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Upregulated — methylation in UTR

hypermethylated (14.5 %)
hypomethylated (29.8 %)
non-methylated (55.8 %)

Upregulated — methylation in
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I:l hypermethylated (8.3 %)

hypomethylated (26.5 %)
non-methylated (65.3 %)

Upregulated — methylation in
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hypomethylated (21.5 %)
non-methylated (73 %)

Upregulated — methylation in
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hypermethylated (5.9 %)
hypomethylated (17.8 %)

[ ] non-methyiated (76.3 %)

Upregulated — methylation in
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hypermethylated (9.3 %)
hypomethylated (29.1 %)
non-methylated (61.5 %)

Differential expression criteria:
FDR < 0.05
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Annotated regulatory region

Gene feature group

Downregulated — methylation in UTR
hypermethylated (19.9 %)
hypomethylated (27.5 %)
non-methylated (52.5 %)

Downregulated — methylation in
TSS1500 regions

[ rypermethyiated (12.9 %)

hypomethylated (24 %)
non-methylated (63.2 %)

Downregulated — methylation in
TSS200 regions

D hypermethylated (10.2 %)

hypomethylated (19.1 %)
non-methylated (70.7 %)

Downregulated — methylation in
exons

hypermethylated (10 %)
hypomethylated (16.3 %)

[ non-methytated (73.7 %)

Downregulated — methylation in
enhancers
hypermethylated (14.4 %)
hypomethylated (29 %)
non-methylated (56.6 %)

Differential methylation criteria:
>=3 CpGs

FDR < 0.05

10g2FC,ps > 0.2

Direction of change
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. Hypomethylated



