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Genome dominance is a phenomenon in wide hybrids when one of the parental
genomes becomes “dominant,” while the other genome turns to be “submissive.”
This dominance may express itself in several ways including homoeologous gene
expression bias and modified epigenetic regulation. Moreover, some wide hybrids
display unequal retention of parental chromosomes in successive generations. This may
hamper employment of wide hybridization in practical breeding due to the potential
elimination of introgressed segments from progeny. In onion breeding, Allium roylei
(A. roylei) Stearn has been frequently used as a source of resistance to downy mildew
for cultivars of bulb onion, Allium cepa (A. cepa) L. This study demonstrates that in
A. cepa × A. roylei hybrids, chromosomes of A. cepa are frequently substituted by those
of A. roylei and in just one generation, the genomic constitution shifts from 8 A. cepa + 8
A. roylei chromosomes in the F1 generation to the average of 6.7 A. cepa + 9.3
A. roylei chromosomes in the F2 generation. Screening of the backcross generation
A. cepa × (A. cepa × A. roylei) revealed that this shift does not appear during male
meiosis, which is perfectly regular and results with balanced segregation of parental
chromosomes, which are equally transmitted to the next generation. This indicates that
female meiotic drive is the key factor underlying A. roylei genome dominance. Single
nucleotide polymorphism (SNP) genotyping further suggested that the drive has different
strength across the genome, with some chromosome segments displaying Mendelian
segregation, while others exhibiting statistically significant deviation from it.
Keywords: onion, meiotic drive, interspecific hybridization, homoploid, female meiosis, genome stability,
homoeologous recombination

INTRODUCTION
Introgression breeding is the way to efficiently transfer agronomically beneficial alleles from
wild relatives to crops. This involves interspecific mating followed by one or more rounds of
backcrossing to the recipient parent. Many traits have been improved via introgression breeding,
including resistance to pests and diseases, tolerance to abiotic stresses, and root-related traits
(Anamthawat-Jónsson, 2001; Scholten et al., 2007; Placido et al., 2013; Molnár-Láng, 2015).
However, introgression lines frequently suffer from the instability of the introgressed segment(s) in
the successive generations (Kopecký et al., 2019; Pernickova et al., 2019). Combining two genomes
in a single nucleus, it opens a way for genome dominance, a phenomenon, when one parental
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their frequency among progeny was higher than expected from
random segregation.
As mentioned above, interspecific hybridization is often used
in breeding programs to introgress one or more desired traits
in crops, usually from wild relatives. Using this approach,
lines of cultivated bulb onion Allium cepa (A. cepa) L. with
chromosome segments carrying downy mildew [Peronospora
destructor (Berk.) Casp.] resistance gene(s) introgressed from
its wild relative Allium roylei (A. roylei) Stearn. were developed
by research programs of Wageningen University and Research
Center (Netherlands) and Russian State Agrarian University
(Russia) (van der Meer and de Vries, 1990; Khrustaleva and Kik,
1998; Khrustaleva et al., 2019). A combination of phenotyping,
genotyping with DNA markers, and cytogenetic analyses of
advanced backcross (BC1) generations allocated the putative
downy mildew resistance locus Pd1 to the region spanning
the most distal ∼18% of the long arm of chromosome 3 (van
Heusden et al., 2000). By controlled intercrosses and BC1,
homozygous introgression lines were obtained that were resistant
to downy mildew. Reduction of the introgressed segment length
was an important step further, also because of a recessive lethal
factor located in a close vicinity of the Pd1 locus and probably
expressed only in the A. cepa background (Scholten et al., 2007;
Kim et al., 2016; Khrustaleva et al., 2019). Separating that lethal
factor from Pd1 gene by crossing over, it was observed in a
single plant out of 215 plants screened, suggesting a tight linkage
(Scholten et al., 2007). A. roylei has also been proposed to use as
a bridge for introgression of traits from the Welsh onion [Allium
fistulosum (A. fistulosum) L.] into cultivated bulb onion, as direct
introgression is difficult because of a very low fertility of the
hybrids between bulb onion and Welsh onion (Khrustaleva and
Kik, 1998, 2000; Stevenson et al., 1998; Budylin et al., 2016).
The main aim of this study was to evaluate the stability of the
newly established hybrid genome in hybrids of A. cepa × A. roylei,
to shed light on the mechanisms underlying possible genome
dominance, and to estimate the retention rate of individual
chromosomal segments of A. roylei and A. cepa in successive
hybrid generation(s).

