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Pericentromeric recombination 
suppression and the ‘large X effect’ 
in plants
Edgar L. Y. Wong 1,2 & Dmitry A. Filatov 1*

X chromosome was reported to be a major contributor to isolation between closely related species—
the ‘large X’ effect (LXE). The causes of LXE are not clear, but the leading theory is that it is caused 
by recessive species incompatibilities exposed in the phenotype due to the hemizygosity of X-linked 
genes in the heterogametic sex. However, the LXE was also reported in species with relatively recently 
evolved sex chromosomes where Y chromosome is not completely degenerate and X-linked genes are 
not hemizygous, such as the plant Silene latifolia. Recent genome sequencing and detailed genetic 
mapping in this species revealed a massive (> 330 Mb) non- or rarely-recombining pericentromeric 
region on the X chromosome (Xpr) that comprises ~ 90% of the chromosome and over 13% of the 
entire genome. If any of the Xpr genes are involved in species incompatibilities, this would oppose 
interspecific gene flow for other genes tightly linked in the Xpr. Here we test the hypothesis that 
the previously reported LXE in S. latifolia is caused by the lack of recombination on most of the X 
chromosome. Based on genome-wide analysis of DNA polymorphism and gene expression in S. 
latifolia and its close cross-compatible relative S. dioica, we report that the rarely-recombining regions 
represent a significant barrier for interspecific gene flow. We found little evidence for any additional 
factors contributing to the LXE, suggesting that extensive pericentromeric recombination suppression 
on the X-chromosome is the major if not the only cause of the LXE in S. latifolia and S. dioica.

Hybridisation and gene flow between closely related species is common and evolution of reproductive barriers 
is the crucial step in speciation process. In animals, sex chromosomes are known to play a disproportionately 
large role in isolation between incipient species (e.g.,1–3). Interspecific hybridisation often leads to asymmetric 
outcome, with hybrid inviability and sterility usually occurring in the heterogametic sex—the observation that 
is often called Haldane’s rule (HR), indicating that sex chromosomes play a major role in  speciation4,5. The 
X-chromosome was also proposed to have disproportionately large role in dysfunction of hybrids in comparison 
to their autosomal counterparts, known as the large X effect (LXE)6–8. The LXE and HR are often referred to as 
the “two rules of speciation”.

The LXE and HR, are thought to be caused by recessive species incompatibilities exposed in the phenotype 
due to the hemizygosity of X-linked genes in the heterogametic  sex7,9. Thus, the reports of HR and the LXE in 
species with recently evolved non or partially-degenerate Y-chromosomes10, such as Silene latifolia and its rela-
tives discussed  below11,12, were surprising and cast doubts that hemizygous X-linked genes are the universal major 
cause of HR and LXE. Other possible causes of HR and LXE include meiotic drive on sex  chromosomes13–15, 
misregulation of X-chromosome in  hybrids1,3, quicker evolution of genes linked to X-chromosome (faster-X 
theory; e.g.,16–18), higher density of male sterility loci on X chromosomes than  autosomes1, quicker evolution 
of spermatogenesis-related genes and stronger sexual selection exerted on males than females (faster males 
theory;19).

Here we analyse another possible cause of the LXE—the presence of a massive block of rarely- or non-recom-
bining DNA on the X-chromosome, as recently reported for S. latifolia20. Extensive pericentromeric recombina-
tion suppression (PRS) on very large (~ 400Mb) S. latifolia X-chromosome appears to be an extreme case of a 
general tendency for long chromosomes to have large central chromosomal regions with rare recombination. 
The reasons for this are not clear, but they are discussed in the  literature21,22. Regions of low recombination often 
show high genetic differentiation between species because stronger and wider linkage disequilibrium (LD) in 
such regions increases linkage of loci involved in interspecific incompatibility (barrier loci) with a larger chunk 
of the genome, which leads to suppressed introgression in such regions (e.g.,23–29). Non-recombining regions 
could contribute to the maintenance of species integrity despite on-going interspecific hybridisation, as noted 
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in many theoretical and empirical studies (e.g.,23,30–34). Some suggested that suppression of introgression in low-
recombining regions is key to maintaining divergence between hybridising species (e.g.,35,36).

The focal species of this study, S. latifolia and S. dioica, are commonly found across Europe. Habitat differen-
tiation plays a crucial role in reproductive isolation between the two  species37: S. latifolia inhabiting open fields 
and road margins, while S. dioica is more common in shady and moist habitats. They also differ in a number of 
phenotypic traits, including but not limited to flower colour, size and shape of sepal and seed capsules, and leaf 
 shape38. Although the two species form viable and fertile hybrids where they co-occur39,40, some fitness reduc-
tion in hybrids (such as low pollen viability) had been  detected11. S. latifolia and S. dioica have indistinguish-
able karyotypes, with the Y being the largest and the X the second largest chromosome in the  genome41,42. The 
separate sexes and sex chromosomes are of relatively recent origin in this lineage—they have evolved about ~ 11 
million years ago in the ancestor of S. latifolia and S. dioica, as estimated from synonymous divergence between 
the X- and Y-linked gametologs based on the mutation rate that was measured directly in S. latifolia43. Although 
some degeneration was reported on the Y  chromosome43–47, most sex-linked genes are not hemizygous in males. 
This raises the question how the ‘two rules of speciation’, reported for these  species11,12, apply to species with 
such recently evolved sex chromosomes. One possibility is that rapid species-specific degeneration of Y-linked 
genes and associated adjustment of expression of X-linked gametologs (dosage compensation) may lead to rapid 
evolution of sex-linked species  incompatibilities44. This model is particularly suitable for species with large, 
recently evolved sex chromosomes, such as in S. latifolia and S. dioica, because the rate of Y-degeneration is 
proportional to the number of genes linked together in a non-recombining  region48, so it has to be fast for young 
sex chromosomes and slow down once only few functional Y-linked genes are left, as inferred for mammalian 
Y chromosomes (Fig. 4  in49).

Recent sequencing of S. latifolia genome and its integration with high-density genetic  map20 revealed sub-
stantial pericentromeric recombination suppression (PRS) on all chromosomes. PRS is particularly extensive 
on the X chromosome, where the rarely-recombining pericentromeric region (Xpr) comprises at least 330 Mb, 
which is ~ 90% of the X chromosome length and over 13% of the total genome length. Recombination rates are 
similar in male and female meiosis in S. latifolia50 and extensive PRS is unrelated to heterochiasmy, but PRS may 
have contributed to evolution of recombination suppression between the nascent X- and Y-chromosomes in this 
 species51. As explained above, the rarely- or non-recombining regions represent a significant obstacle in inter-
specific gene flow. If most of the X chromosome in S. latifolia (and likely in S. dioica) is represented by a massive 
rarely-recombining block of chromatin impenetrable to interspecific gene flow, this may be the main reason for 
the LXE reported for these  species12. Here we test this hypothesis to evaluate whether the presence of the mas-
sive rarely-recombining region in the S. latifolia X chromosome is sufficient to explain the LXE. Specifically, we 
compared patterns of polymorphisms and gene expression divergence between rarely-recombining X-linked 
genes and other X-linked and autosomal genes. We also employed demographic modelling to characterise the 
extent of gene flow in different parts of the Silene genome.

