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Figure S1. Expression pattern of m6A RNA methylation regulators in the molecular phenotype of GBM. (A-C) The relationship between m6A RNA methylation regulators expression level and GBM subtypes (Classical, Mesenchymal, Neural, Proneural) (A), IDH status(B), G-CIMP status (C).
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Figure S2. Identification of consensus clusters by m6A RNA methylation regulators. (A) Consensus clustering matrix for k = 3, (B) The tracking plot for k=2 to k=10. 
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Figure S3. Validation of correlation of DEGs extracted from the TCGA database with overall survival in the CGGA cohort. Kaplan-Meier survival curves were generated for selected DEGs extracted from the comparison of groups of high (red line) and low (blue line) gene expression.
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Figure S4. Kaplan–Meier survival curves for high- and low-risk groups of different clinical therapies. (A-C) Kaplan–Meier survival curves for high-risk group GBM patients with temozolomide chemotherapy (A), radiation therapy (B), and chemoradiation (C). (D-F) Kaplan–Meier survival curves for high-risk group GBM patients with temozolomide chemotherapy (D), radiation therapy (E), and chemoradiation (F).
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[bookmark: _GoBack]Figure S5. Expression of METTL14 in normal and GBM tissues. (A) The expression values of METTL14 of the different tissues in the organism. (B) The expression values of METTL14 in different tumors and corresponding normal tissues.
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Gene expression profile across all tumor samples and paired normal tissues.
D

@ QV/ [ ] o o : -
S 900 ek ol L
¢ g ) ‘g
r% foc Q e = ; — ‘ ‘
- . ey .20 I
%/I\ %@ OQ . . GG @ 0 oo o o e [ )] [ )
| - .%%o» b S ——— : —c e oo o
| o AW/O OV o.o“’o ) e o o o °
R Q (X o ¢ © o GnmENN, u
- GENO GENIN ® 00 CGI0N ¢ ®oe
oA B OV& 00 'l’“..' . ° o
o v oo © e ®esce o o '.o'.-. *0e wmesema —— o
nm - & ] 1 1 ] ] I
B N~ (o] 0 < (o) N — o
N . ) o
— [« o

(L+AdL) 'S0

=
+1 0=
=
(a1
=
o
08¢
O
0.4+




image1.tif
Gene expression

P =0.007 P =0.0078 P = 0.0004 P < 0.0001 P =0.0001
5 10+ 80- 20 20
I v
4
“1 v 87 ! 15-
-0 A T e 67 L ‘% v ) o
=4 8 Qe Eg 101 E 8
[} @ Ir o bt =
m = et 1] (18
X S w o 44 ; S s 2 o
X s X X X X
() () Q () 5 (]
2_
0 T T T T 0 I I I I 0 I I I I 0 T T T T
N N N N\ N N N \
é\o‘b PR R \ofz} > 0@ &fz} \c;z} > &‘z} 0@ & & &P
& s(\“\ é@ & o2 (\* éz, ) P (\“‘ éQ, & P ,(q\ \;z &
& & ° & & o o 8 d o
P =0.0025 P =0.0500 P =0.0118 P =0.0403 P < 0.0001
80 8 15— 80 25+
v
20 v
- - v
c c 6 v o c 10- O c 60 c
w o N O : 4 a2 O M 9o .0 A
e Qa A T O &9 La .
Q¢ 5 8 4- A 2 v 2 40- 59
J5 F s 3 s E s S
< X > X ¥ X X ; X
() () 2] o () 204 o
A
0 1 1 1 1 0 1 1 1 1 0 1 1 1 1 0 1 1 1 1 0 1 1 1 1
\c;z} &f& ogz} &Q} \c;z} > 0{& &‘z} \c;z} &f& &fz} &Q} \c;& &fz} 0@ &‘z} . \(;z} > 0{& &Q}
s O ¥ ¢ & O ¥ & O ¥ & O ¥ s & ¥ ¢
&~ & & & € d & ° [ (RN o
& & & X &
P = 0.0409 P =0.3358 P =0.0827
20 40— 150
_ 15 v c c A
o .9 o .9 © o 1007 A
I 9 T 9 Z 9
ge Qg x o
N S ; S Z g
¢>1<.> Z‘, I 5 50
0 1 1 1 1 0 1 1 1 1
\ N N \ \ \ \ \
R 2 2 ? R 2 2 2
& & © o & o
& &
p=0.413 p=0.26
120 — — 120 — -
. G-CIMP +
IDH wildtype
G-CIMP -
100 IDH mutant 100 —
c
i)
80 % 80 —
o p=0.148
} o i} -
60 P8 p=0.203 S 60 - e P=0.305
p=0.199 s
®
40 - 40 —
p=0.07 O p=0.003
_ p=0.001 . p=0.001 _
20 ° p=0.046 0013 P= 6 20 ° p=0.054 0p=0.091 p= 4
p70.01 p=p-018 N o) i & p=0-067 50593 p:{f@ s (] gﬁo é
p=0.075 "2, PPEe OO P01t Lo &
O _ « 83 > O | « »
\*) X N 9 O &) Vv O % N $) O o) &) ™ N 9 O &) Vv o)) Q N > (@) )
N N N N N N
> & /\~§§< «9(( Q§Q &2* Q\OO S N Q‘OO X ¢ <<',<\\/ > & «‘Q‘OQ Q‘OQ Q§Q ‘&2\ &P > N ‘3‘00 & ¢ é&\/
AN OO R A O <& N\ ¢ @ € & & v &g &4 N





image2.tif
consensus matrix k=3 tracking plot

OEO
La D =

samples




image3.tif
Survival rate

Survival rate

Survival rate

0.0

1.0

—— ARHGAP4 high expression
—— ARHGAP4 low expression

Survival curve (p=0.032)

—— MYO1C high expression
—— MYO1C low expression

Survival curve (p=8.754e-13)

—— IL13RA1 high expression
— IL13RA1 low expression

Survival curve (p=1.027e-07)

Survival rate

Survival rate

0.0

Survival rate

1.0

—— TCIRG1 high expression
—— TCIRG1 low expression

Survival curve (p=1.737e-06)

—— MICALL2 high expression
—— MICALL2 low expression

Survival curve (p=0.004)

—— HSPATY high expression
—— HSPA7 low expression

Survival curve (p=0e+00)

6
Time (year)

Survival rate

@

Survival rate

0.4

A

Survival rate

0.0

0.8

0.6

0.2

1.0

—— SLC43A2 high expression
—— SLC43A2 low expression

Survival curve (p=0.032)

—— LTBP2 high expression
—— LTBP2 low expression

Survival curve (p=2.676e-06)

—— HPS1 high expression
—— HPS1 low expression

Survival curve (p=1.62e-04)

Survival rate

Survival rate

0.0

-~

Survival rate

1.0

0.8

—— PXN high expression
—— PXN low expression

Survival curve (p=4.812e-10)

Time (year)

—— LRRC25 high expression
—— LRRC25 low expression

Survival curve (p=1.676e-09)

—— CYTH4 high expression
—— CYTH4 low expression

Survival curve (p=0.003)





