Figure S2

ChlP-seq and DNase-seq coverage in a super enhancer region (Hnisz D, Abraham BJ, Lee Tl, et al.
Transcriptional super-enhancers connected to cell identity and disease. Cell.
2013;155(4):10.1016/j.cell.2013.09.053). This region is also in a DNase hypersensitivity region. We show
both the ChIP-seq and DNase-seq signal before (A) and after (B) bias correction. In general, for regions
with very high ChlIP or DNase coverage like this and other “super enhancers”, bias correction doesn’t

dramatically change the profile since peak and valley profiles are very robust.
70

35 T T J\ T
30 —160

=>25¢ A ] 150
[ N
3 ol /‘AJ M \/\ / \ML M i
20 40
E Ll |
NI LA Vi L
S w0} SN 120
5t \ Y d i\\;— 10
37041750 37041800 37041850 37041900 37041050
A Chromosome 1
30 —mmm—CTCF ' ' 35
BN RAD21 }\
vl {30

)
(5]
T

| N/WJ w —|
Mﬂ | T\M J W { \Mﬁ 1 120
W\M f L\ ) I

[ VAN
= \f\/ Wl |

125

[ne]
o

[y
o

Bias corrected ChIP-seq density
=
(9]

(5]
T

0 1 1 I 0
37041750 37041800 37041850 37041900 37041950
B Chromosome 1