genome becomes dominant, while the other tends to be
submissive in a hybrid progeny. Such dominance can manifest
itself in several ways, including altered gene expression and
epigenetic regulation (Glombik et al., 2020). Most, if not all,
allopolyploids retain the expression level of one (dominant)
parent (so-called expression level dominance) and/or display a
preferential expression from the alleles of the dominant genome
(so-called homoeolog expression bias). Such dominance does
not involve all the expressed genes, as some genes can be
overexpressed from the submissive genome or display the overall
expression at the level of the submissive parent (Edger et al., 2017;
Bird et al., 2018; Glombik et al., 2021).
Another expression of genome dominance is elimination of
chromosomes of the submissive genome or their replacement
by those of the dominant genome (Glombik et al., 2020;
Majka et al., 2020). Chromosome elimination usually occurs
in hybrids where there is no pairing of homoeologous
chromosomes (i.e., chromosomes from two more or less distinct
parental species). Restriction of homoeologous pairing can be
a consequence of either DNA sequence dissimilarity, which
precludes homoeologous recognition and initiation of pairing
during prophase I of meiosis or the action of a molecular
mechanism preventing dissimilar DNA sequences from forming
crossovers. The textbook example of such a mechanism is pairing
homoeologous 1 (Ph1) in wheat (Sears and Okamoto, 1958),
which is also capable of modifying chromosome pairing of other
species when transferred from wheat (Lukaszewski and Kopecky,
2010). In wheat-rye hybrids, rye chromosomes are more prone
to elimination during meiosis, despite strict homoeologous
chromosome pairing (Tsunewaki, 1964; Lukaszewski et al., 1987;
Pernickova et al., 2019).
While considered rare in the past, wide hybrids with
(extensive) homoeologous chromosome pairing readily develop
in nature and can also be created artificially, for example, as part
of breeding programs. Chromosomes of ryegrass (Lolium spp.)
pair and recombine freely with those of fescue (Festuca spp.) in
xFestulolium hybrids (Kopeckyì et al., 2008; Zwierzykowski et al.,
2008). Similarly, various hybrids of ornamental plants, such as lily
hybrids, Alstroemeria aurea × Alstroemeria inodora and Gasteria
lutzii × Aloe aristata, show homoeologous chromosome pairing
(Takahashi et al., 1997; Kamstra et al., 1999; Karlov et al., 1999;
Khan et al., 2009). The ability of homoeologous chromosomes to
pair in meiosis opens the way for competition between parental
chromosomes. While male meiosis is symmetrical with all the
four products producing gametes that can contribute to the
successive generation, female meiosis is asymmetrical where
only one product generates a gamete (the egg cell), while the
genetic information in the remaining cells is not passed onto
the next generation. This aspect of female meiosis creates an
opportunity for chromosome competition and this phenomenon
is called “meiotic drive” (Sandler and Novitski, 1957). In hybrid
(homoploid) mice with regular (homoeologous) chromosome
pairing, Akera et al. (2017) observed biased orientation of
parental chromosomes on the karyokinetic spindle during female
meiosis. Chromosomes from the dominant genome tended
to orient toward the pole eventually producing the egg cell
more frequently than those from the submissive genome and
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MATERIALS AND METHODS
Plant Material
A total of 104 F2 plants from a cross A. cepa ♀ × A. roylei ♂ were
analyzed in this study. The F2 population was generated by selfing
of one plant of the interspecific F1 (CxR) (PRI 93103), a hybrid
genotype between A. cepa and A. roylei. Of those 104 plants, 75
plants were analyzed by genomic in situ hybridization (GISH)
(to determine their genomic constitution). All the plants were
genotyped by single nucleotide polymorphism (SNP) markers,
of which 80 plants were included earlier in the production of a
linkage map (Scholten et al., 2016). Part of the F2 family was the
original population used in the study of van Heusden et al. (2000)
and all the plants shared the same parental lineages. In addition,
GISH was used to analyze the genome composition of 21 BC1
plants produced by a BC1 of the F1 hybrid used as a pollinator
with a male-sterile A. cepa.

2

March 2022 | Volume 13 | Article 854127

Kopecký et al.

Genome Dominance in Allium Hybrids

from the same cross), as described previously (Scholten et al.,
2016). Only markers enabling unambiguous discrimination of
rr (homozygote for A. roylei allele), rc (heterozygote), and cc
(homozygote for A. cepa allele) genotypes were selected. The
statistically significant deviation of frequencies of three genotype
classes in F2 hybrids from the theoretical 1 rr:2 rc:1 cc of
Mendelian inheritance (H0 ) was assessed using multinomial test
in R, separately for each SNP marker.