Materials and methods
Transcriptome dataset
The analyses in this study are based on sequence data from 12 S. latifolia and 12 S. dioica females (Table 1) grown 
in the glasshouse (20 °C, 15-h lighting) from seeds collected in the wild. Actively growing shoots with flower 
buds were used for total RNA extraction with a Qiagen RNeasy Plant Mini Kit with on-column DNase digestion. 
Isolation of mRNA, cDNA synthesis and high-throughput sequencing were conducted according to the standard 
Illumina RNA-Seq procedure at the WTCHG genomics facility (Oxford, UK). The resulting sequence reads were 
mapped to female reference  transcriptome46 that was also used in the genetic  mapping50,52. Read mapping was 
done with BWA mem 0.7.1753 and sorted with Samtools 1.754. Then, SNP calling was done with Samtools mpileup 
(options: -d 1000 -q 20 -Q 20) and sites filtered with bcftools filter 1.7. The resulting multisample vcf file was 
converted to fasta alignments using ProSeq  software55 available from https:// sourc eforge. net/ proje cts/ proseq/. 
The latter software was also used for further processing and analysis of resulting datasets. Gene expression was 
quantified as per-gene FPKM (fragments per kilobase per million reads), calculated with  RSEM56.

The following groups of genes were used in the analyses: rarely-recombining autosomal genes (rareA); rarely-
recombining X-linked genes in the Xpr region (rareX); frequently-recombining autosomal genes (freqA); fre-
quently-recombining X-linked genes in the qXdr region (freqX). These groups were defined according to the 
location of a gene in the rarely recombining central chromosome region or actively recombining ends of the 
chromosomes, based on the S. latifolia female genome  sequence20. Pericentromeric recombination suppression 
is extensive on all S. latifolia  chromosomes20,50 and genetic analysis detected no recombination in the central 
regions of the chromosomes, while recombination at the ends of the chromosomes was  frequent50. As the transi-
tion between the frequently recombining ends of the chromosomes and rarely-recombining central regions is 
quite  sharp20, we reasoned the split of the genes in the freqA, rareA, freqX and rareX categories is well justified.

Genomewide polymorphism statistics and comparisons between gene categories
Five polymorphism indices, namely nucleotide diversity (π)57, Tajima’s D58, FST

57, Dxy
57 and ZnS

59, were measured 
using  ProSeq55 for all sites, fourfold degenerate sites and the first two codon positions. The fourfold degenerate 
sites are considered the most neutral type of sites in the genome (e.g. Fig. 2 in  reference60), while the first two 
codon positions are likely least neutral. All the above statistics were firstly plotted against genomic positions 
(using the R package ggplot2;61) to obtain a genome wide overview (fourfold degenerate π and Tajima’s D; all sites 
for FST, Dxy and ZnS). Then, their values were compared based on the following categories using the Kruskal–Wallis 
test and Wilcoxon rank-sum test: (1) between frequently-recombining and rarely-recombining groups of genes 
analysed separately within each species (for Tajima’s D and π; using fourfold degenerate sites, or first two codon 
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positions; and for ZnS using all sites) or between the two species (for Dxy and FST; using all sites); (2) among 
frequently-recombining and rarely-recombining genes in autosomes and X chromosome (from the frequently-
recombining qXdr region and rarely-recombining Xpr region), respectively. These statistics were also estimated 
for each chromosome using all sites, fourfold degenerate sites, and first two codon positions, respectively. To 
correct for ploidy difference in comparisons between the X-linked and the autosomal genes the estimates of π 
in autosomes were adjusted to 75% of the original values. Both adjusted and original values are reported here 
and whenever this correction is used, it is explicitly stated in the text.

Demographic modelling
To quantify and compare the extent of gene flow in rarely- and frequently-recombining genes in the two Silene 
species, we used five demographic models  (from62) that utilise Poisson random field-based demography infer-
ence framework implemented in dadi  package63. These models include (Fig. 1): split_mig—population split 
with bi-directional migration and constant population size; IM—population split (isolation) with bi-directional 
migration equal in two directions and population size change; IM_2M—IM with bi-directional heterogeneous 
migration that is allowed to differ between two classes of sites across the genome; IM2—IM with migration 
allowed to differ in two directions; IM2_2M—IM2 with heterogeneous migration for two classes of sites (Fig. 1). 
The models with heterogeneous migration (IM_2M and IM2_2M) include two categories of genomic sites with 
different migration parameters. These models were chosen to test whether the two species had experienced 
significant population size change since divergence, whether gene flow differed in each direction and whether 
there was heterogeneous gene flow (presence of this would potentially mean significant differences in gene flow 
between autosomes and the X chromosome in each recombination category). Heterogeneous gene flow was 
tested using two sets of nested models – IM versus IM_2M, and IM2 versus IM2_2M. The fit of these models 
to data was compared with likelihood ratio tests (LRT). All these models were run for frequently-recombining 
and rarely-recombining genes separately. Additionally, models IM2 and IM2_2M were run for the following 
groups of genes: rarely-recombining autosomal genes (rareA); rarely-recombining X-linked genes in the Xpr 
region (rareX); frequently-recombining autosomal genes (freqA); frequently-recombining X-linked genes in the 
qXdr region (freqX). Ten initial runs were performed for each model with a wide parameter range (0–5 for time 
parameters, 0–10 for migration parameters, 0–100 for population size parameters). Based on estimated parameter 
values in these initial runs, parameter ranges were adjusted for a further 30 runs. The best-fitting model (the run 
with the highest estimated likelihood) was selected based on Akaike Information Criterion (AIC). Robustness 
of parameter estimates of the best-fitting models was evaluated with 100 bootstrap runs, with the confidence 
intervals calculated as M ± 1.96X (where M is the likelihood parameter estimate and X is the standard deviation 
of parameter estimates from the bootstrap runs).

Table 1.  Silene samples used in this study. Newly submitted samples are part of the BioProejct PRJNA1012686.

Name Species Country Region Accession References

benF S. latifolia Austria near Klagenfurt SRS994834 52

f833d S. latifolia Spain Broto SRS242366 46

ERR4643711 S. latifolia ERR4643711 70

ERR4643713 S. latifolia ERR4643713 70

fSa1179 S. latifolia UK Oxfordshire SAMN37270384 This study

fSa1180 S. latifolia UK Oxfordshire SAMN37270385 This study

fSa1181 S. latifolia UK near Oxford SAMN37270386 This study

fSa1182 S. latifolia UK Oxfordshire SAMN37270387 This study

fSa2056 S. latifolia UK near Oxford SAMN37270388 This study

fSa615 S. latifolia Germany near Leipzig SAMN37270389 This study

fSa331a S. latifolia UK North England SAMN37270390 This study

fSa1596 S. latifolia UK Oxfordshire SAMN37270391 This study

fSd1167 S. dioica UK Brill SAMN37270392 This study

fSd1170 S. dioica UK near Brill SAMN37270393 This study

fSd1171 S. dioica UK Oxfordshire SAMN37270394 This study

fSd1175 S. dioica UK near Brill SAMN37270395 This study

fSd1176 S. dioica UK Oxford SAMN37270396 This study

fSd1177 S. dioica UK Oxfordshire SAMN37270397 This study

fSd2047 S. dioica UK near Brill SAMN37270398 This study

fSd2081 S. dioica UK Scottish border SAMN37270399 This study

fSd33b S. dioica UK Wales SAMN37270400 This study

fSd468C S. dioica Austria St Oswald SAMN37270401 12

fSd496a S. dioica Austria road to Mariazel SAMN37270402 12

fSd554d S. dioica Austria Trounkirchen SAMN37270403 This study
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Results
Significant differences in polymorphism statistics between frequently and rarely-recombining 
genes
The distribution of genetic diversity was similar in S. latifolia and S. dioica genomes (Spearman’s correlation 
for π (fourfold degenerate sites): R = 0.99, p-value < 2.2 ×  10–16; Spearman’s correlation for π (first two codon 
positions): R = 0.99, p-value < 2.2 ×  10–16; Spearman’s correlation for Tajima’s D (fourfold degenerate sites): 
R = 0.30, p-value < 2.2 ×  10–16; Spearman’s correlation for Tajima’s D (first two codon positions): R = 0.22, 
p-value < 2.2 ×  10–16). Genetic diversity varied considerably across both genomes, with the highest diversity 
observed at the ends of the chromosomes and much lower diversity in the central regions (Fig. 2). This corre-
sponds to the distribution of recombination rate reported for S. latifolia genome, with extensive pericentromeric 
recombination suppression present on all chromosomes and frequent recombination occurring only near the 
ends of all  chromosomes20,50. Consistent with this, the extent of linkage disequilibrium, quantified with ZnS 
 statistic59, was higher in the central regions of the chromosomes compared to actively recombining ends of the 
chromosomes (Fig. 2).

