
Supplementary Figure 3

A

E

CLTA

HIST2H2BE

RAB11A

C
LT

A 
sg

R
N

A 
lo

g 2 T
P

M
Non-targeting sgRNA log2 TPM

14

12

10

8

6

4

2

0
2.5 5.0 7.5 10.0 12.5

H
IS

T2
H

2B
E

 s
gR

N
A 

lo
g 2 T

P
M

Non-targeting sgRNA log2 TPM

14

12

10

8

6

4

2

0
2.5 5.0 7.5 10.0 12.5

R
A

B
11

A 
sg

R
N

A 
lo

g 2 T
P

M

Non-targeting sgRNA log2 TPM

14

12

10

8

6

4

2

0
2.5 5.0 7.5 10.0 12.5

CD151CD81ITGB1

E
xp

re
ss

io
n 

(T
P

M
)

NT T

60

50

40

30

20

10

0

99
%

 K
D

NT T

250

200

150

100

50

0

97
%

 K
D

150

125
100

75
50

25
0

96
%

 K
D

NT T

B C D

F

W
T, 

R1

W
T, 

R2

NT, 
R1

NT, 
R2

T, 
R1

T, 
R2

W
T, 

R1

W
T, 

R2

NT, 
R1

NT, 
R2

T, 
R1

T, 
R2

CLTA DYNC2LI1

0.64

0.62

0.60

0.58

0.56

Av
er

ag
e 

m
et

hy
la

tio
n

G

DYNC2LI1, T, R1
DYNC2LI1, T, R2
DYNC2LI1, NT, R1
DYNC2LI1, NT, R2
DYNC2LI1, WT, R1
DYNC2LI1, WT, R2
CLTA, T, R1
CLTA, T, R2
CLTA, NT, R1
CLTA, NT, R2
CLTA, WT, R1
CLTA, WT, R2

D
Y

N
C

2L
I1

, T
, R

1
D

Y
N

C
2L

I1
, T

, R
2

D
Y

N
C

2L
I1

, N
T,

 R
1

D
Y

N
C

2L
I1

, N
T,

 R
2

D
Y

N
C

2L
I1

, W
T,

 R
1

D
Y

N
C

2L
I1

, W
T,

 R
2

C
LT

A
, T

, R
1

C
LT

A
, T

, R
2

C
LT

A
, N

T,
 R

1
C

LT
A

, N
T,

 R
2

C
LT

A
, W

T,
 R

1
C

LT
A

, W
T,

 R
2

C
LT

A
, W

T,
 R

2

CLTA, WT, R1
C

LT
A

, N
T,

 R
1

CLTA, WT, R1

C
LT

A
, T

, R
1

CLTA, WT, R1

D
Y

N
C

2L
I1

, W
T,

 R
2

DYNC2LI1, WT, R1

D
Y

N
C

2L
I1

, N
T,

 R
1

DYNC2LI1, WT, R1
D

Y
N

C
2L

I1
, T

, R
1

DYNC2LI1, WT, R1

K

Untr., R1
Untr., R2

NT, R1
NT, R2

T, R1
T, R2+ 

C
R

IS
P

R
of

f

CpG island
RPS6KA6

10 kb

LJ

ZSCAN16-AS1

1 kb

W
T NT T

W
T NT T W

T NT T
W

T NT T

CLT
A

CLT
A

DYNC2L
I1

DYNC2L
I1

30

25

10

5

0

15

20

Av
er

ag
e 

C
pG

 c
ov

er
ag

e

Rep. 1 Rep. 2

Untr., R1
Untr., R2

NT, R1
NT, R2

T, R1
T, R2+ 

C
R

IS
P

R
of

f

CpG island

Distance from target (kb)
– 1000 – 500 0 500 1000

CD81

ITGB1

CD151

RAB11A

CLTA

HIST2H2BE

Distance from target (kb)
– 1000 – 500 0 500 1000

0

100% 
repression

100% 
activation

H I

average methylation (0-1.0)

av
er

ag
e 

m
et

hy
la

tio
n 

(0
-1

.0
)

ZSCAN16