Chromosome Preparations and Genomic
in situ Hybridization
Roots of individual plants were collected and their cell cycle
was synchronized using iced distilled water for 28 h following
fixation in Carnoy’s solution (absolute ethanol/glacial acetic
acid, 3:1 v/v). For meiotic analyses, flower buds were fixed
in Carnoy’s solution at 37◦ C for 7 days. Individual anthers
that were confirmed to be in the proper meiotic stage were
squashed in a drop of acetic acid and used for GISH.
Chromosome preparations were made according to a study
by Masoudi-Nejad et al. (2002). GISH analyses were done on
the mitotic and meiotic chromosome spreads according to a
study by Ferreira et al. (2021). Total genomic DNA (gDNA)
of A. cepa was used as blocking DNA and total gDNA of
A. roylei was labeled with digoxigenin (DIG) using the DIGNick Translation Kit (Roche Applied Science, United States)
according to the manufacturer’s instructions and used as a
probe. The probe/blocking DNA ratio was ∼1:150. Signal
detection was made with anti-DIG-fluorescein isothiocyanate
(FITC) conjugate (Roche Applied Science). Chromosomes
were counterstained with 40 ,6-diamidino-2-phenylindole (DAPI)
in Vectashield (Vector Laboratories, Oberkochen, Germany).
Chromosome analyses were done using an Olympus AX70
microscope equipped with epifluorescence and a SensiCam
B/W camera. Images were captured with Microimage software
and processed with Adobe Photoshop version 6 software
(Adobe Systems Corporation, San Jose, CA, United States). The
proportions of A. roylei and A. cepa chromosomes in hybrids
were tested against the assumption of a 1:1 ratio representing
Mendelian inheritance. The number of A. roylei chromosomes
was expressed as the proportion p of the total number of
chromosomes within the cell and H0 :p = 0.50 was tested by the
one-sample t-test in R (R Core Team, 2021).
To determine the positions of the crossovers along
chromosomes in F2 and BC1 hybrids, we measured the lengths
of introgressed segments and the lengths of both the arms of
recombined chromosomes using the Scion Image software (Scion
Corporation, Frederick, MD, United States). The difference in
the distribution of crossovers between male meiosis and both
the meioses was evaluated by comparing their distributions
along chromosome arms divided into 10 segments (bins) of
10% of their length. Two empirical distributions were compared
using the function ks.boot in the Matching library in R. The
function uses a bootstrap version of the Kolmogorov–Smirnov
test, providing accurate coverage even when the distributions
being compared are not entirely continuous and ties occur in the
dataset (Sekhon, 2011).
A total of 50 pollen mother cells (PMCs) were evaluated in
each of the meiotic stages (prophase I, metaphase I, anaphase
I, and telophase I) in a single F1 A. cepa × A. roylei
plant (PRI 93103).

RESULTS
Chromosomes of A. cepa Are Replaced
by Those of A. roylei in F2 Hybrids
Among 75 individuals of the F2 generation, we detected a
significant shift in genome composition from eight chromosomes
of A. cepa plus eight chromosomes of A. roylei in the F1
genotype toward the A. roylei genome. However, homoeologous
crossover events occurred complicating classification of parental
chromosomes/genomes. Thus, we consider the origin of the
chromosome based on the fluorescence signal spanning its
centromeric region (Figure 1A). On average, there were 9.33
chromosomes of A. roylei—4.07 complete and 5.26 recombined
(homoeologous recombination) and 6.67 chromosomes of
A. cepa—1.69 complete and 4.97 recombined (Figure 2). This
proportion of A. roylei and A. cepa chromosomes significantly
deviated from the 1:1 ratio (two-sided one sample t-test, mean
proportion p of A. roylei chromosomes ± SD: 0.58 ± 0.12,
t = 6.11, df = 74, P < 0.001) and roughly accounts for
the ratio of 1.4:1 of A. roylei vs. A. cepa centromeres
(Supplementary Table 1).

Male vs. Female Meiosis
We analyzed the consequence of male meiosis by screening the
BC1 generation (male sterile A. cepa ♀ × F1 hybrid ♂). Female
meiosis could not be assessed in the same fashion, as all the
attempts to produce seed from the reciprocal BC1 (F1 hybrid
♀ × A. cepa ♂) failed. Therefore, the contribution of female
meiosis can only be assessed by subtraction of the detected effects
of male meiosis from the combined contribution of both the
sexes to the F2 generation. The number of crossovers per bivalent
calculated from the frequency of recombined chromosomes
among progeny was about the same: 1.81 ± 0.48 (mean ± SD)
in male meiosis and 1.65 ± 0.38 in both the meioses (twosided equal-variance t-test, t = −1.51, df = 91, P = 0.133).
Similarly, the difference in numbers of crossovers per recombined
chromosome was also non-significant: 1.35 ± 0.24 in male
meiosis vs. 1.29 ± 0.16 in both the meioses (two-sided Aspin–
Welch unequal-variance t-test, t = −1.08, df = 20.74, P = 0.292).
It, therefore, appears that the recombination rate in male and
female meiosis was the same (not different).
Based on the lengths of chromosome segments in recombined
chromosomes and the positions of the crossover points, we
were able to estimate the distribution of recombination events
along the chromosomes. We did not include double crossovers
(two crossovers in a single arm), as these are subjected to
crossover interference (Ferreira et al., 2021) and may bias the

Single Nucleotide Polymorphism
Genotyping
The 104 F2 hybrids were genotyped using SNPs markers
(all the 75 plants used for GISH karyotyping and 29 others
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FIGURE 1 | Molecular cytogenetic analysis of Allium cepa (A. cepa) × Allium roylei (A. roylei) hybrids. Mitotic cells of F2 (A) and backcross (BC1) (B) plants and
meiotic cells of F1 hybrid (C–F) after genomic in situ hybridization (GISH). During meiosis, homoeologous chromosomes initiate pairing in zygotene [(C); so far
unpaired segments indicated by arrow] with complete pairing in pachytene (D). During anaphase I, chromosomes segregate to opposite poles (E) with only rare
bridges (arrow) forming diads in TI (F) with rare micronuclei (arrow). Total guide DNA (gDNA) of A. roylei was labeled with digoxigenin (green/yellow color) and
sheared DNA of A. cepa was used as blocking DNA (red pseudocolor).