Below we analyse and compare the patterns of DNA polymorphism separately for frequently and rarely-
recombining regions. The genes lying in the central chromosomal regions, where no recombination was detected 
in genetic cross  data20,50 are designated as “rarely” or “low”-recombining, while the genes located in the actively 
recombining ends of the chromosomes are designated as “frequently” or “high”-recombining, with similar num-
bers of genes analysed in these categories (2161 and 2261, respectively). At fourfold degenerate sites, median 
π was 0.0324 and 0.0341 in the frequently recombining autosomal genes (freqA); and 0.0107 and 0.0118 in the 
rarely recombining autosomal genes (rareA) in S. latifolia and S. dioica, respectively (Supp. Table 2). Median 
π at fourfold degenerate sites on the X chromosome was 0.0227 and 0.0209 in the frequently recombing genes 
(freqX); 0.0029 and 0.0048 in the rarely recombining genes (rareX) in S. latifolia and S. dioica, respectively (Supp. 
Table 2). In the first two codon positions, median π was 0.0053 in the frequently recombining genes for both 
species; and 0.0023 and 0.0026 in the rarely recombining genes in S. latifolia and S. dioica, respectively (Supp. 
Table 3). Median π in the first two codon positions in freqX genes were 0.0043 and 0.0039; and 0.0011 and 

Figure 1.  Schematic representation of the five demographic models used in this study. In each diagram, 
the width of the tree branches at the top shows the current population sizes  (N1 and  N2), and moving down 
(backward in time) the inferred demographic history since the species split. The model that assumes constant 
population size (split_mig) is represented by straight lines. Models that allow for exponential population size 
changes since the split (IM, IM_2M, IM2, IM2_2M) have curved lines and include the parameter s, which is the 
relative size of the population 1 at the split (relative size of population 2 is 1-s).  NA is the ancestral population 
size before the split, and is not a free  parameter63. All population sizes  (N1 and  N2) are expressed in units of  NA. 
The time parameter, T, is given in units of 2*NA generations. All migration parameters (M,  M1,  M2,  MA,  MB, 
 MA1,  MA2,  MB1,  MB2) are represented by horizontal arrows and expressed in units of 2*NA*m, where m is the 
proportion of the receiving population consisting of immigrants in each generation. The “A” and “B” indexes for 
migration parameters reflect migration rate at two classes of sites in the genome in the IM_2M and IM2_2M 
models.
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0.0016 in rareX genes of the two species (Supp. Table 3). Median FST (all sites) was the highest in both freqX and 
rareX genes (Supp. Table 1). Median Dxy (all sites) was the second lowest and lowest in freqX and rareX genes, 
respectively (Supp. Table 1). Median ZnS of freqX genes was highest for both species, but that of rareX genes was 
highest only for S. dioica (Supp. Table 1).

The frequently and rarely-recombining regions differed in the level and patterns of DNA polymorphism, 
with π (fourfold degenerate sites and first two codon positions), Tajima’s D (fourfold degenerate sites and first 
two codon positions), Dxy (all sites), FST (all sites), ZnS (all sites) all showed significant differences between these 
regions (Fig. 3). π, Dxy and FST were also significantly different for all pairwise comparisons in autosomal and 
X-linked genes in the two recombination categories (Fig. 3, Supp. Fig. 2). However, after autosomal genes’ π had 
been adjusted for ploidy difference with X (by multiplying each value by 0.75), the same pattern remained signifi-
cant only for fourfold degenerate sites in S. dioica (Fig. 3a, Supp. Fig. 1). RareX genes had significantly different 
adjusted π from all other groups in fourfold degenerate sites for both species, and first two codon positions in S. 
latifolia (Fig. 3a, Supp. Fig. 1). In the first two codon positions in S. dioica, rareX genes had significantly different 
adjusted π from freqA and freqX, but not rareA genes (Fig. 3a, Supp. Fig. 1). For Tajima’s D, rareX genes did not 
differ significantly from rareA and freqX genes in S. latifolia; whereas rareX genes in S. dioica differ significantly 
from all three other groups (freqA, rareA and freqX) (Fig. 3b). In S. latifolia, ZnS differed significantly between 
freq (A or X) and rare (A or X) genes but not within recombination categories (between A and X). In S. dioica, 
the patterns are similar to that of Tajima’s D that rareX genes differed significantly with all other groups (Fig. 3b).

Demographic modelling
In order to exclude the effect of pericentromeric recombination suppression on gene flow we conducted separate 
analyses for rarely-recombing and frequently-recombining regions. For each of these datasets we fitted two pairs 
of nested models, IM and IM_2M, IM2 and IM2_2M (Fig. 1) that differed in the number of parameters account-
ing for interspecific gene flow. All these models included population size change after species split, which turns 
out to be an essential feature of the models, given the model without population size change (split_mig, Fig. 1) 

Figure 2.  Genomewide polymorphism statistics in S. latifolia (slat) and S. dioica (sdio). From top to bottom 
panel: nucleotide diversity (π) of each species (fourfold degenerate sites), Tajima’s D for each species (fourfold 
degenerate sites), Dxy and FST between the two species (all sites) and ZnS for each species (all sites).
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Figure 3.  Comparisons of polymorphism statistics between different groups of autosomal and X-linked genes 
in the frequently- and rarely-recombining genomic regions of the two Silene species. Letters (a–d) at the top of 
each box plot represent groupings based on the Wilcoxon rank-sum test. In the Kruskal–Wallis test, *indicates 
p-value < 0.05, **indicates p-value < 0.005, *** indicates p-value < 0.0005. Top of plots for π were cut off for better 
resolution of differences among groups. Full π plots and plots with adjusted π (0.75 of estimated values for 
autosomal genes) are presented in Supp. Figs. 1 and 2, respectively.
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showed much lower fit to data compared to any of the models allowing for population size changes (Table 2). 
The parameter estimates for population size change showed 2.23 to 2.99-fold population size growth in both 
species (Table 2), which is consistent with north-ward post-glacial expansion of these species from refugia in 
southern Europe or  Anatolia64.

IM and IM_2M models assumed that gene flow is the same in both directions, while IM2 and IM2_2M 
allowed for different migration rates in two directions. Fitting of these models to data revealed that gene flow 

Table 2.  Best parameter estimates of demographic models analysed with dadi, Akaike information criterion 
(AIC), and results of the likelihood ratio tests (LRT) for nested models (IM versus IM_2M and IM2 versus 
IM2_2M). The parameters are as in Fig. 1. Confidence levels for parameters of the best-fitting model for each 
gene category are shown (± 1.96X, where X = standard deviation in 100 bootstrap estimates). The best-fitting 
model and its parameter values for each category are in bold/bolditalics.

