
0 5000 10000 15000

−
1.

0
−

0.
8

−
0.

6
−

0.
4

−
0.

2
0.

0
0.

2
0.

4

Gene Set  132 : KEGG_GLIOMA

Number of genes: 18090 (in list), 64 (in gene set)
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