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TAL1 signal at TAL1 OSs
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Window Position Mouse Feb. 2006 chr8:125,154,501-125,237,000 (82,500 bp)
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chrs: | 75600000 75650000 75700000/ 75750000/ 75800000 75850000/ 75900000/ 75950000 76000000/ 76050000/ 76100000]
KnownCRMs | | |
Kt~
Kit i il}
Moe_3402_2F Hi il
0.133 -
DNaseSeq er4
0_
GATAtal | | | N | | |
2 -
GATAT1 ChlIPseq J
0 _ i | T L orwaa b ol bl ..,..__;_.1_4.[ (R TR AR |I 14 n I . o L |.“L L ||I.1 .]ll.l..L..l'
10
TAL1seq er4
0._ . ) I " L Ll |
10 -
TAL1seq gle l
0_ i\ J i l s “ ll. 4 Fi " L
2

GATAZ2seq er4

GATA2seq gle

0 | caduabial Hulhlhil- Ak i et Ll L JJ Ll e el sl alepnp o L ol D T P TR T W U KPR

N |

H3K4me1Seq er4
0

5
H3K4me1Seq gle
0 _ | udhlf
30 -

H3K4me3Seq er4
0

30 -
H3K4me3Seq gle

‘Iulunhl‘m\l ‘“iul‘\l\‘lw\lﬂl

l“

\ih.‘\l"J\‘Ih'hihihh.\m.h.‘]Mlh.“;d

i | \|"iul\H\\I".n.‘\."i‘\I.hu\\l\‘|.u."J\\l".dlulul“.“.“lul ‘.u.‘\I\\mdlﬂmlum\‘ bl

..Li||l|..|I.I.I.i1|||h||m|mi}

ihH‘|\\u\\\"i\\|\\|\uh.\‘J\\|ui“lu\\im.um

|‘.h.“.\\.\\m\L.\‘."."_d.un\‘I\\Jhl“i\\."H\Ihnh]”]\d\‘l“ihl

m

|u.“.‘\nﬂ;d|Mh.hih.Jh.dlh.m

L

0 . i,

H3K27me3Seq er4

07M il s, sl st .4 kit o i L A——'M&-L_M—k“

3 -
H3K27me3Seq gle ‘|
il

0 _u

‘i\\m‘\iu[ﬂlm"l"I\\|\‘]\‘m\\J"I‘\Iuhu\\.\‘L".L.ul“.”.‘LJIL“‘.\\m."."u\m.‘u"a\\m\Lm.".”.u.ﬂluuul”.“.‘,“.m\l.whluulh.u

\i\‘I\\.\‘.ﬂ|."J\\.u.ﬂi".\\.n."."i\\|.ﬂ.".\‘luium\‘ld,u.d. PR | -H-u]”nhm\lw.m“]hln\IHIHl\\iu]“mMHIM\-“Iul‘uuJ\‘Ihld“\lui\wi”-um i o o o sl .dl“]ul”"‘i“‘

Lm_‘_‘. NPT TR -

G1E-ER4 + E2

) @ | @ 0o

G1

- T
958 Q0 O 80 % O
Known CRMs  -114 +lé %:ﬂ

O GATA2 @ GATAT O TALA



Top 100 genes

investigated TFs G1E G1E-ER4 +E2 o 20 40 60 80

[ 86

™) S
GATAT @ [ I 14
@) o)~ I 44
I |74
GATAT @ I 44
ontae O © [ o) E—
4 I 75
(4) — |9
5
GATA1 @ (5 =|:|=|:|=|:{)=- 4
GATA2 O L4
7
TAL1 O (6) =DLI:|=E>= o)
01
I 34
(7) iil:u:{}- i&:m{): I:I-51O
I 10
8) \_ =DLEI=E>= Es
4

W3

GATAI @  (©9) QLEH:% ﬂg:r-c[%- — = Induced

GATA2 O %l 4 m Repressed
I 10 0 Non-responsive

TAL1 O (10)
|0



All genes

investigated TFs G1E G1E-ER4 + E2
0.0 0.1 0.2 0.3 0.4 05 0.6 0.7

g g‘ : [ 1917

I 1 756
I 1880

I 556
B =mq)= N | 700
[ 12601

GATA1 @

GATA1 @
GATA2 O

1209

GATA1 @
GATA2 O

TAL1 O

GATA1 @

Induced
cAaTA2 O

B Repressed
TALL O (10) [1Non-responsive




K-means clustering (k=8) of all genes based cn

3 histone modifications in G1E-ER4 cell line

i)

