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Supplementary Figure 4
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Supplementary Figure 5

Mouse Drosophila
intragenic randomized origins intragenic randomized origins
57% 62%
B Mouse P19 cells Mouse MEF cells
60 m Data 60 m Data
_ i-'randomized origins e i randomized origins
<50 _——— 50 _———
< Vo < o
240 o 240 !
"5 [] ] =} ] 1
2 Vo 2 o
= 30 P 530 P
- — l - — I
220 ) 'Y 220 b
k=2 — Vo 2 — '
510 | -, I b1 o | l Do
0 B --- 1o 1ot 0 -__‘ 1o b

promoter exon intron promoter exon intron



Supplementary Figure 6
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Supplementary Figure 7
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Supplementary Figure 8
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Supplementary Figure 9
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Supplementary Figure 10
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