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Supplemental Figure 2
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Supplemental Figure 3
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Supplemental Figure 3

B

Non-tiled region o

-0.6

HEAFY E#M%%MJA@;

1
4

2

H3KAme2  — o ————— el BB B heste
2
2

Hokames [ _ il abnen o  Jihialen sel B 00 edm. | _waha .

LI

L

5
15

H3K27meBE _I_‘ u_. m. = [0 .“‘
5

Signal intensity (log2)

1
H3K36me3 4_11_‘_‘_‘“._#—“_‘_;._-_‘_-

Sperm

1
2
DNA methylation
Muscle l
DNA methylation
-2

+ Strand evx2 Inp
—_ i — +—
Chr 9 1,930,000 1,940,000 1,950,000 1,960,000 1,970,000 1,980,000 1,990,000 4/ 2,000,000 2,010,000

; : ; : ; : ; : = i
A S
- Strand L o =il —a o

hoxd4a hoxd9a hoxd10a hoxd13a



Signal intensity (log2)

Supplemental Figure 3

Non-tiled region

Sperm ;
DNA methylation
: L
Muscle
DNA methylation )

wdr68 zgc:56109 snrp70  lin7b
+ Strand
Chr 3 29,460,000 29,480,000 29,500,000 29,520,000 29,540,000 1 29,620,000 29,640,000 29,660,000 29,680,000
St gy . W
- Stran | [ ] | ‘“_|_|_H1 H|.H"
| | I | 'I

ccdc47 kenh2 gfap zgc:111815 mf113a



Supplemental Figure 4
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Supplemental Figure 5
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Supplemental Figure 6
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Supplemental Figure 7
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Supplemental Figure 8
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Supplemental Figure 8
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