
Supplemental Figure S3. TADs and corner peaks can be detected in mouse sperm datasets. 
(A) Exemplary DIC microscopy of Mus musculus (mouse) sperm as enriched for Hi-C analysis by swim-up 
(B) Purity of mouse sperm enriched for Hi-C analysis as determined by DIC microscopy, n=1,242 
(C) Contact frequency as a function of genomic distance for mouse sperm enriched by swim-up compared to mouse CH12.LX cells by Rao et al. 

2014 
(D) Normalized Hi-C matrices for the same samples as in (C) in the region of Chr3:95-105Mb at 25 kb resolution 
(E) Number of TADs called for the same samples as in (C) 
(F) TAD size distribution for the same samples as in (C) 
(G) Aggregate contact frequencies (coverage and distance corrected) around the 70 550-650 kb long TADs called in CH12.LX cells, for the same 

samples as in (C) 
(H) Aggregate contact frequencies (coverage and distance corrected) around the 203 250-350 kb long TADs called in CH12.LX cells, for the same 

samples as in (C) 
(I) Number of corner peaks called for mouse sperm enriched by swim-up from this study, mouse sperm enriched by swim-up from Jung et al. 2019 

and for CH12.LX cells by Rao et al. 2014. N.A. indicates artifacts in corner peak calling due to low sequencing depth 
(J) Corner peak size distribution for the same samples as in (C) 
(K) Aggregate contact frequencies (coverage and distance corrected) around the 55 550-650 kb long corner peaks called in CH12.LX cells, for the 

same samples as in (C) 
(L) Aggregate contact frequencies (coverage and distance corrected) around the 362 250-350 kb long corner peaks called in CH12.LX cells, for the 

same samples as in (C) 
(M) Normalized Hi-C matrices for the same samples as in (C) in the region of Chr12:50-120Mb at 100 kb resolution 
(N) Compartment tracks from principal component analysis for the same samples as in (C) 
(O) The autocorrelation of the PC1 value as a function of genomic distance, for the same samples as in (C)
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Figure: Compartmentalisation in mouse sperm (250kb resolution).
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Figure. Compartmentalisation in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(Jung-2019), mouse sperm by Vara et al. 2019 (Vara-2019), and mouse CH12LX cells by Rao et al. (CH12LX),
in the region chr12:50Mb-120Mb at 100kb resolution.
b) Compartment tracks from principal component analysis of the Hi-C data, for the samples in a).
c) Contact enrichment of 50 quantiles of 250kb bins ordered by PC1 value, in trans-chromosomal (trans) and
long-range cis-chromosomal (cis>5Mb) contacts.
d) The distribution of PC1 iall 250kb bins across the genome, for the same samples as in a). 
e) The autocorrelation of PC1 value as a function of genomic distance, for the same samples as in a).
f) Coverage enrichment of the most A-like (the top quintile) vs the most B-like (the bottom quintile) of 250kb bins
ordered by PC1 value.
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Figure. TADs in mouse sperm.

a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019

(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),

in the region chr3:67-77Mb at 25kb resolution.

b) Number of TADs called for the samples in a).

c) TAD length distribution for the samples in a).

d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).

e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)

called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-

corrected).
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Figure. TADs in mouse sperm.

a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019

(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),

in the region chr3:67-77Mb at 25kb resolution.

b) Number of TADs called for the samples in a).

c) TAD length distribution for the samples in a).

d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).

e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)

called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-

corrected).
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Figure: Compartmentalisation in mouse sperm (250kb resolution).
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Figure. Compartmentalisation in mouse sperm.

a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019

(Jung-2019), mouse sperm by Vara et al. 2019 (Vara-2019), and mouse CH12LX cells by Rao et al. (CH12LX),

in the region chr12:50Mb-120Mb at 100kb resolution.

b) Compartment tracks from principal component analysis of the Hi-C data, for the samples in a).

c) Contact enrichment of 50 quantiles of 250kb bins ordered by PC1 value, in trans-chromosomal (trans) and

long-range cis-chromosomal (cis>5Mb) contacts.

d) The distribution of PC1 iall 250kb bins across the genome, for the same samples as in a). 

e) The autocorrelation of PC1 value as a function of genomic distance, for the same samples as in a).

f) Coverage enrichment of the most A-like (the top quintile) vs the most B-like (the bottom quintile) of 250kb bins

ordered by PC1 value.
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Figure: Compartmentalisation in mouse sperm (250kb resolution).
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Figure. Compartmentalisation in mouse sperm.

a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019

(Jung-2019), mouse sperm by Vara et al. 2019 (Vara-2019), and mouse CH12LX cells by Rao et al. (CH12LX),

in the region chr12:50Mb-120Mb at 100kb resolution.

b) Compartment tracks from principal component analysis of the Hi-C data, for the samples in a).

c) Contact enrichment of 50 quantiles of 250kb bins ordered by PC1 value, in trans-chromosomal (trans) and

long-range cis-chromosomal (cis>5Mb) contacts.