Gene 
category Model

No. of free 
param log-like θ AIC ΔAIC

Rel. 
like (LRT) 2ΔLL

(LRT) 
p-value s N1

Rarely-
recombining 
genes (rare)

split_mig 4 − 9717 23147 19441 15841 0.00 0.69

IM 5 − 8249 18385 16507 12907 0.00 0.26 1.34

IM_2M 7 − 2710 17227 5433 1833 0.00 11,078 0.00 0.26 1.38

IM2 6 − 8235 18259 16481 12882 0.00 0.43 1.33

IM2_2M 9 − 1791 9461 3600 0 1.00 12,888 0.00 0.62 ± 0.41 2.29 ± 1.12

Frequently-
recombining 
genes (freq)

split_mig 4 − 5686 37420 11380 8117 0.00 1.13

IM 5 − 4434 37078 8878 5615 0.00 0.70 1.58

IM_2M 7 − 1789 34987 3592 329 0.00 5290 0.00 0.60 1.59

IM2 6 − 4431 40,578 8875 5611 0.00 0.13 1.75

IM2_2M 9 − 1623 20533 3263 0 1.00 5617 0.00 0.28 ± 0.37 2.23 ± 0.99

Rarely-
recombining, 
autosomal 
genes (rareA)

IM2 6 − 5576 13,081 11164 8116 0.00 0.43 1.22

IM2_2M 9 − 1515 7470 3048 0 1.00 8122 0.00 0.27 ± 0.21 1.82 ± 0.80

Rarely-
recombining, 
X-linked 
genes in Xpr 
region (rareX)

IM2 6 − 1649 1803 3311 2129 0.00 0.72 0.77

IM2_2M 9 − 582 1109 1182 0 1.00 2135 0.00 0.29 ± 0.21 1.20 ± 0.62

Frequently-
recombining, 
autosomal 
genes (freqA)

IM2 6 − 3687 29,379 7386 4723 0.00 0.35 3.78

IM2_2M 9 − 1323 25831 2664 0 1.00 4729 0.00 0.38 ± 0.37 1.38 ± 0.92

Frequently-
recombining, 
X-linked 
genes in 
qXdr region 
(freqX)

IM2 6 − 1306 3879 2623 1445 0.00 0.82 1.20

IM2_2M 9 − 580 2477 1179 0 1.00 1451 0.00 0.65 ± 0.43 1.62 ± 1.03

Gene 
category Model N2 T M M1 M2 MA MB MA1 MA2 MB1 MB2 P

rare

split_mig 0.85 1.32 0.46

IM 1.29 1.96 0.32

IM_2M 1.41 2.37 0.12 1.71 0.55

IM2 1.16 2.14 0.24 0.43

IM2_2M 2.99 ± 1.03 6.17 ± 2.15 0.06 ± 0.03 0.10 ± 0.06 2.12 ± 1.30 1.21 ± 0.65 0.56 ± 0.22

freq

split_mig 1.28 0.54 1.34

IM 2.41 0.63 1.16

IM_2M 2.01 0.84 0.23 2.22 0.19

IM2 2.03 0.45 2.56 0.62

IM2_2M 2.78 ± 0.75 3.43 ± 1.85 0.25 ± 0.13 0.18 ± 0.08 2.03 ± 1.06 1.39 ± 0.61 0.26 ± 0.07

rareA
IM2 1.18 1.58 0.32 0.41

IM2_2M 2.48 ± 0.85 4.84 ± 1.53 0.10 ± 0.04 0.11 ± 0.05 2.52 ± 1.16 0.75 ± 0.70 0.55 ± 0.19

rareX
IM2 0.59 1.31 0.15 0.74

IM2_2M 1.24 ± 0.63 3.85 ± 1.92 0.04 ± 0.05 0.13 ± 0.09 3.13 ± 1.65 2.88 ± 1.07 0.50 ± 0.21

freqA
IM2 2.17 0.18 0.27 1.22

IM2_2M 2.36 ± 1.01 0.55 ± 0.31 0.38 ± 0.18 0.39 ± 0.34 7.90 ± 3.55 0.52 ± 0.42 0.31 ± 0.26

freqX
IM2 1.57 0.93 0.60 0.86

IM2_2M 1.95 ± 0.72 3.77 ± 1.79 0.15 ± 0.08 0.18 ± 0.09 2.50 ± 1.03 1.26 ± 0.67 0.28 ± 0.14
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differs significantly in two directions (Table 2), with S. latifolia to S. dioica gene flow  (M1) being stronger than in 
the opposite direction  (M2), which is consistent with asymmetric reproductive barrier between these  species65.

The IM and IM2 models assumed that all sites in the genome had the same gene flow, while the more com-
plex *_2M models allowed for two different classes of sites (“A” and “B”) with different migration rates. Better 
fit of the *_2M models to data (Table 2) demonstrates the presence of significant heterogeneity in interspecific 
gene flow across the genome. The “A” sites  (MA,  MA1 and  MA2 in Table 2) show much lower migration rate(s) 
compared to the "B" sites  (MB,  MB1 and  MB2 in Table 2), with ~ 7 to ~ 70-fold difference between the A and B sites 
(Table 2). Larger proportion of the analysed sites belonged the lower migration A-category for rarely-recombining 
regions (56%) compared to frequently recombining regions (26%). This is consistent with rarely-recombining 
regions representing a significant barrier to interspecific gene flow. Analyses using separate autosomal and 
X-linked genes from rarely-and frequently recombining regions (“rareA”, “freqA’, “rareX”, “freqA” gene categories), 
revealed a similar pattern (Table 2)—higher proportions of analysed sites fell into the low migration A-category 
in the rarely-recombining regions (55% and 50% in “rareA” and “rareX” gene categories, respectively) than in 
frequently-recombining regions (31% and 28% in “freqA” and “freqX” gene categories, respectively).

The comparison of estimated gene flow for X-linked and autosomal genes reveals that on average (across  MA1, 
 MA2,  MB1 and  MB2 in Table 2) for frequently recombining regions, it is about twofold lower on the X compared 
to autosomes  (MAut/MX = 2.1), which is consistent with significantly higher FST for freqX compared to freqA 
(Fig. 3e) as well as with the large-X effect. On the other hand, the rarely-recombining regions show little differ-
ence in migration rates between the X-linked and autosomal genes (average  MAut/MX = 1.1), indicating that lack 
of recombination limits gene flow to a similar extent on the X-chromosome and the autosomes. The estimated 
time since species divergence (measured in generations times twice the ancestral population size) was similar 
for all categories except the frequently recombining autosomal genes, where it was much lower  (TrareX = 3.85; 
 TfreqX = 3.77;  TrareA = 4.84;  TfreqA = 0.55, Table 2).

Gene expression divergence in frequently and rarely-recombining regions
To compare the rate of gene expression divergence on the X chromosome and autosomes, we measured expres-
sion in transcriptome sequence data from 12 S. latifolia and 12 S. dioica females (Table 1). As expected for 
closely related species, gene expression in the two species was strongly positively correlated (Table 3). The cor-
relation was the strongest for the frequently recombining X-linked genes  (r2 = 0.870) and the weakest for the 
rarely-recombining X-linked genes  (r2 = 0.781), suggesting that gene expression divergence is slightly faster in 
rarely-compared to frequently recombining X-linked genes (Table 3). However, the proportion of genes that 
evolved significantly (t-test P < 0.0001) different expression was the same (10%) in these categories. This propor-
tion was the lowest (7.22%) in the frequently recombining autosomal genes, while in all other gene categories 
it was close to 10% (Table 4). Only the difference between frequently and rarely-recombining autosomal genes 
was marginally significant  (chi2 = 3.595; P = 0.0580) for the number of genes that evolved significantly different 
expression in the two species. All other pairwise comparisons were non-significant. Taken together, these results 
indicate that gene expression divergence between S. latifolia to S. dioica is slowest in the frequently recombin-
ing autosomal genes (freqA), possibly due to more active interspecific gene flow homogenising gene pools of 
these species. Unlike the autosomal frequently recombining genes, expression of the freqX genes is diverging 
at a similar rate to rarely recombining X-linked genes, which is consistent with the X-linkage acting as a partial 
barrier to interspecific gene flow.