overall results. However, two crossovers per chromosome, one
in each arm, were included, as the centromere does act as a
barrier to crossover interference. In this material, arms of a
chromosome appear to be independent units in the process
of crossing over (Ferreira et al., 2021). The plants of the F2
generation (contribution of both the meioses) show a pattern
of homoeologous recombination distributed unevenly along
chromosomes, with a higher frequency in distal regions, except
for the terminal bin and highly reduced frequency in proximal
regions around centromeres. A reduction in homoeologous
recombination in (sub)telomeric and (peri)centromeric regions
was also observed in BC1 plants (male meiosis); the highest
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frequency was found in interstitial regions of the chromosome
arms (Figure 3). The difference between male and both the
meioses in the distribution of homoeologous recombination
was statistically significant (two-sided two-sample Kolmogorov–
Smirnov test, D = 0.7, bootstrap P = 0.007).

Male Meiosis Does Not Introduce the
Bias in Genome Composition
Male meiosis of F1 seems to be regular with the formation
of bivalents consisting of homoeologous chromosomes during
prophase I (Figures 1C,D) and metaphase I. Ring bivalents
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had to come from male gamete (pollen grain) of the F1 hybrid.
Once the F1 hybrids have eight chromosomes of A. cepa and eight
chromosomes of A. roylei, a theoretical average constitution of a
pollen grain is four chromosomes of A. cepa + four chromosomes
of A. roylei. This is close to what we found among 21 plants of the
BC1 generation: 11.86 chromosomes of A. cepa (eight of them
being from the egg of A. cepa) and 4.19 chromosomes of A. roylei
(Figure 2). With the assumption that female gamete contributed
to the embryo with eight A. cepa chromosomes, the average
genome composition of pollen grain is to be 3.86 A. cepa and
4.19 A. roylei chromosomes. The difference between the observed
ratio and theoretical 1:1 ratios of Mendelian inheritance was
non-significant (two-sided one-sample t-test, mean proportion
p of A. roylei chromosomes ± SD: 0.52 ± 0.14, t = 0.63,
df = 20, P = 0.537). While 20 plants were euploid with 16
chromosomes, one plant was aneuploid with 17 chromosomes.
These results indicate that male meiosis produces viable gametes
with almost equal proportions of parental chromosomes and does
not significantly contribute to A. roylei genome dominance. By
subtraction, it appears that female meiosis is likely the driving
force of this phenomenon. Considering 3.86 chromosomes of
A. cepa and 4.19 chromosomes of A. roylei transmitted by the
pollen grain, the average egg cell must have contributed 2.81
A. cepa and 5.14 A. roylei chromosomes to achieve genome
composition observed in the F2 hybrids (6.67 chromosomes of
A. cepa + 9.33 chromosomes of A. roylei).

FIGURE 2 | Genome composition of F2 hybrids of A. cepa × A. roylei and
genome composition of the male gametes (pollen grains) calculated from the
genome composition of BC1 progeny of A. cepa × (A. cepa × A. roylei).
Number of parental chromosomes is based on the origin of the centromere
region of a particular chromosome. A dashed line in a violin plot represents
median and dotted lines represent quartiles.

predominated over rod bivalents (5.06 vs. 2.94 per cell),
suggesting 1.63 crossovers per bivalent. In anaphase I, segregation
of homoeologous chromosomes toward opposite poles without
lagging chromosomes was observed and we observed a
chromosome bridge in only one out of 50 cells (Figure 1E).
Similarly, micronuclei were observed in only two cells out of 51
cells in telophase I, one being of A. cepa origin and the other
seemed to be composed by chromatin of both the progenitors,
probably as a result of homoeologous recombination (Figure 1F).
These results demonstrate that male meiosis is fairly regular
(Supplementary Figure 1).
The analysis of the BC1 (A. cepa ♀ × F1 hybrid ♂) provided
us with an estimate of the effect of male meiosis on the
genome composition of the progeny in A. cepa × A. roylei
hybrids (Figure 1B). As the gamete (egg) of A. cepa had eight
chromosomes of A. cepa, remaining chromosomes of the progeny

Genome Dominance Seems to Be
Chromosome Specific
Single nucleotide polymorphism genotyping of 104 progeny
provided another measure of the genome composition of the
F2 hybrids along all the eight linkage groups representing
individual chromosomes [based on genetic map of this
population previously published as supplemental data by
Scholten et al. (2016)]. We selected 119 SNP markers,
which clearly distinguished all the three genotype classes: rr
(homozygote for A. roylei allele), rc (heterozygote), and cc
(homozygote for A. cepa allele) distributed over all the eight
chromosomes (ranging from 8 to 24 per chromosome).

