Supplemental Figure 1

MNase digestions

‘_

*

NAKED DNA

XO HERM.

L

Distribution of sequenced fragment length

between X and autosomes (Embryo rep. 1)

4

3

2

Percent of reads

Autosome —
X —

0 20 40 60 80 100120 140 160 180200
Sequenced fragment length

Nucleosomal DNA length distribution

EMBRYO REP. 1
10M

Number of reads
N e (] [e2]
2 2 2 £

0
0 100 125 150 175 200
Sequenced fragment length

GERMLINE (-) ADULT REP. 1
8M

Number of reads
n e (o))
= = =

0
0 100 125 150 175 200
Sequenced fragment length

GERMLINE (+) ADULT REP. 1
10M
12}

T am

e
o 6M
(o]
S 4M
Qo
€ 2m
=}
Zo

=

50 100 150 200 250
Sequenced fragment length

NAKED DNA

[}
<

Number of reads
n e
o < =

0 100 200 300 400 500
Sequenced fragment length

EMBRYO REP. 2

RS
<

rex
g

Number of reads
A O
E

n
° =2

0 100 125 150 475 200
Sequenced fragment length

GERMLINE (-) ADULT REP. 2

@©
<

@
<

Number of reads
"N
< =

0
0 100 125 150 175 200
Sequenced fragment length

GERMLINE (+) ADULT REP. 2

50 100 150 200 250

Sequenced fragment length

=3}
<

2}
<

N
<

Number of reads
s
=

o

XO HERM.
G em
3
o 4M
[e]
g
Som
€
=}
Zo0
50 100 150 200 250

Sequenced fragment length



Supplemental Figure 2
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Supplemental Figure 3
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Supplemental Figure 4
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Supplemental Figure 5
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