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Kaaij et al. Additional Figure 1.
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Kaaij et al. Additional Figure 2.
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Kaaij et al. Additional Figure 4.
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Kaaij et al. Additional Figure 5.
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Kaaij et al. Additional Figure 6.
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Kaaij et al. Additional Figure 7
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Kaaij et al. Supplemental Figure 7

h

50 kb 1 mmg
| 729200001 72030000 723400001 729500001 720600001 729700001 720800001 720900001 730000001 730100001 730200001 730300001 730400001 730500001 730600001 730700001
Normalized reads I m‘" lil
o w1 o e et 00| T Tl L Ty e
Eif2c2 4_
i 100 kb 1 mm9
185500001 18600000 186500001 187000001 187500001 188000001 188500001 189000001
Normalized reads - ﬂ‘ |”l---
T o F e FRA TR - i o ¥ = o
Mcph1
185400001 185500001 185600001 185700001 18580000/ 13590000! 18600000/ 186100001 186400001 186500001 186600001 18670000/ 186800001 186900001

Normalized reads

DOT 186300001
01 001 g 0 lmuiHH|IHH|H|iI|‘| ‘lm\llwummlIIH\IHIIImIIm st 1 1 D10 0 e il HHH [1.....

(43000004
_> Mcph1




Kaaij et al. Additional Figure 8
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