FIGURE 3 | The frequency and distribution of crossovers in male (left) and both the meioses (right). The x-axis represents a chromosome arm (from the telomere on
the left to the centromere on the right) divided into bins of 10% of relative arm length.
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significantly from the theoretical 1:2:1 in favor of the rr and rc
genotypes (P < 0.01).
LG2: All but one marker showed a statistically significant
deviation (P < 0.01) from the theoretical ratio of 1:2:1 toward
the rr and rc genotypes.
LG3: There was a strong deviation from the 1:2:1 toward the
rr and rc genotypes (P < 0.01 for eight out of nine markers).
LG4: There was a non-significant difference from 1:2:1 in
the distal part of one arm (from 0 to 8 cM), while all the
remaining segments of the chromosome displayed a shift toward
rc heterozygote constitution (P < 0.001).
LG5: Approximately, one-half of the linkage group showed
a non-significant deviation, while the other half displayed a
significant deviation (P < 0.01) in favor of rr and rc genotypes.
Interestingly, the distal part of the chromosome represented by
three markers (from 0 to 20 cM) was one out of two regions of
the genome displaying higher number of cc genotypes than rr
genotypes (but the deviation is non-significant).
LG6: Approximately, one-half of the linkage group (from 0 to
64 cM) showed a non-significant deviation from the theoretical,
while other half significantly deviated (P < 0.05) toward the rr
and rc genotypes. A strong deviation (P < 0.001) was found at
the distal part of the chromosome (from 95 to 120 cM).
LG7: Distal regions showed no significant deviation, while the
interstitial part (from 10 to 50 cM) deviated from 1:2:1 toward the
rr and rc genotypes (P < 0.05).
LG8: Three out of eight markers in the distal region of one
arm show an excess of the cc genotypes (non-significant deviation
from 1:2:1), while other parts deviated significantly (three
markers) or non-significantly (two markers) from theoretical
1:2:1 toward the rr and/or rc genotypes.

Unfortunately, positions of centromeres are not known on the
genetic maps, which hamper direct comparison of GISH analysis
and SNP genotyping. However, it is evident that results from SNP
genotyping are in line with those from GISH: we observed 3,647
rr, 6,749 rc, and 1,691 cc genotypes. This can be translated into
the ratio (3,647 × 2) + 6,749 r allele vs. (1,691 × 2) + 6,749
c allele or a ratio of 1.39 r:1 c. This is almost identical to the
ratio obtained from the GISH results of centromeres (1.4:1),
suggesting high fidelity of our results. However, the variability in
the genome composition revealed by SNP genotyping was large
between individual plants and ranged from 78.2 r:21.8 c (roughly
3.6:1) to 32.8 r:67.2 c (roughly 1:2).
When focusing on individual chromosome regions along
the entire genomes, we found high variability in the genome
composition and frequent statistically significant deviations from
the Mendelian 1:2:1 ratio of rr:rc:cc genotypes as tested by
multinomial test, separately for each SNP marker (Figure 4).
LG1: Entire chromosome displayed genome dominance of
A. roylei. Distal parts of the chromosome showed non-significant
deviation, while the segment between 18 and 81 cM was deviated

DISCUSSION
Cultivated crops are usually limited in diversity, by the
domestication bottleneck and long-lasting selection. Thus,
introgression of genetic diversity from alien sources, in general,
or of alleles of agronomically beneficial loci never present
in a crop or lost during the evolution and/or selection is a
step toward the development of superior cultivars. In bulb
onion (Allium cepa) breeding, alleles for downy mildew [caused
by Peronospora destructor (Berk.) Casp.], leaf blight (caused
by Botrytis squamosa Walker), and anthracnose [caused by
Colletotrichum gloeosporioides (Penz.) Penz. and Sacc.] resistance
can be introgressed from a wild relative, A. roylei (Kofoet
et al., 1990; de Vries et al., 1992; Galvan et al., 1997;
Scholten et al., 2016). However, alien introgressions are not
always stable in the host genome of a crop and may be
lost over generations. Various studies indicate that merging
two genomes from different species results in massive changes
at different levels, including modifications of gene expression
and epigenetic regulation, genome down- or upsizing, and
chromosome reshuffling (Wendel, 2015; Van de Peer et al.,
2021). In many hybrids, one of the parental genome becomes
“dominant,” whereas the other turns to be “submissive.” Such
genome dominance can be expressed at various levels including

