Supplementary Figures S5

A a Altered in 117 (94.35%) of 124 samples.
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Figure S5. Molecular characteristics of different APOBEC3 subgroups. Top 20 genes with
significant mutation in patients with (A) high and (B) low expression of APOBEC3 family
and their proportion. The mutation burden in patients with (C) high and (D) low expression

of APOBEC3 family. (E) The frequency of mutation events was different between high



and low expression group. (F, G) Copy number variation in LGG patients with high
expression of APOBEC3 family. (H, 1) Copy number variation in LGG patients with low
expression of APOBEC3 family. The red region represents amplification and blue region

represents deletion.