Discussion
This study analysed the level and patterns of genetic diversity across S. latifolia and S. dioica genomes to assess 
the contribution of the extensive pericentromeric recombination suppression to limiting gene flow between 
these species. Lack of recombination leads to linkage disequilibrium of a barrier locus with a wider genomic 

Table 3.  Correlation (r2) of gene expression (FPKM) between S. latifolia and S. dioica.

X A All

Freq 0.870 0.843 0.836

Rare 0.781 0.789 0.782

All 0.789 0.812 0.805

Table 4.  The numbers and proportions of genes that evolved significantly (t-test, P < 0.0001) different 
expression between S. latifolia and S. dioica. a X-linked genes in the frequently recombining qXdr region. 
b Autosomal genes in frequently recombining regions. c X-linked genes in the rarely-recombining Xpr region. 
d Autosomal genes in rarely-recombining regions.

FreqXa FreqAb RareXc RareAd

All 209 2009 398 1909

Diff. expression 21 145 40 172

% Diff expression 10.05% 7.22% 10.05% 9.01%
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region, which leads to suppressed introgression in such regions even for loci that are not causing any hybrid 
inviability or reduced fertility. Thus, rarely-recombining regions may be major contributors to the maintenance 
of species integrity despite on-going interspecific hybridisation (e.g.,23,30–34). As S. latifolia and S. dioica regularly 
hybridise and introgress in overlapping ranges across Europe, rarely-recombining regions, especially that on the 
X-chromosome, could be key to maintaining their distinct species identities.

We conducted analyses of genetic diversity, interspecific divergence and gene flow separately for regions 
with ’high’ and ’low’ recombination rates. While this division of the genome into two classes may appear crude, 
it does reflect strong differences in recombination rate at the ends and central regions of all chromosomes. 
Pericentromeric recombination suppression is quite extensive on all S. latifolia chromosomes, with the central 
rarely-recombining region comprising most of the length of all  chromosomes20,50. This division into a very large 
(~ 330 Mb) rarely-recombining central region and small frequently recombining regions at the ends is particu-
larly pronounced on the X-chromosome, which is the largest in the female  genome20. The transition between 
the frequently recombining ends of the chromosomes and rarely-recombining central regions is quite  sharp20, 
and a few genes falling in the transition zones with intermediate recombination rate were excluded from our 
analysis. Given this distribution of recombination across the S. latifolia genome, the artificial division into ’high’ 
and ’low’ (or ’freq’ and ’rare’) recombination classes reflects biological reality well.

Genetic diversity was observed to be substantially lower in the rarely-recombining central regions of all 
chromosomes, compared to actively recombining chromosomal ends. Reduced diversity in rarely-recombining 
regions is a general phenomenon likely caused by linked selection—selective  sweeps66 and background  selection67 
that affect wider genomic regions in rarely-recombining regions due to stronger linkage disequilibrium. Selective 
sweeps are expected to drive allele frequency spectrum towards the excess of low frequency polymorphisms, 
which is detectable by negative Tajima’s D  values68. This statistic is indeed more negative in rarely-recombining 
compared to frequently recombining regions (Fig. 3b; Supp. Tables 1, 2, 3). In particular, rareX genes had sig-
nificantly more negative Tajima’s D than both freqA and freqX genes in S. dioica (both fourfold degenerate sites 
and first two codon positions), and freqA genes in S. latifolia (fourfold degenerate sites only) (Fig. 3b, Supp. 
Table 2, 3). Genetic diversity in the X-linked genes is lower compared to the autosomes, as expected from their 
ploidy difference. The lower ploidy for X-linked genes accounts for their lower diversity in frequently recom-
bining X-linked regions (π for freqX and freqA genes were similar after adjustment for the difference in ploidy, 
except for fourfold degenerate sites in S. dioica), but it is not sufficient to explain reduced diversity in the massive 
rarely-recombining Xpr region on the X chromosome, compared to rarely-recombining autosomal regions. Even 
after adjusting π for autosomal genes, rareX genes still had significantly lower π than rareA genes in both species 
and types of analysed sites, except for those in S. dioica from first two codon positions (Fig. 3a, Supp. Tables 2, 
3).This may be due to particularly large size of the Xpr (~ 330Mb) that includes over thousand  genes20, which 
should make linked selection that reduces genetic diversity particularly strong. Indeed, linkage disequilibrium 
(measured with ZnS) is strongest in rareX genes (Supp. Table 1).

Genetic differentiation between S. latifolia and S. dioica, measured with FST, is higher in the rarely-recombin-
ing central regions of the chromosomes, compared to actively recombining terminal regions with rareX genes 
having significantly higher FST than all other groups (Fig. 3e; Supp. Table 1). This is likely caused by reduced 
gene flow, but the reduced intraspecific genetic diversity in rarely-recombining regions (Figs. 2, 3, Supp. Tables 1, 
2, 3) could have also contributed to higher FST by increasing the relative proportion of overall genetic diversity 
that is due to species divergence. Lower Dxy in the central compared to peripheral regions of the chromosomes 
(Figs. 2, 3, Supp. Table 1) is also indicative that high FST in the central rarely-recombining regions is, at least 
partly, caused by reduced intraspecific genetic diversity. However, the demographic modelling reveals consist-
ently lower estimates of interspecific gene flow in the rarely-recombining compared to frequently recombining 
regions (Table 2). Time since species divergence estimated for rarely- and frequently recombining X-linked genes 
is very similar  (TrareX = 3.85;  TfreqX = 3.77; Table 2), which indicates similar coalescent times for the two groups of 
X-linked genes and suggests that rare recombination and X-linkage both act as considerable interspecific barri-
ers. This is also consistent with much lower T for frequently—(TfreqA = 0.55) compared to rarely—(TrareA = 4.84) 
recombining autosomal regions, with higher interspecific gene flow in the former compared to the latter (Table 2), 
homogenising gene pools of the two species and reducing T.

While rarely-recombining regions appear to represent significant barriers to interspecific gene flow, X-linkage 
may also contribute significantly to species differentiation as indicated by higher FST values in the X-linked 
compared to autosomal genes for regions with similar recombination rates (i.e. rareX versus rareA, and freqX 
versus freqA; Fig. 3e). However, Dxy is lower in the X-linked compared to autosomal genes both for frequently- 
and rarely-recombining regions (Fig. 3d), indicating that higher FST for X-linked genes is at least partly caused 
by lower intraspecific genetic diversity on the X-chromosome. Furthermore, the fitting of demographic models 
to data did not show significantly lower gene flow for X-linked compared to autosomal genes for regions with 
similar recombination rate (Table 2). The proportion of sites (P) falling into low gene flow category was similar for 
X-linked and autosomal genes within the same recombination category (PrareX = 0.50 vs PrareA = 0.55; PfreqX = 0.28 
vs PfreqA = 0.31; Table 2). Thus, the effect of X-linkage (if any) on gene flow appears to be much less pronounced 
compared to reduced recombination rate in pericentromeric regions.

