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Supplemental Figure 8. Active and repressive marks at the distal CGls. (A) Median DNAse signal, (B) median H3K4me3 signal, (C) median H3K9ac signal, (D) median H3K27me3 signal,
(E) median H3K9me3 signal, and 95% CI (X-axes) at the distal CGls associated with MethExp (yellow), MethNotExp (red) and NotMethExp (green) genes across several tissue types (Y-axes).

ook N N ¥ N ¥ ¥ ¥ ¥ ¥ ¥ ¥ X ¥ X K K K K K K K K F F F F F

ok % % ¥ ¥ ¥ ¥ ¥ ¥ ¥ ¥ ¥ X X

% ok % K % K ¥ K ¥ K ¥ F

N~ X X o

o

% % F ok % ¥ ok ok ¥ ¥ ok F X

>k

% % F ok ¥ ¥ *

* %

% % F ok % ¥ F ok ¥ ¥ *

* % * oF

* %





