
 
 
 
 
 
 

 
Supplementary Figure S1. The 27-mer distribution of the PacBio HiFi reads of Salix 
herbacea. 

 



as
se

m
bl

y

assembly

0 
M

B
20

 M
B

40
 M

B
60

 M
B

80
 M

B
10

0 
M

B
12

0 
M

B
14

0 
M

B
16

0 
M

B
18

0 
M

B
20

0 
M

B
22

0 
M

B
24

0 
M

B
26

0 
M

B
28

0 
M

B
30

0 
M

B
32

0 
M

B

0 MB 20 MB 40 MB 60 MB 80 MB 100 MB 120 MB 140 MB 160 MB 180 MB 200 MB 220 MB 240 MB 260 MB 280 MB 300 MB 320 MB

a. haplotype 1 of Salix herbacea 



 
Figure S2. Genome-wide analysis of chromatin interactions at 1-Mb resolution in two 
haplotypes (a,b) of Salix herbacea. 
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Figure S3. Alignment of the two haplotypes in a PacBio HiFi genome assembly of Salix herbacea. 
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a. Read depth proportion of females in 10 female (F) and 10 male (M) individuals for haplotype 1 
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b. Read depth proportion of females in in pooled sequences of 50 females (F) and 50 males (M) for haplotype 1. 

 

 
Figure S4. Read depth proportion of females in individual sequences of 10 females and 10 males (a) and pooled sequences of 50 females and 50 
males (b) of Salix herbacea, calculated as F/(F+M) in 10 Kb windows mapped to haplotype 1. 
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a. Read depth proportion of females in 10 female (F) and 10 male (M) individuals for haplotype 2 
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b. Read depth proportion of females in in pooled sequences of 50 females (F) and 50 males (M) for haplotype 2. 
 

 
Figure S5. Read depth proportion of females in individual sequences of 10 females and 10 males (a) and pooled sequences of 50 females and 50 
melas (b) of Salix herbacea, calculated as F/(F+M) in 10 Kb windows mapped to haplotype 2. 
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a. Genetic differentiation (FST) between 10 female (F) and 10 male (M) individuals mapped to haplotype 1 
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b. Genetic differentiation (FST) between pools of 50 females and 50 males mapped to haplotype 1 

 
Figure S6. Between-sex genetic differentiation (FST) in Salix herbacea in 10 Kb windows mapped to haplotype 1: (a) FST between individual 
sequences of 10 females and 10 males and (b) FST between pools of 50 females and 50 males. The genome-wide 99th percentile indicated as a 
red dashed line 
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a. Genetic differentiation (FST) between 10 female (F) and 10 male (M) individuals mapped to haplotype 2 
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b. Genetic differentiation (FST) between pools of 50 females and 50 males mapped to haplotype 2

 
 

Figure S7. Between-sex genetic differentiation (FST) in Salix herbacea in 10 Kb windows mapped to haplotype 2: (a) FST between individual 
sequences of 10 females and 10 males and (b) FST between pools of 50 females and 50 males. The genome-wide 99th percentile indicated as a 
red dashed line. 

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16

 F
ST

 F
vs
M

h2_chr01

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16

 F
ST

 F
vs
M

h2_chr02

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14

 F
ST

 F
vs
M

h2_chr03

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16 18

 F
ST

 F
vs
M

h2_chr04

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16 18 20

 F
ST

 F
vs
M

h2_chr05

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16 18 20

 F
ST

 F
vs
M

h2_chr06

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16

 F
ST

 F
vs
M

h2_chr07

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14

 F
ST

 F
vs
M

h2_chr08

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10

 F
ST

 F
vs
M

h2_chr09

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16

 F
ST

 F
vs
M

h2_chr10

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14

 F
ST

 F
vs
M

h2_chr11

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14

 F
ST

 F
vs
M

h2_chr12

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16 18

 F
ST

 F
vs
M

h2_chr13

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12

 F
ST

 F
vs
M

h2_chr14

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16

 F
ST

 F
vs
M

h2_chr15

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16 18 20 22 24 26 28 30

 F
ST

 F
vs
M

h2_chr16

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14

 F
ST

 F
vs
M

h2_chr17

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14

 F
ST

 F
vs
M

h2_chr18

0.0

0.1

0.2

0.3

0.4

0 2 4 6 8 10 12 14 16

 F
ST

 F
vs
M

h2_chr19



 

 
Figure S8. Ratio of the number of heterozygous sites between 10 females (F) and 10 males (M) in 10 Kb windows (F/ M), mapped to haplotype 
1; a twofold excess of female or male heterozygous sites is indicated in red and blue colour, respectively. 
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Figure S9. Ratio of the number of heterozygous sites between 10 females (F) and 10 males (M) of Salix herbacea in 10 Kb windows (F/ M), 
mapped to haplotype 2; a twofold excess of female or male heterozygous sites is indicated in red and blue colour, respectively. 
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