
C
on

tro
l

D
M

R
1

D
M

R
20

_2

D
M

R
9

KL
F4

_2

D
M

R
13

D
M

R
16

D
M

R
18

D
M

R
19

Fo
ld

 e
nr

ic
hm

en
t

0

1

2

3

4

5

Fo
ld

 e
nr

ic
hm

en
t

d H3K27ac

1

2

3

5

0

4

Contro
l

ch
r2 167200835-1272

Mxd
1

Slc4
6a1

Iars2

Arh
gap26 $

Lipa
Tc

f7l2

Cy�p1

*

*
*

*
*

*

C
on

tro
l

D
M

R
1

D
M

R
20

_2

D
M

R
9

KL
F4

_2

D
M

R
13

D
M

R
16

D
M

R
18

D
M

R
19

Fo
ld

 e
nr

ic
hm

en
t

0

1

2

3

4

C
on

tro
l

D
M

R
1

D
M

R
20

_2

D
M

R
9

KL
F4

_2

D
M

R
13

D
M

R
16

D
M

R
18

D
M

R
19

Fo
ld

 e
nr

ic
hm

en
t

0

1

2

3

4

Fo
ld

 e
nr

ic
hm

en
t

Fo
ld

 e
nr

ic
hm

en
t

c e
H3K4me1 H3K4me3

*

*

*

*
*

*

*
*

*
*

*

*
*

Kaaij et al. Figure4

1

2

3

4

0

1

2

3

4

0

Contro
l

ch
r2 167200835-1272

Mxd
1

Slc4
6a1

Iars2

Arh
gap26 $

Lipa
Tc

f7l2

Cy�p1

Contro
l

ch
r2 167200835-1272

Mxd
1

Slc4
6a1

Iars2

Arh
gap26 $

Lipa
Tc

f7l2

Cy�p1

0.40 0.45 0.50 0.55 0.60

−4
−3

−2
−1

0
1

# 
of

 D
M

Rs

GFP_High/Low > Villus

To
tal

TSS
Exo

n
Intro

n
3’U

TR

Interg
enic

Fo
ld

 C
ha

ng
e 

(G
FP

_H
ig

h 
di

vi
de

d 
by

 V
ill

us
) (

2l
og

)

Di�erence in DNA methylation (GFP_High minus Villus)

 GFP_High/Low < Villus

No signi�cant change

D
M

R
ge

ni
ce

le
m

en
ts

dn
al

ow
er

in
lg

r5
++

+

0
1

2
3

4
5

6
7

D
M

R
ge

ni
ce

le
m

en
ts

dn
ah

ig
he

rin
lg

r5
++

+

0
10

20
30

40

0

20

40

0

4

7

1

-3

-1

0

-2

-4

0.600.40 0.50 0.550.45

Higher in villus

Higher in GFP_High

ba


