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Supplemental Text S5. Methylation data of amplicons overlapping with SUZ12 binding regions.
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ADAMTS5 68 11.6 6.1 61.7

CHODL 42 8.3 10.7 28.7 60.4

GRIK1 85 1.9 3.5 4.5 34.5

C21orf63 131_2 0.8 4.6 93.2 91.5

OLIG2 140 0 4.3 47.3 24.1

OLIG2 140_B 2.1 3.6 38.7 27.8

OLIG1 141 0.3 0.3 57.5 36

RUNX1 167_2 0.6 3.2 0 0.3

RUNX1 167_1 0.6 0.6 0.4 0.3

RUNX1 167_3 2 0.8 24.2 53.7

RUNX1 167_6 0.8 0.8 32.2 92.3

CBR3 181 0 4.3 5.6 11.1

SIM2 190 0 7.8 63.1 10.4

KCNJ6 199 3.8 9.7 2.1 19.6

ERG 207 5 6.4 37.1 63.9

RIPK4 232_new1 9.1 67.2 82 0.3

C21orf29 284 0 15.3 81.1 36.9

Amplicons with methylation level >30%

Amplicons with methylation level 15-30%
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DNA methylation in different tissues [%]
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