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Figure S2 
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Figure S3
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Figure S6 

15.25
15.00
14.75
14.50
14.25
14.00
13.75
13.50

14
.0

14
.5

15
.0

15
.5

lo
g2

(a
lle

lic
 tr

an
sc

rip
tio

n 
rp

m
)

log2 (DamID rpm)

Cast chr12

Cell #12

15.25
15.00
14.75
14.50
14.25
14.00
13.75
13.50

14
.0

14
.5

15
.0

15
.5

log2 (DamID rpm)

lo
g2

(a
lle

lic
 tr

an
sc

rip
tio

n 
rp

m
) 129 chr12

Cell #12

129/Sv

Cast/Eij

si
ng

le
 c

el
ls

si
ng

le
 c

el
ls

1 42 3 5 6 7 8 9 10 11 12 13 14 15 16 1817 19 X Y

1.00
0.50
0.00

-0.50
-1.00

log2(O
E

)

129/Sv

Cast/Eij

WGA (AluI)

DamID (Dam)

1.00
0.50
0.00

-0.50
-1.00

log2(O
E

)

1.00
0.50
0.00

-0.50
-1.00

log2(O
E

)

1.00
0.50
0.00

-0.50
-1.00

log2(O
E

)

1 42 3 5 6 7 8 9 10 11 12 13 14 15 16 1817 19 X Y

a

b

c

0

74
0

74

0

67

67

0



a

Figure S7 

b

1.0

0.5

0

-0.5

-1.5

-1.0

lo
gF

C
 D

am

-3.0 -2.0 -1.0 0.0 1.0 2.0 3.0

0

0.2

0.4

0.6

0.8

1.0

log10 (num
ber of genes)

ρ =0.32
p=1,68*10-15

up in 2i up in serum

2iserum3.5

3.0

2.5

2.0

1.5

3.5

3.0

2.5

2.0

1.5

Gpx1 Prdx1 Arib5b Cat Gpx2

Genes

Ldha Peg10 Dnmt3I Pgk1 Ppia

Genes

2iserum

lo
g1

0 
(n

or
m

al
iz

ed
 e

xp
re

ss
io

n)

lo
g1

0 
(n

or
m

al
iz

ed
 e

xp
re

ss
io

n)


	Extended_data_figure1
	Extended_data_figure2
	Extended_data_figure3
	Extended_data_figure4
	Extended_data_figure5
	Extended_data_figure6
	Extended_data_figure7