d) The distribution of PC1 iall 250kb bins across the genome, for the same samples as in a). 

e) The autocorrelation of PC1 value as a function of genomic distance, for the same samples as in a).

f) Coverage enrichment of the most A-like (the top quintile) vs the most B-like (the bottom quintile) of 250kb bins

ordered by PC1 value.
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Figure: Compartmentalisation in mouse sperm (250kb resolution).
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Figure. Compartmentalisation in mouse sperm.

a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019

(Jung-2019), mouse sperm by Vara et al. 2019 (Vara-2019), and mouse CH12LX cells by Rao et al. (CH12LX),

in the region chr12:50Mb-120Mb at 100kb resolution.

b) Compartment tracks from principal component analysis of the Hi-C data, for the samples in a).

c) Contact enrichment of 50 quantiles of 250kb bins ordered by PC1 value, in trans-chromosomal (trans) and

long-range cis-chromosomal (cis>5Mb) contacts.

d) The distribution of PC1 iall 250kb bins across the genome, for the same samples as in a). 

e) The autocorrelation of PC1 value as a function of genomic distance, for the same samples as in a).

f) Coverage enrichment of the most A-like (the top quintile) vs the most B-like (the bottom quintile) of 250kb bins

ordered by PC1 value.
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Figure: Compartmentalisation in mouse sperm (250kb resolution).

-0
.5

0
0.

5
lo

g 2
(o

bs
er

ve
d 

/ e
xp

ec
te

d)

BB

AA

AA

AA

AA

BB

BB

BB

comp.strength
trans cis (>5Mb)

A/B coverage enrichment

1
10

20

30

40

50

1 10 20 30 40 50

1
10

20

30

40

50

1 10 20 30 40 50

1
10

20

30

40

50

1 10 20 30 40 50

1
10

20

30

40

50

1 10 20 30 40 50

12

12

40
 M

B
50

 M
B

60
 M

B
70

 M
B

80
 M

B
90

 M
B

10
0 

M
B

11
0 

M
B

12
0 

M
B

PC1 250kb

40 MB 50 MB 60 MB 70 MB 80 MB 90 MB 100 MB 110 MB 120 MB

12

12

40
 M

B
50

 M
B

60
 M

B
70

 M
B

80
 M

B
90

 M
B

10
0 

M
B

11
0 

M
B

12
0 

M
B

PC1 250kb

40 MB 50 MB 60 MB 70 MB 80 MB 90 MB 100 MB 110 MB 120 MB

12

12

40
 M

B
50

 M
B

60
 M

B
70

 M
B

80
 M

B
90

 M
B

10
0 

M
B

11
0 

M
B

12
0 

M
B

PC1 250kb

40 MB 50 MB 60 MB 70 MB 80 MB 90 MB 100 MB 110 MB 120 MB

12

12

40
 M

B
50

 M
B

60
 M

B
70

 M
B

80
 M

B
90

 M
B

10
0 

M
B

11
0 

M
B

12
0 

M
B

PC1 250kb

40 MB 50 MB 60 MB 70 MB 80 MB 90 MB 100 MB 110 MB 120 MB

sperm Jung-2019 Vara-2019 CH12LX

check replicates

genomic distance (Mb)

m
ea

n 
AC

F 
(P

C
1)

0 5 10 15 20 25

0.0

0.2

0.4

0.6

0.8

1.0 sperm
sperm�Jung
sperm�Vara
CH12LX�Rao

Figure. Compartmentalisation in mouse sperm.

a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019

(Jung-2019), mouse sperm by Vara et al. 2019 (Vara-2019), and mouse CH12LX cells by Rao et al. (CH12LX),

in the region chr12:50Mb-120Mb at 100kb resolution.

b) Compartment tracks from principal component analysis of the Hi-C data, for the samples in a).

c) Contact enrichment of 50 quantiles of 250kb bins ordered by PC1 value, in trans-chromosomal (trans) and

long-range cis-chromosomal (cis>5Mb) contacts.

d) The distribution of PC1 iall 250kb bins across the genome, for the same samples as in a). 

e) The autocorrelation of PC1 value as a function of genomic distance, for the same samples as in a).