: : : :
i = £
i & m A

. }--ﬂ].....+._._.___... i

f
2052 { ¢ omfeoncaoas

q intensities in +/-2kk of TSS

H3K2Trma3_sed

HiKdmead_erd

Hak4me1_erd
ChlP_se

i E?

log2iexpression_30hr)

#genes

441

B.

an

Bl st

¥ o€z 0ol

6@ L 9 S5 ¥ €T

+2.5kb

H3K4me3_ER4

T 3.8

-6.5 1

O

rrrrrrrrrr1rr1r 11 o111
A BLSLYLELZI OB @ LB S Y E T

1
+5kb

-4

H3K27me3_ER4

o 24

-7.0

()

FIT

YELZ W OI 6 B L B S Y E T



m
1] — m
£ ] /]
~ £ £
4:-,' ™~ = =
a a a b
2 m m m
= I I I
1 0.52 3.97
2 1.52 0.82
3 26.67 3.13
4
state3 (5.6%)
state2 (4.5%)
state1 (1.2%)
undetermined (2.8%)
state4 (85.9%)

G1E cell line

statel state2

state3 state4

state3 (5.6%)

state2 (4.5%)
state1 (1.2%)
undetermined (2.8%)
stated (85.9%)

G1E-ER4 cell line



st:

C.

04 0.5 06

GATA1 ChIP-seq counts/million reads
03

0.2

ate 1 state 2 state 3 state 4

type 1 type 2 type 3

GATAT levels at GATA1 OSs with different state dynamics

Number
GATA1 OSs

Chromatin state in G1E-ER4 + E1

05

1 2 3

Chromatin
state in
G1E

1247
858
230

Alw(n|=

93

03

GATA1 ChIP-seq counts/million reads
0.2

— =

[135

rep-rep act-rep rep-act act-act

state in G1E to state in ER4; rep-repressing states (3 and 4), act-activating states (1 and 2)

Mouse Feb. 2006 chr1:135,864,001-1

920000 [1 I35910000 |135900000 1358

,925,000 (60,000 bp)

1)0000

Window Position
:chr
KnownCRMs

[135880000 [135870000

Moe_3402_2F
-0.2436

DNaseSeq er4
_ 0.0001
GATA1 all
-3.7

GATAT1 ChlPseq

TAL1seq erd4

TAL1seq gle
0

d_H.h..u..d.,._.,J|.l|JIHh...-iLIil‘|lilu..L._JL_h..JIl|...~..l.ii...ul.u|i|1.....n

ot s M

1.2

GATAZ2seq er4
0

ITIOTIRTE NPT W RWIT IR APl

vy

12

GATA2seq gle
o di it ik b bt it he |0
' R ChromHMM ER4 S1

H BN B N EEChomHVMER4 S2
B  ChromHMM ER4 S3

ChromHMM ER4 S4
1 B ChromHMM G1E St

] [l ChromHMM G1E S2
I B NN BN CrromHVM G1E S3
ChromHMM G1E S4
-4.7

H3K4me1Seq er4

I.A.kao
-47

H3K4me1Seq gle

l‘..IsA‘.-.-l‘Iu'kl-I‘I.‘-Jill._n--ﬁ-hd—dh_ihuh.‘..\_ rare *300

H3K4me3Seq er4
L 0

ak A M

- 30

H3K4me3Seq gle
0

[V T WA

i, P—

-5
H3K27me3Seq er4

ks o

Al

JL.J.JIH..JL«..

——

jl_.uI_.__J.un...liIll.l‘l‘.a‘l"uI__nlh]i'NHLJ.HJLll‘N".I‘JhI [}

-5

sade ]\|I.JL11L.....¢..IMLIN|LM

H3K27me3Seq gle
i e |- 0

liLhHl]Lm.ﬂ-‘ituLu__J




m O O ==

state1 state2 state3 state4

T T T T T T T
¥0-99 v0-8G P0-3p ¥0-9¢ v0-82 r0-9l 00+20
pooysoquybisu gy0| -/+ 8y} Jo abeianod sjels jo uontodoid

>=12

8-10 10-12

6-8
log2(expression level at 30hr)

4-6

<4





