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Supplemental Figure 6

SJUBIDIYB0D |BpOoW BJNjOSqe

sjuauodwo? ediund

©
~
@)
G

genome features

0.81

0.3 0.4

0.2

0.1

0.45

-0.45

-0.81

absolute model coefficient

partial correlation coefficient


http://ees.elsevier.com/cell/download.aspx?id=884211&guid=de9f3233-b37f-4cf3-a745-bc9de59f4d6e&scheme=1

Supplemental Figure 7

50 Mb 100 Mb 150 Mb 200 Mb

0 Mo

A M"o.‘s

M=‘.w

.Il“ h|l||mn....
|| 1 1 1 |
-1.0 0.5 0.0 05 1.0

mutability index (log10 scale)

5 Mb
1

3.75Mb
1

25Mb

1.25 Mb
1

i
et

0 Mo
1

..|I|I|H|
T

-1.0

\Ilnnn....
1 1 1 |

0.5 0.0 0.5 1.0
mutability index (log10 scale)



http://ees.elsevier.com/cell/download.aspx?id=884212&guid=44e447d8-3687-402b-8642-cf22db08d7a8&scheme=1



