Liver_1+4 H Muscle_2 4 I-I-l
Liver_2 4 H Muscle_14 I-I-I
Kidney Heart A lJ-l
Heart H Adpose 24 H
Muscle_14 | I_-I-I Ovary 4 H
Rumen_2 4 ql Frontal_cortex_14
Rumen_1 4 I_-l-l Mammary_1 4 -
Lymphocyte_1 4 H Kidney ~
Adipose_14 III Lung_2 4
Muscle_2 4 !l-l Liver_2 A H
Ovary 4 H Rumen_1 4 ’—I-|-|
Uterus 4 _ Spleen_2 4 | H—I
Mammary_2 Spleen_1 I—l-|-l
Mammary_1+4 - Liver_1 4 H
Frontal_cortex_14 % Lymphocyte_2 - H
Spleen_14 Frontal_cortex_2 4 _
Lymphocyte_2 4 H Lymphocyte_1 4 H

00 05 10

Ajusted methylation level

0.

00 025 050 0.75
Ajusted methylation level

1.00

Supplemental Figure S4. Promoter DNA methylation levels for liver- (A) and muscle-
specific (B) genes across 14 major tissues. We determined the adjusted promoter (i.e.,
1500bp upstream and 500bp downstream of the transcriptional start sites, TSS) methylation
in a tissue as the promoter methylation level divided by the averaged methylation level over
the entire genome in this particular tissue.



