CdLS9 interactions

CTCF Up IGF2 cco lcr1"§nhA Enh M CTCF Dw
¢ ;
I
Bgll 1+ m 1 [ [ U N | AN N | A A O (B Y | 1] I
1 5 7 89 10 11 1516 20 2122 23
12
g0
c
- .
g
e )6
c
L
8o
g
20
<
1 15
13
o
=
%ﬁ
&
= 06
g
J
3 0
<
10X
12
> CTCF Up ANCHOR
g ]
S a8
g’ -
. 4
s o
L2
Eu-z
<
100 X
CTCF Dw ANCHOR
g
c
-8
g
ul‘l
c
L
E\J
g
2«
<
0 1 15 o
—e— CTRL mean —e— CdLS9

Kb

Kb

Kb

Kb

Figure S1. Abnormalities in chromatin architecture at the IC1 locus of the CdLS9 cell line (NIPBL mutation). IC1 locus
looping profiles for the indicated anchors in controls (dotted black) and CdLS9 (red) cell lines. BgllI restriction sites are

indicated above. Each point in the profile is the mean + standard deviation of two independent 3C experiments and
indicates the association frequency between the anchor and the fragment on the left of the corresponding BglII

restriction site.