Conclusion
In this study, we tested whether the pericentromeric recombination suppression in the massive Xpr  region20 on 
the S. latifolia X chromosome can account for the LXE previously reported for this  species12. While LXE in ani-
mals has been shown with direct  experiments69, the evidence for LXE in S. latifolia12 and our analyses presented 
above are indirect—based on evolutionary genetic analyses of genetic diversity and gene flow between the species. 
We report that population differentiation (FST; Fig. 3e) and the proportion of sites with low interspecific gene flow 
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(P in Table 2) are significantly higher in the rarely-recombining compared to the actively recombining regions 
on the X-chromosome and the autosomes. This reveals an important role of the rarely-recombining regions in 
limiting gene flow between the two species. As the rarely-recombining region comprises a larger proportion of 
the X-chromosome (~ 90%) compared to the autosomes (~ 80%)20, this likely disproportionately reduces overall 
interspecific gene flow on the X, contributing to the ’large-X’ effect. We found little evidence that X-linkage by 
itself contributes significantly to the LXE in S. latifolia and S. dioica. The frequently recombining part of the 
X-chromosome does have a significantly higher FST compared to the frequently recombining regions on the 
autosomes (Fig. 3e), but this appears to be caused by lower genetic diversity in the X-linked genes. We conclude 
that the lack of recombination in pericentromeric regions creates a significant barrier for interspecific gene flow, 
which is a cause for the LXE in S. latifolia and S. dioica due to a disproportionately large pericentromeric region 
on the X-chromosome.

Data availability
Previously unpublished sequences were uploaded to GenBank under the BioProejct PRJNA1012686.

Received: 8 September 2023; Accepted: 29 November 2023

References
 1. Masly, J. P. & Presgraves, D. C. High-resolution genome-wide dissection of the two rules of speciation in Drosophila. PLoS Biol. 5, 

e243. https:// doi. org/ 10. 1371/ journ al. pbio. 00502 43 (2007).
 2. Turner, L. M., White, M. A., Tautz, D. & Payseur, B. A. Genomic networks of hybrid sterility. PLoS Genet. 10, e1004162. https:// 

doi. org/ 10. 1371/ journ al. pgen. 10041 62 (2014).
 3. Larson, E. L., Keeble, S., Vanderpool, D., Dean, M. D. & Good, J. M. The composite regulatory basis of the large X-effect in mouse 

speciation. Mol. Biol. Evol. 34, 282–295. https:// doi. org/ 10. 1093/ molbev/ msw243 (2017).
 4. Orr, H. A. Haldane’s rule. Annu. Rev. Ecol. Svst. 28, 195–218 (1997).
 5. Haldane, J. B. S. Sex-ratio and unisexual sterility in hybrid animals. J. Genet. 12, 101–109 (1922).
 6. Jiggins, C. D. et al. Sex-linked hybrid sterility in a butterfly. Evolution 55, 1631–1638 (2001).
 7. Coyne, J. A. & Orr, H. A. Speciation (Sinauer Associates, 2004).
 8. Turelli, M. & Moyle, L. C. Asymmetric postmating isolation: Darwin’s corollary to Haldane’s rule. Genetics 176, 1059–1088. https:// 

doi. org/ 10. 1534/ genet ics. 106. 065979 (2007).
 9. Turelli, M. & Orr, H. A. The dominance theory of Haldane’s rule. Genetics 140, 389–402 (1995).
 10. Dufresnes, C. et al. Evolutionary melting pots: A biodiversity hotspot shaped by ring diversifications around the Black Sea in the 

Eastern tree frog (Hyla orientalis). Mol. Ecol. 25, 4285–4300. https:// doi. org/ 10. 1111/ mec. 13706 (2016).
 11. Brothers, A. N. & Delph, L. F. Haldane’s rule is extended to plants with sex chromosomes. Evolution 64, 3643–3648. https:// doi. 

org/ 10. 1111/j. 1558- 5646. 2010. 01095.x (2010).
 12. Hu, X. S. & Filatov, D. A. The large-X effect in plants: Increased species divergence and reduced gene flow on the Silene X-chro-

mosome. Mol. Ecol. 25, 2609–2619. https:// doi. org/ 10. 1111/ mec. 13427 (2016).
 13. Hurst, L. D. & Pomiankowski, A. Causes of sex ratio bias may account for unisexual sterility in hybrids: A new explanation of 

Haldane’s rule and related phenomena. Genetics 128, 841–858 (1991).
 14. Frank, S. A. Divergence of meiotic drive-suppression systems as an explanation for sex-biased hybrid sterility and inviability. 

Evolution 45, 262–267. https:// doi. org/ 10. 2307/ 24096 61 (1991).
 15. Tao, Y. & Hartl, D. L. Genetic dissection of hybrid incompatibilities between Drosophila simulans and D. mauritiana. III. Het-

erogeneous accumulation of hybrid incompatibilities, degree of dominance, and implications for Haldane’s rule. Evolution 57, 
2580–2598 (2003).

 16. Vicoso, B. & Charlesworth, B. Evolution on the X chromosome: Unusual patterns and processes. Nat. Rev. Genet. 7, 645–653. 
https:// doi. org/ 10. 1038/ nrg19 14 (2006).

 17. Vicoso, B. & Charlesworth, B. Effective population size and the faster-X effect: An extended model. Evolution 63, 2413–2426. 
https:// doi. org/ 10. 1111/j. 1558- 5646. 2009. 00719.x (2009).

 18. Mank, J. E., Vicoso, B., Berlin, S. & Charlesworth, B. Effective population size and the Faster-X effect: Empirical results and their 
interpretation. Evolution 64, 663–674. https:// doi. org/ 10. 1111/j. 1558- 5646. 2009. 00853.x (2010).

 19. Wu, C.-I. & Davis, A. W. Evolution of postmating reproductive isolation: The composite nature of Haldane’s rule and its genetic 
bases. Am. Nat. 142, 187–212 (1993).

 20. Yue, J. et al. The origin and evolution of sex chromosomes, revealed by sequencing of the Silene latifolia female genome. Curr. Biol. 
33, 2504–2514 (2023).

 21. Haenel, Q., Laurentino, T. G., Roesti, M. & Berner, D. Meta-analysis of chromosome-scale crossover rate variation in eukaryotes 
and its significance to evolutionary genomics. Mol. Ecol. 27, 2477–2497. https:// doi. org/ 10. 1111/ mec. 14699 (2018).

 22. Brazier, T. & Glemin, S. Diversity and determinants of recombination landscapes in flowering plants. PLoS Genet. 18, e1010141. 
https:// doi. org/ 10. 1371/ journ al. pgen. 10101 41 (2022).

 23. Butlin, R. K. Recombination and speciation. Mol. Ecol. 14, 2621–2635. https:// doi. org/ 10. 1111/j. 1365- 294X. 2005. 02617.x (2005).
 24. Feder, J. L. & Nosil, P. The efficacy of divergence hitchhiking in generating genomic islands during ecological speciation. Evolution 

64, 1729–1747. https:// doi. org/ 10. 1111/j. 1558- 5646. 2010. 00943.x (2010).
 25. Nosil, P. Ecological Speciation (Oxford University Press, 2012).
 26. Schumer, M. et al. Natural selection interacts with recombination to shape the evolution of hybrid genomes. Science 360, 656–659. 

https:// doi. org/ 10. 1126/ scien ce. aar36 84 (2018).
 27. Martin, S. H., Davey, J. W., Salazar, C. & Jiggins, C. D. Recombination rate variation shapes barriers to introgression across butterfly 

genomes. PLoS Biol. 17, e2006288. https:// doi. org/ 10. 1371/ journ al. pbio. 20062 88 (2019).
 28. Yeaman, S. Genomic rearrangements and the evolution of clusters of locally adaptive loci. Proc. Natl. Acad. Sci. U. S. A. 110, E1743-

1751. https:// doi. org/ 10. 1073/ pnas. 12193 81110 (2013).
 29. Ortiz-Barrientos, D., Engelstadter, J. & Rieseberg, L. H. Recombination rate evolution and the origin of species. Trends Ecol. Evol. 

