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Figure S2
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Figure S6
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Figure S13

CT

Total=42978 CTCF peaks

Motif -positive LINE-negative

Motif-negative LINE-positive

Motif-positive LINE-positive

Motif-negative LINE-negative

CT reads on Motif-negative LINE-positive CTCF peaks

start end

CT reads on Motif-positive LINE-negative CTCF peaks

peak mp

Total=47632 CTCF peaks

Motif -positive LINE-negative

Motif-negative LINE-positive

Motif-positive LINE-positive

Motif-negative LINE-negative

KD

KD reads on Motif-negative LINE-positive CTCF peaks

start end

KD reads on Motif-positive LINE-negative CTCF peaks

peak mp

Total=47216 CTCF peaks

Motif -positive LINE-negative
Motif-negative LINE-positive

Motif-positive LINE-positive
Motif-negative LINE-negative

OE

OE reads on Motif-negative LINE-positive CTCF peaks

start end

OE reads on Motif-positive LINE-negative CTCF peaks

peak mp



A

B

Figure S14



0 10 20 30 40 60 70 80 90 100 110Midpoint

5

10

15

H3
K4

m
e3

 d
en

sit
y

(m
ea

n 
+ 

SD
 p

er
 1

kb
)

LAD Start H3K4me3

0 10 20 30 40 60 70 80 90 100 110Midpoint
3

4

5

6

7

H3
K9

m
e3

 d
en

sit
y

(m
ea

n 
+ 

SD
 p

er
 1

kb
)

LAD Start H3K9me3

0 10 20 30 40 60 70 80 90 100 110Midpoint
3

4

5

6

7

H3
K2

7m
e3

 d
en

sit
y

(m
ea

n 
+ 

SD
 p

er
 1

kb
)

LAD Start H3K27me3

A

0 10 20 30 40 60 70 80 90 100 110Midpoint

5

10

15

H3
K4

m
e3

 d
en

sit
y

(m
ea

n 
+ 

SD
 p

er
 1

kb
)

LAD End H3K4me3

0 10 20 30 40 60 70 80 90 100 110Midpoint
3

4

5

6

7

H3
K9

m
e3

 d
en

sit
y

(m
ea

n 
+ 

SD
 p

er
 1

kb
)

LAD End H3K9me3

0 10 20 30 40 60 70 80 90 100 110Midpoint
3

4

5

6

7

H3
K2

7m
e3

 d
en

sit
y

(m
ea

n 
+ 

SD
 p

er
 1

kb
)

LAD End H3K27me3

B

Figure S15



UCSC CTCF binding sites

M
ea

n 
± 

SE
A

-4 -2 0 2 4

CTCF_CT

CTCF_KD

H3K4me3_CT

H3K4me3_KD

H3K9me3_CT

H3K9me3_KD

H3K27me3_CT

H3K27me3_KD

B

Difference from mean

Figure S16



0 2 4 6 8 10 12 14

-6

-4

-2

0

2

4

6

Log2 mean read count

Lo
g2

 fo
ld

 c
ha

ng
e

H3K4me3 CT

0 2 4 6 8 10 12 14

-6

-4

-2

0

2

4

6

Log2 mean read count

Lo
g2

 fo
ld

 c
ha

ng
e

H3K4me3 KD

0 2 4 6 8 10 12 14

-4

-2

0

2

4

Log2 mean read count

Lo
g2

 fo
ld

 c
ha

ng
e

H3K9me3 CT

0 2 4 6 8 10 12 14

-4

-2

0

2

4

Log2 mean read count

Lo
g2

 fo
ld

 c
ha

ng
e

H3K9me3 KD

0 2 4 6 8 10 12 14

-6

-4

-2

0

2

4

6

Log2 mean read count

Lo
g2

 fo
ld

 c
ha

ng
e

H3K27me3 CT

0 2 4 6 8 10 12 14

-6

-4

-2

0

2

4

6

Log2 mean read count

Lo
g2

 fo
ld

 c
ha

ng
e

H3K27me3 KD

A B

Figure S17



-2 2

-5

5 M-CT diff
M-CT indiff
M-KD diff
M-KD indiff

H3K4me3-CT Peaks

M
 v

al
ue

Delta M value

A

-2 2

-5

5 M-CT diff
M-CT indiff
M-KD diff
M-KD indiff

H3K4me3-KD Peaks

M
 v

al
ue

Delta M value

B

-2 2

-10

-5

5

10

M-CT diff
M-CT indiff
M-KD diff
M-KD indiff

H3K27me3-CT Peaks

M
 v

al
ue

Delta M value

C

-2 2

-5

5

M-KD diff
M-KD indiff
M-CT diff
M-CT indiff

H3K27me3-KD Peaks

M
 v

al
ue

Delta M value

D

Figure S18



Figure S19
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