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Figure S1: The expression pattern of m6A-related genes in GBM tissues.
A-E. The expression of METTL3 (A), METTL16 (B), WTAP (C), FTO (D) and ALKBH5 (E) in GBM tissues and normal tissues were analyzed by GEPIA database (http://gepia.cancer-pku.cn/).

image1.tiff
>

Relative expression of METTL3

(log2 TPM+1)

7

8

5

4

3

2

1

0

GEPIA database B

Tumor tissues Normal tissues

(n=163)

w)

Relative expression of FTO

(log2 TPM+1)

Relative expression of METTL16

(n=207)

GEPIA dat

(log2 TPM+1)

Tumor tissues Normal tissues

abase

GEPIA database

(n=163)

E

GBM

Tumor tissues Normal tissues

(n=163)

(n=207)

Relative expression of ALKBHS5

@!

GEPIA database

6
I

(log2 TPM+1)
4

2
I

GBM

Relative expression of WTAP

Tumor tissues Normal tissues
(n=207) (n=163) (n=207)

GEPIA database

4

(log2 TPM+1)

Tumor tissues Normal tissues
(n=163) (n=207)