31, 226–236. https:// doi. org/ 10. 1016/j. tree. 2015. 12. 016 (2016).
 30. Nachman, M. W. & Payseur, B. A. Recombination rate variation and speciation: theoretical predictions and empirical results from 

rabbits and mice. Philos. Trans. R. Soc. Lond. B Biol. Sci. 367, 409–421. https:// doi. org/ 10. 1098/ rstb. 2011. 0249 (2012).
 31. Feder, J. L., Gejji, R., Yeaman, S. & Nosil, P. Establishment of new mutations under divergence and genome hitchhiking. Philos. 

Trans. R. Soc. Lond. B Biol. Sci. 367, 461–474. https:// doi. org/ 10. 1098/ rstb. 2011. 0256 (2012).
 32. Todesco, M. et al. Massive haplotypes underlie ecotypic differentiation in sunflowers. Nature 584, 602. https:// doi. org/ 10. 1038/ 

s41586- 020- 2467-6 (2020).

https://doi.org/10.1371/journal.pbio.0050243
https://doi.org/10.1371/journal.pgen.1004162
https://doi.org/10.1371/journal.pgen.1004162
https://doi.org/10.1093/molbev/msw243
https://doi.org/10.1534/genetics.106.065979
https://doi.org/10.1534/genetics.106.065979
https://doi.org/10.1111/mec.13706
https://doi.org/10.1111/j.1558-5646.2010.01095.x
https://doi.org/10.1111/j.1558-5646.2010.01095.x
https://doi.org/10.1111/mec.13427
https://doi.org/10.2307/2409661
https://doi.org/10.1038/nrg1914
https://doi.org/10.1111/j.1558-5646.2009.00719.x
https://doi.org/10.1111/j.1558-5646.2009.00853.x
https://doi.org/10.1111/mec.14699
https://doi.org/10.1371/journal.pgen.1010141
https://doi.org/10.1111/j.1365-294X.2005.02617.x
https://doi.org/10.1111/j.1558-5646.2010.00943.x
https://doi.org/10.1126/science.aar3684
https://doi.org/10.1371/journal.pbio.2006288
https://doi.org/10.1073/pnas.1219381110
https://doi.org/10.1016/j.tree.2015.12.016
https://doi.org/10.1098/rstb.2011.0249
https://doi.org/10.1098/rstb.2011.0256
https://doi.org/10.1038/s41586-020-2467-6
https://doi.org/10.1038/s41586-020-2467-6


11

Vol.:(0123456789)

Scientific Reports |        (2023) 13:21682  | https://doi.org/10.1038/s41598-023-48870-3

www.nature.com/scientificreports/

 33. Fuentes, R. R., de Ridder, D., van Dijk, A. D. J. & Peters, S. A. Domestication shapes recombination patterns in tomato. Mol. Biol. 
Evol. https:// doi. org/ 10. 1093/ molbev/ msab2 87 (2022).

 34. Payseur, B. A. & Rieseberg, L. H. A genomic perspective on hybridization and speciation. Mol. Ecol. 25, 2337–2360. https:// doi. 
org/ 10. 1111/ mec. 13557 (2016).

 35. Nwakanma, D. C. et al. Breakdown in the process of incipient speciation in Anopheles gambiae. Genetics 193, 1221–1231. https:// 
doi. org/ 10. 1534/ genet ics. 112. 148718 (2013).

 36. Caputo, B. et al. The “far-west” of Anopheles gambiae molecular forms. PLoS ONE 6, e16415. https:// doi. org/ 10. 1371/ journ al. pone. 
00164 15 (2011).

 37. Favre, A., Widmer, A. & Karrenberg, S. Differential adaptation drives ecological speciation in campions (Silene): Evidence from a 
multi-site transplant experiment. New Phytol. 213, 1487–1499. https:// doi. org/ 10. 1111/ nph. 14202 (2017).

 38. Baker, H. G. The inheritance of certain characters in crosses between Melandrium dioicum and M. album. Genetica 25, 126–156 
(1950).

 39. Baker, H. G. Stages in invasion and replacement demonstrated by species of Melandrium. J. Ecol. 36, 96–119 (1948).
 40. Minder, A. M., Rothenbuehler, C. & Widmer, A. Genetic structure of hybrid zones between Silene latifolia and Silene dioica 

(Caryophyllaceae): evidence for introgressive hybridization. Mol. Ecol. 16, 2504–2516. https:// doi. org/ 10. 1111/j. 1365- 294X. 2007. 
03292.x (2007).

 41. Armstrong, S. J. & Filatov, D. A. A cytogenetic view of sex chromosome evolution in plants. Cytogenet. Genome Res. 120, 241–246. 
https:// doi. org/ 10. 1159/ 00012 1073 (2008).

 42. Ciupercescu, D. D. et al. Karyotyping Melandrium album, a dioecious plant with heteromorphic sex chromosomes. Genome 33, 
556–562 (1990).

 43. Krasovec, M., Chester, M., Ridout, K. & Filatov, D. A. The mutation rate and the age of the sex chromosomes in Silene latifolia. 
Curr. Biol. 28, 1832–1838. https:// doi. org/ 10. 1016/j. cub. 2018. 04. 069 (2018).

 44. Filatov, D. A. The two “rules of speciation” in species with young sex chromosomes. Mol. Ecol. 27, 3799–3810. https:// doi. org/ 10. 
1111/ mec. 14721 (2018).

 45. Filatov, D. A. Homomorphic plant sex chromosomes are coming of age. Mol. Ecol. 24, 3217–3219. https:// doi. org/ 10. 1111/ mec. 
13268 (2015).

 46. Chibalina, M. V. & Filatov, D. A. Plant Y chromosome degeneration is retarded by haploid purifying selection. Curr. Biol. 21, 
1475–1479. https:// doi. org/ 10. 1016/j. cub. 2011. 07. 045 (2011).

 47. Bergero, R., Qiu, S. & Charlesworth, D. Gene loss from a plant sex chromosome system. Curr. Biol. 25, 1234–1240. https:// doi. org/ 
10. 1016/j. cub. 2015. 03. 015 (2015).

 48. Charlesworth, D. The timing of genetic degeneration of sex chromosomes. Philos. Trans. R. Soc. Lond. B Biol. Sci. 376, 20200093. 
https:// doi. org/ 10. 1098/ rstb. 2020. 0093 (2021).

 49. Bellott, D. W. et al. Mammalian Y chromosomes retain widely expressed dosage-sensitive regulators. Nature 508, 494–499. https:// 
doi. org/ 10. 1038/ natur e13206 (2014).

 50. Filatov, D. A. Heterochiasmy and sex chromosome evolution in Silene. Genes 14, 543. https:// doi. org/ 10. 3390/ genes 14030 543 
(2023).

 51. Filatov, D. A. Evolution of a plant sex chromosome driven by expanding pericentromeric recombination suppression. submitted 
(2024).

 52. Papadopulos, A. S., Chester, M., Ridout, K. & Filatov, D. A. Rapid Y degeneration and dosage compensation in plant sex chromo-
somes. Proc. Natl. Acad. Sci. U. S. A. 112, 13021–13026. https:// doi. org/ 10. 1073/ pnas. 15084 54112 (2015).

