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ChiP-seq +/-50bp
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Sup Fig 6

E-box proportions by peak distance
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Sup Fig 9

E-box prevalence (+/-250bp) as a function of ChIP signal
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D = +0.0951
p-value = 3.163e-07

?é LI -
D =+0.731
p-value < 2.2e-16

R
CA
'gﬂ ~ a

Lt

D =-0.135
p-value = <2.2e-16

Other MEME results (Twist MC regions)

motif distance from ChIP peak motif distance from ChIP peak

motif distance from ChIP peak

o
-
'
—

=100

200 400 600 800

1000

100

op-+H B TN -l

— —
200 400 600 800

rank order by ChIP signal size

- - o ~ m

D =-0.0578
p-value = 3.431e-07

N
ATTTATTTTTATT

D =-0.16
p-value = 1.67e-01

(e (CaleliC

D = +0.416
p-value = 1.53e-05

motif distance from ChIP peak

motif distance from ChIP peak

motif distance from ChIP peak

200

=100

=200

200 400 600 800

200

100

—-100

=200

500 1000 1560

rank order by ChIP signal size




Sup Fig 12

Putative Twist collaborating motifs

relative to Twist peaks
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Sup Fig 13

A Closest E-box to Twist peak B E-boxes in the genome
Promoter
Promoter Intergenic Intronic  Exonic | Intergenic  Intronic Exonic
5 H I I .
g '-E_ |:|I I |
& 8 . E——
=— . B ¢ — H I
. S | = 8 [ I
<X 1 | o — |
= [ I D
- I . o .
: ¢ [ s
I:]| ||:| 1)
(8 T I —— : 1
U_= I e . 2 . -
h—ro = | e
- R e—— —" e—— < . _

C Dinucleotides +7-50bp of Twist peaks D Dinucleotides +/-250bp of Twist peaks

Intronic  Exonic Promoter Intergenic Intronic  Exonic

T
[e]
3
(o]
—
(1]
b 1
5
—
o
-
(o]
[}
3
(@]

=

<
o
o
o
<<
Q
5]
o
o
o
Q
<<
Qo
<
.
<

Dinucleotide

INEE TN/

[HEEE0
T4
i il



Sup Fig 14
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Sup Fig 15
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