FIGURE 4 | Segregation of A. cepa and A. roylei alleles in F2 generation.
Application of single nucleotide polymorphism (SNP) markers enabled
visualization of segregation distortion of the regions along individual
chromosomes [linkage groups based on genetic map of Scholten et al.
(2016)]. Statistically significant deviation from the Mendelian 1:2:1 ratio of
rr:rc:cc genotypes was tested by multinomial test, separately for each SNP
marker (∗ P < 0.05; ∗∗ P < 0.01; ∗∗∗ P < 0.001). Two regions showing
(statistically non-significant) distortion toward A. cepa alleles are highlighted
with yellow color.
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(Ulloa et al., 1995). The authors hypothesized that the genome
dominance might be at least partly caused by the cytoplasmic
effect: their hybrids displaying A. fistulosum dominance were
developed by pollinating A. fistulosum flowers with pollen from
A. cepa and thus, the hybrids likely possessed the cytoplasm
from A. fistulosum. However, the role of the cytoplasm could
probably be ruled out in our hybrids, as the dominant genome
(A. roylei) was used as pollinator for hybrid development.
Moreover, the A. roylei dominance was evidenced only in F2, but
not in BC1 plants.
Based on our results and other reports, it appears that genome
dominance is chromosome specific. In our previous study, we
found that chromosome 5 of Festuca pratensis (F. pratensis)
is more prone to be replaced by its Lolium multiflorum
(L. multiflorum) homoeolog in L. multiflorum × F. pratensis
allotetraploids than any other chromosome (Kopecký
et al., 2019). Similarly, preferential elimination of some
chromosomes and a higher transmission of others were
also observed in Gossypium hirsutum × G. sturtianum
and G. hirsutum × G. australe hybrids (Lopez-Lavalle and
Brubaker, 2007). In this study, we also found that some
chromosomes or even chromosome segments of A. cepa are
less likely to be transmitted than others (Figure 4). Specifically,
chromosome 8 showed an almost equal (random) segregation,
while chromosomes 2 and 3 of A. roylei were transmitted much
more frequently to successive generation than their counterparts
from A. cepa. Similarly, the segregation distortion was localized
on all the chromosomes, except chromosomes 7 and 8 based
on the results of SNP markers applied to F2 A. cepa × A. roylei
(Scholten et al., 2016). This would indicate that not all the
chromosomes are the subjects of the roylei genome dominance.
Despite the majority of the A. cepa genome being prone
for replacement by A. roylei, there are two regions in A. cepa
genome, which are transmitted at the frequency exceeding 50%
in A. cepa × A. roylei hybrids. One of the regions is represented
by three markers at positions 0.84, 17.49, and 19.68 cM on
chromosome 5. The other segment showing > 50% transmission
of A. cepa allele is represented by three markers at the distal
part of chromosome 8 (at positions 13.65, 21.46, and 32.01 cM).
One would expect a potential link between these two regions,
such as trans-acting regulation of one by the other; however,
comparison of the frequencies of the rr, rc, and cc classes suggests
that these two regions segregate independently with no linkage.
Interestingly, one would expect a segregation distortion for the
segment carrying a lethal factor, previously identified at the distal
end of chromosome 3 (van Heusden et al., 2000). This locus is
in a close vicinity of Pd1, the downy mildew resistance locus.
While Pd1 is of great interest to breeders, the lethal factor, once
introduced to A. cepa in a double dose (i.e., rr homozygote for this
chromosome segment), is assumed to cause lethality (Scholten
et al., 2007). However, we identified 8 out of 104 plants as being
rr homozygous for all the nine markers distributed from 5.6
to 70 cM of the genetic map of chromosome 3. This might be
potentially caused by double crossover of one homoeolog in the
large region, where markers are absent (between 9 and 52 cM).
Recent studies have indicated that genome dominance at the
chromosome level is caused by meiotic drive, a phenomenon
of non-Mendelian transmission of chromosomes to the next

elimination of chromosomes from the submissive genome
or replacement of such chromosomes by those from the
dominant genome (Glombik et al., 2020). In triticale, a hybrid
of wheat and rye, chromosomes of rye are more prone to
elimination than their wheat counterparts, which may lead to
the reversion to pure wheat forms in successive generations