 53. Li, H. & Durbin, R. Fast and accurate long-read alignment with Burrows–Wheeler transform. Bioinformatics 26, 589–595. https:// 
doi. org/ 10. 1093/ bioin forma tics/ btp698 (2010).

 54. Li, H. et al. The sequence alignment/map format and SAMtools. Bioinformatics 25, 2078–2079. https:// doi. org/ 10. 1093/ bioin forma 
tics/ btp352 (2009).

 55. Filatov, D. A. Processing and population genetic analysis of multigenic datasets with ProSeq3 software. Bioinformatics 25, 3189–
3190. https:// doi. org/ 10. 1093/ bioin forma tics/ btp572 (2009).

 56. Li, B. & Dewey, C. N. RSEM: Accurate transcript quantification from RNA-Seq data with or without a reference genome. BMC 
Bioinform. 12, 323. https:// doi. org/ 10. 1186/ 1471- 2105- 12- 323 (2011).

 57. Nei, M. Molecular Evolutionary Genetics (Columbia University Press, 1987).
 58. Tajima, F. Statistical method for testing the neutral mutation hypothesis by DNA polymorphism. Genetics 123, 585–595 (1989).
 59. Kelly, J. K. A test of neutrality based on interlocus associations. Genetics 146, 1197–1206 (1997).
 60. Wright, S. I. & Andolfatto, P. The impact of natural selection on the genome: emerging patterns in Drosophila and Arabidopsis. 

Annu. Rev. Ecol. Evol. Syst. 39, 193–213. https:// doi. org/ 10. 1146/ annur ev. ecols ys. 39. 110707. 173342 (2008).
 61. Wickham, H. ggplot2. Wiley Interdiscip. Rev. Comput. Stat. 3, 180–185. https:// doi. org/ 10. 1002/ wics. 147 (2011).
 62. Filatov, D. A., Bendif, E. M., Archontikis, O. A., Hagino, K. & Rickaby, R. E. M. The mode of speciation during a recent radiation 

in open-ocean phytoplankton. Curr. Biol. 31, 5439–5449. https:// doi. org/ 10. 1016/j. cub. 2021. 09. 073 (2021).
 63. Gutenkunst, R. N., Hernandez, R. D., Williamson, S. H. & Bustamante, C. D. Inferring the joint demographic history of multiple 

populations from multidimensional SNP frequency data. PLoS Genet. 5, e1000695. https:// doi. org/ 10. 1371/ journ al. pgen. 10006 
95 (2009).

 64. Karrenberg, S. et al. Ecological divergence plays an important role in strong but complex reproductive isolation in campions 
(Silene). Evolution 73, 245–261. https:// doi. org/ 10. 1111/ evo. 13652 (2019).

 65. Rahme, J., Widmer, A. & Karrenberg, S. Pollen competition as an asymmetric reproductive barrier between two closely related 
Silene species. J. Evol. Biol. 22, 1937–1943. https:// doi. org/ 10. 1111/j. 1420- 9101. 2009. 01803.x (2009).

 66. Begun, D. J. & Aquadro, C. F. Levels of naturally occurring DNA polymorphism correlate with recombination rates in D mela-
nogaster. Nature 356, 519–520. https:// doi. org/ 10. 1038/ 35651 9a0 (1992).

 67. Charlesworth, D., Charlesworth, B. & Morgan, M. T. The pattern of neutral molecular variation under the background selection 
model. Genetics 141, 1619–1632 (1995).

 68. Campos, J. L. & Charlesworth, B. The effects on neutral variability of recurrent selective sweeps and background selection. Genetics 
212, 287–303. https:// doi. org/ 10. 1534/ genet ics. 119. 301951 (2019).

 69. Presgraves, D. C. Sex chromosomes and speciation in Drosophila. Trends Genet. 24, 336–343. https:// doi. org/ 10. 1016/j. tig. 2008. 
04. 007 (2008).

 70. Muyle, A. et al. Dioecy is associated with high genetic diversity and adaptation rates in the plant genus Silene. Mol. Biol. Evol. 38, 
805–818. https:// doi. org/ 10. 1093/ molbev/ msaa2 29 (2021).

Acknowledgements
DAF acknowledges funding by the UK Biotechnology and Biological Sciences Research Council (grant number 
BB/P009808/1) and by Natural Environment Research Council (grant number NE/P002145/1).

https://doi.org/10.1093/molbev/msab287
https://doi.org/10.1111/mec.13557
https://doi.org/10.1111/mec.13557
https://doi.org/10.1534/genetics.112.148718
https://doi.org/10.1534/genetics.112.148718
https://doi.org/10.1371/journal.pone.0016415
https://doi.org/10.1371/journal.pone.0016415
https://doi.org/10.1111/nph.14202
https://doi.org/10.1111/j.1365-294X.2007.03292.x
https://doi.org/10.1111/j.1365-294X.2007.03292.x
https://doi.org/10.1159/000121073
https://doi.org/10.1016/j.cub.2018.04.069
https://doi.org/10.1111/mec.14721
https://doi.org/10.1111/mec.14721
https://doi.org/10.1111/mec.13268
https://doi.org/10.1111/mec.13268
https://doi.org/10.1016/j.cub.2011.07.045
https://doi.org/10.1016/j.cub.2015.03.015
https://doi.org/10.1016/j.cub.2015.03.015
https://doi.org/10.1098/rstb.2020.0093
https://doi.org/10.1038/nature13206
https://doi.org/10.1038/nature13206
https://doi.org/10.3390/genes14030543
https://doi.org/10.1073/pnas.1508454112
https://doi.org/10.1093/bioinformatics/btp698
https://doi.org/10.1093/bioinformatics/btp698
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.1093/bioinformatics/btp572
https://doi.org/10.1186/1471-2105-12-323
https://doi.org/10.1146/annurev.ecolsys.39.110707.173342
https://doi.org/10.1002/wics.147
https://doi.org/10.1016/j.cub.2021.09.073
https://doi.org/10.1371/journal.pgen.1000695
https://doi.org/10.1371/journal.pgen.1000695
https://doi.org/10.1111/evo.13652
https://doi.org/10.1111/j.1420-9101.2009.01803.x
https://doi.org/10.1038/356519a0
https://doi.org/10.1534/genetics.119.301951
https://doi.org/10.1016/j.tig.2008.04.007
https://doi.org/10.1016/j.tig.2008.04.007
https://doi.org/10.1093/molbev/msaa229


12

Vol:.(1234567890)

Scientific Reports |        (2023) 13:21682  | https://doi.org/10.1038/s41598-023-48870-3

www.nature.com/scientificreports/

Author contributions
D.A.F. conceived the study and collected the data. E.L.Y.W. and D.A.F. carried out the analyses. E.L.Y.W. wrote 
the initial draft. All authors contributed to revisions of the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 023- 48870-3.

Correspondence and requests for materials should be addressed to D.A.F.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2023

https://doi.org/10.1038/s41598-023-48870-3
https://doi.org/10.1038/s41598-023-48870-3
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Pericentromeric recombination suppression and the ‘large X effect’ in plants
	Materials and methods
	Transcriptome dataset
	Genomewide polymorphism statistics and comparisons between gene categories
	Demographic modelling

	Results
	Significant differences in polymorphism statistics between frequently and rarely-recombining genes
	Demographic modelling
	Gene expression divergence in frequently and rarely-recombining regions

	Discussion
	Conclusion
	References
	Acknowledgements


