDH1 mutant (e), 1p19q
codeletion (f), 1p19q non-codeletion (g), MGMT methylation (h) and MGMT un-

methylation (1) based on risk score.