(Orellana et al., 1984). In xFestulolium, a hybrid of ryegrass
(Lolium spp.) and fescue (Festuca spp.), chromosomes of Festuca
are gradually replaced by those of Lolium (Kopeckyì et al., 2006;
Zwierzykowski et al., 2006). In introgression cultivars, complete
elimination of Festuca segments is expected to happen within 3–
4 generations of multiplication (Kopecký et al., 2019). Therefore,
studies on the genome stability of the hybrid genomes and
the transmission of the introgressed segment(s) to successive
generations may offer some guidance in assessing the potential
of the introgression breeding.
In hybrid onion A. cepa × A. roylei, homoeologous
chromosomes pair and recombine, but there is only scarce
information on the genome dominance. When compiling genetic
maps of the parental species via genotyping of F2 hybrids
(from the same cross as those in this study) with amplified
fragment length polymorphism (AFLP) markers, van Heusden
et al. (2000) mentioned that the cepa-specific markers were
not amplified in 28% of the F2 plants compared to 16% of
the roylei-specific markers. From that, the authors estimated
that the contribution of the cepa-specific and roylei-specific
alleles in the F2 generation was about 44 and 56%, respectively.
This is in line with the results obtained in this study, where
results from SNP genotyping indicate the proportion of 42–
58%, respectively, while GISH karyotyping revealed 42% of
centromeres being of A. cepa origin and 58% of centromeres
being of A. roylei origin. These results indicate violation of
the Mendelian law of random segregation. However, the roylei
genome dominance was not observed in all the plants and
much variation was observed between individual plants, with the
percentage of cepa-specific alleles ranging from 15 to 68% (van
Heusden et al., 2000). Similar variation was found in this study:
the frequency of c alleles ranged from 22 to 67% among individual
plants. The correspondence of our results from GISH and SNP
genotyping with AFLP markers of a study by van Heusden et al.
(2000) indicates that the genome dominance is consistent at the
level of about 42:58 in A. cepa × A. roylei hybrids. However,
studies on different wide hybrids provided different results,
ranging from synthetic Brassica napus (B. rapa × B. oleracea)
with proportion of parental genomes 43:57, lily hybrid (Lilium
longiflorum × Asiatic) with the ratio of 54:46 to synthetic
Tragopogon miscellus (T. pratensis × T. dubius) with the ratio
of 49:51 (Karlov et al., 1999; Xiong et al., 2011; Chester et al.,
2012). Thus, it is evident that the strength of the genome
dominance depends on a cross combination and the divergence
of parental genomes. Interestingly, genome dominance was also
observed in another Allium hybrid developed from a cross
between A. fistulosum L. and A. cepa. Despite previously reported
problems with fertility, a number of F2 and BC1 plants (with bulb
onion as pollinator) were obtained and showed the dominance
toward A. fistulosum for three out of four isozyme markers
that were tested and which showed a statistically significant
violation of the theoretical 1:2:1 ratio in the F2 population
Frontiers in Plant Science | www.frontiersin.org
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number of kinetochore proteins between the two genomes. The
abundance of the kinetochore proteins is presumably affected by
the centromeric minor satellite repeats that are twice as high,
while the major pericentromeric satellite repeats were almost
undetectable on the chromosomes of the dominant genome
(Akera et al., 2017). Hence, the dominant genome (having more
copies of minor centromeric repeats and, consequently, more
copies of kinetochore proteins) is preferentially transmitted to
the egg cell, while the submissive genome is directed into the
polar bodies. Thus, it is evident that the sequences of centromere
and pericentromeric region are likely the key component of
the drive (Chmatal et al., 2014). Centromeric drive has also
been observed in Drosophila and monkey flower (Mimulus spp.)
hybrids (Fishman and Saunders, 2008; Wei et al., 2017). Apart
from the centromere, other chromosome regions in several
organism were occasionally found to violate random segregation
including the well-known knob-mediated meiotic drive in maize
(Dawe et al., 1999). Thus, we cannot rule out other sequences
outside of the native centromere and pericentromeric region to
be incharge of female meiotic drive present in onion hybrids.

