
A

0

5

10

15

20

25

30

35

Lo
w

M
ed

iu
m

Hi
gh

Lo
w

M
ed

iu
m

Hi
gh

Lo
w

M
ed

iu
m

Hi
gh

Lo
w

M
ed

iu
m

Hi
gh

LTR12 LTR12C LTR12D LTR12E

ZNF850

0

5

10

15

20

25

30

35

40

0 10 20 30 40

LTR12

0

5

10

15

20

25

30

35

40

0 10 20 30 40

LTR12C

0

5

10

15

20

25

30

35

40

0 10 20 30 40

LTR12D

0

5

10

15

20

25

30

35

40

0 10 20 30 40

LTR12E

ZNF850

ZNF850

ZNF850

ZNF850

Fraction of low methylated SVA_A copy overlapping with KRAB-ZNP peaks (%)

Fr
ac

tio
n 

of
 h

ig
hl

y 
m

et
hy

la
te

d 
SV

A_
A 

co
py

 
ov

er
la

pp
in

g 
w

ith
 K

RA
B-

ZN
P 

pe
ak

s (
%

)
Fr

ac
tio

n 
of

 S
VA

_A
 c

op
y 

ov
er

la
pp

in
g 

w
ith

 
KR

AB
-Z

N
P 

pe
ak

s (
%

)

P=3.8x10-14

P>0.05

P=0.0058

B E
ZNF850 enrichment around LTR12C

0

20

40

Low Medium High

Fr
ac

tio
n 

of
 L

TR
12

C 
co

pi
es

 h
av

in
g 

ZN
F8

50
 m

ot
if

C

P<2.2x10-16

D

1

1.5

2

2.5

3

3.5

1 501 1001 1501

-lo
g1

0(
qV

al
ue

)

Along LTR12C (bp)

High

Low

Position: 123-134

Motif

Position: 306-317

Consensus

F

5’ 3’-5kb-10kb 5kb 10kb

0

0.2

0.4

0.6

RP
M

High

Medium

Low

G
Highly methylated LTR12C in hPGCs Hypo-methylated LTR12C in hPGCs

19W hPGCs rep1

19W hPGCs rep2
WGBS

ZNF850 ChIP-seq

ZNF850 binding motif

LTR12C

Fukuda et al., Figure 3-figure supplement 2


	Slide Number 1
	Slide Number 2
	Slide Number 3
	Slide Number 4
	Slide Number 5
	Slide Number 6