f) Coverage enrichment of the most A-like (the top quintile) vs the most B-like (the bottom quintile) of 250kb bins

ordered by PC1 value.
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Figure: Compartmentalisation in mouse sperm (250kb resolution).
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Figure. Compartmentalisation in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(Jung-2019), mouse sperm by Vara et al. 2019 (Vara-2019), and mouse CH12LX cells by Rao et al. (CH12LX),
in the region chr12:50Mb-120Mb at 100kb resolution.
b) Compartment tracks from principal component analysis of the Hi-C data, for the samples in a).
c) Contact enrichment of 50 quantiles of 250kb bins ordered by PC1 value, in trans-chromosomal (trans) and
long-range cis-chromosomal (cis>5Mb) contacts.
d) The distribution of PC1 iall 250kb bins across the genome, for the same samples as in a). 
e) The autocorrelation of PC1 value as a function of genomic distance, for the same samples as in a).
f) Coverage enrichment of the most A-like (the top quintile) vs the most B-like (the bottom quintile) of 250kb bins
ordered by PC1 value.
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Figure. TADs in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr3:67-77Mb at 25kb resolution.
b) Number of TADs called for the samples in a).
c) TAD length distribution for the samples in a).
d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).
e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. TADs in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr3:67-77Mb at 25kb resolution.
b) Number of TADs called for the samples in a).
c) TAD length distribution for the samples in a).
d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).
e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure: TADs in mouse sperm.
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Figure. TADs in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr3:67-77Mb at 25kb resolution.
b) Number of TADs called for the samples in a).
c) TAD length distribution for the samples in a).
d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).
e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. TADs in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr3:67-77Mb at 25kb resolution.
b) Number of TADs called for the samples in a).
c) TAD length distribution for the samples in a).
d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).
e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. TADs in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr3:67-77Mb at 25kb resolution.
b) Number of TADs called for the samples in a).
c) TAD length distribution for the samples in a).
d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).
e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).

0.
0

0.
5

1.
0

1.
5

sp
er

m

sp
er

m
−J

un
g

sp
er

m
−V

ar
a

C
H

12
LX
−R

ao

TA
D

 s
iz

e

sp
er

m

sp
er

m
−J

un
g

sp
er

m
−V

ar
a

C
H

12
LX
−R

ao

0.0

0.5

1.0

1.5

2.0

nu
m

be
r o

f T
AD

s 
(1

00
0x

)

sperm Jung Vara CH12LX
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kbsperm
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kbJung-2019
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kbVara-2019
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kbCH12LX

0 3
corrected count

-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kb
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kb
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kb
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kb

-0.005 0.005
log2 enrichment

-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kbsperm
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kbJung-2019
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kbVara-2019
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kbCH12LX

0 3
corrected count

-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kb
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kb
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kb
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kb

-0.005 0.005
log2 enrichment

250-350 kb TADs 550-650 kb TADs

coverage
corr.

coverage
and distance

corr.

sperm Jung Vara CH12LX

-30
0k

b

-15
0k

b
0k

b
+1

50
kb

+3
00

kb

-30
0k

b

-15
0k

b
0k

b
+1

50
kb

+3
00

kb

+300kb

+150kb

0kb

-150kb

-300kb

-0.005 0.005
log2 enrichment

A B

is
ol

at
io

n 
pu

rit
y 

(%
)

0

25

50

75

100

m
. s

pe
rm

 
sw

im
-u

p

10 µm10 µm

mouse sperm 
swim-up CH12.LX

-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kb
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kb
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kb
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kb

-0.05 0.05
log2 enrichment

-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kb
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kb
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kb
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kb

-0.005 0.005
log2 enrichment

-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kbsperm
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kbJung-2019
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kbVara-2019
-450kb

-225kb

0

+225kb

+450kb

-450kb -225kb 0 +225kb +450kbCH12LX

0 3
corrected count

-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kbsperm
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kbJung-2019
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kbVara-2019
-300kb

-150kb

0

+150kb

+300kb

-300kb -150kb 0 +150kb +300kbCH12LX

0 3

b d

e

a

Figure: Loops in mouse sperm.
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure: TADs in mouse sperm.
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Figure. TADs in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr3:67-77Mb at 25kb resolution.
b) Number of TADs called for the samples in a).
c) TAD length distribution for the samples in a).
d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).
e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. TADs in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr3:67-77Mb at 25kb resolution.
b) Number of TADs called for the samples in a).
c) TAD length distribution for the samples in a).
d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).
e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. TADs in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr3:67-77Mb at 25kb resolution.
b) Number of TADs called for the samples in a).
c) TAD length distribution for the samples in a).
d) The insulation score profile around TAD boundaries called in CH12LX cells, for the same samples as in a).
e) Aggregate contact frequencies around the 203 250-350 kb long TADs (left) and 70 550-650kb long TADs (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure: Loops in mouse sperm.
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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Figure. Loops in mouse sperm.
a) Hi-C matrices for mouse sperm from this study (sperm), compared to mouse sperm by Jung et al. 2019
(sperm Jung 2019), mouse sperm by Vara et al. 2019 (sperm Vara 2019) and CH12LX cells by Rao et al. (CH12LX),
in the region chr1:35-40Mb at 10kb resolution.
b) Number of loops called for the samples in a).
c) Loop length distribution for the samples in a).
d) 
e) Aggregate contact frequencies around the 362 250-350 kb long loops (left) and 55 550-650kb long loops (right)
called in the CH12LX sample, for the samples in a) (top: coverage-corrected, bottom: coverage-and-distance-
corrected).
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