generation. It is worth to mention differences between male
and female meiosis. Male meiosis is symmetric and all the
four products participate equally to successive generation.
However, meiotic drivers increase the chance of the sperm
cells carrying them to fertilize the eggs and, thus, violate the
random transmission of sperm cells with or without the driver
(Kruger and Mueller, 2021). Male meiotic drivers seem to benefit
themselves and confer negative effects on the counterpart (from
the other parental genome in the case of interspecific hybrids)
such as reduced motility of sperms, differences in the pollinating
rate of pollen grains, and failure to develop to maturity. On the
contrary, female meiosis is asymmetric when one homoeolog
is transmitted to the egg cell, while the other homoeolog is
transferred to polar bodies, which are not participating in the
next generation. This opens a way for competition between
homoeologous chromosomes, where meiotic drivers act to alter
the orientation of particular chromosomes in bivalents toward
the developing egg cell and the polar body; in other words,
chromosomes of the dominant genome are transmitted more
often to egg cell and chromosomes of the submissive genome
remain more frequently in polar bodies.
The first insight on the regularity of male meiosis in onion
hybrids (A. cepa × A. roylei) has been provided by de Vries
et al. (1992). They observed only a limited number of univalents
in metaphase I and no abnormalities as bridges, fragments,
or micronuclei in the later stages. Our observations fully
confirm this, as bivalents were formed regularly, with both the
arms paired (ring bivalents) more frequently than one (rod
bivalents). The regularity of male meiosis and regular (random)
transmission of chromosomes to progeny are supported by
the genome composition of the BC1 generation. There were
no significant differences between the numbers of parental
chromosomes transmitted through pollen. Similarly, reciprocal
BC1 progeny (BC1F1) of F. pratensis × L. multiflorum, where
the effects of male vs. female meiosis could be studied,
also showed a large difference in the genome composition.
While male meiosis of hybrid produced gametes with almost
equal contribution of parental chromosomes, female meiosis
dramatically shifted the composition toward L. multiflorum
(Kopecký et al., unpublished results).
Overall, our results indicate that in these hybrids, male
meiosis does not contribute significantly, or not at all, to genome
dominance and that it has to be female meiosis responsible for
the shift toward roylei genome. This is in line with Courret
et al. (2019) and Kruger and Mueller (2021), who hypothesized
that meiotic drivers function exclusively in the male or female
germline, but not both. However, we cannot completely rule out
other mechanisms including differences in the gamete viability
and preferential fertilization.
The mechanisms underlying the female meiotic drive have
been intensively studied in hybrid mice [reviewed in Clark
and Akera (2021)]. Chromosomes from the dominant genome
were oriented toward the egg cell more frequently than those
from the submissive genome. Molecular mechanism is so far
unclear; however, the candidate is CDC42, which is signaling
unequal regulation of microtubule tyrosination. This unequal
tyrosination is probably caused by the difference in the copy
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CONCLUSION
This study reveals dominance of the A. roylei genome in
hybrids with A. cepa. This dominance appears to be caused by
the female meiotic drive; male meiosis seemed to be regular
and produced gametes with equal proportion of chromosome
from parental genomes and these chromosomes were randomly
transmitted to progeny. SNP genotyping revealed that the
drive had different strength across the genome, with some
chromosome segments showing Mendelian segregation, while
others showed statistically significant deviation from it. Meiotic
drive may hamper introgression breeding in development of elite
onion cultivars and cause instability of introgressed segment(s) in
successive generations.
Further investigation of the centromeres/kinetochores using
immunoGISH of the centromeric variant of histone H3 (CenH3)
and kinetochore proteins and/or allele-specific expression
profiling of genes involved in the establishment of the apparatus
of the meiotic spindle may shed light on this phenomenon.
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Glombik, M., Bačovský, V., Hobza, R., and Kopecký, D. (2020). Competition of
parental genomes in plant hybrids. Front. Plant Sci. 11:200. doi: 10.3389/fpls.
2020.00200
Glombik, M., Copetti, D., Bartos, J., Stoces, S., Zwierzykowski, Z., Ruttink, T.,
et al. (2021). Reciprocal allopolyploid grasses (Festuca x Lolium) display stable
patterns of genome dominance. Plant J. 107, 1166–1182. doi: 10.1111/tpj.15375
Kamstra, S. A., Kuipers, A. G. J., De Jeu, M. J., Ramanna, M. S., and Jacobsen, E.
(1999). The extent and position of homoeologous recombination in a distant
hybrid of Alstroemeria: a molecular cytogenetic assessment of first generation
backcross progenies. Chromosoma 108, 52–63. doi: 10.1007/s004120050351
Karlov, G. I., Khrustaleva, L. I., Lim, K. B., and van Tuyl, J. M. (1999).
Homoeologous recombination in 2n-gametes producing interspecific hybrids
of Lilium (Liliaceae) studied by genomic in situ hybridization (GISH). Genome
42, 681–686. doi: 10.1139/g98-167
Khan, N., Barba-Gonzalez, R., Ramanna, M. S., Visser, R. G. F., and Van Tuyl, J. M.
(2009). Construction of chromosomal recombination maps of three genomes of
lilies (Lilium) based on GISH analysis. Genome 52, 238–251. doi: 10.1139/G08122
Khrustaleva, L. I., and Kik, C. (1998). Cytogenetical studies in the bridge cross
Allium cepa x (A-fistulosum x A-roylei). Theor. Appl. Genet. 96, 8–14. doi:
10.1007/s001220050702
Khrustaleva, L. I., and Kik, C. (2000). Introgression of Allium fistulosum into
A-cepa mediated by A-roylei. Theor. Appl. Genet. 100, 17–26. doi: 10.1007/
s001220050003
Khrustaleva, L., Mardini, M., Kudryavtseva, N., Alizhanova, R., Romanov, D.,
Sokolov, P., et al. (2019). The power of genomic in situ hybridization (GISH)
in onterspecific breeding of bulb onion (Allium cepa L.) resistant to downy
mildew (Peronospora destructor [Berk.] Casp.). Plants-Basel 8:36. doi: 10.3390/
plants8020036
Kim, S., Kim, C. W., Choi, M. S., and Kim, S. (2016). Development of a simple
PCR marker tagging the Allium roylei fragment harboring resistance to downy
mildew (Peronospora destructor) in onion (Allium cepa L.). Euphytica 208,
561–569. doi: 10.1007/s10681-015-1601-2
Kofoet, A., Kik, C., Wietsma, W. A., and de Vries, J. N. (1990). Inheritance of
resistance to downy mildew (Peronospora destructor [Berk] Casp) from Allium
roylei Stearn in the backcross Allium cepa L by (A roylei by A cepa). Plant Breed.
105, 144–149. doi: 10.1111/j.1439-0523.1990.tb00467.x
Kopecký, D., Horáková, L., Duchoslav, M., and Dolezel, J. (2019). Selective
elimination of parental chromatin from introgression cultivars of xFestulolium
(Festuca x Lolium). Sustainability 11:3153. doi: 10.3390/su11113153
Kopeckyì, D., Loureiro, J., Zwierzykowski, Z., Ghesquière, M., and Doležel,
J. (2006). Genome constitution and evolution in Lolium × Festuca hybrid
cultivars (Festulolium). Theor. Appl. Genet 113, 731–742. doi: 10.1007/s00122006-0341-z
Kopeckyì, D., Lukaszewski, A. J., and Dolezžel, J. (2008). Meiotic behaviour of
individual chromosomes of Festuca pratensis in tetraploid Lolium multiflorum.
Chromosome Res. 16:987. doi: 10.1007/s10577-008-1256-0

Akera, T., Chmatal, L., Trimm, E., Yang, K., Aonbangkhen, C., Chenoweth,
D. M., et al. (2017). Spindle asymmetry drives non-Mendelian chromosome
segregation. Science 358, 668–672. doi: 10.1126/science.aan0092
Anamthawat-Jónsson, K. (2001). Molecular cytogenetics of introgressive
hybridization in plants. Methods Cell Sci. 23, 139–148. doi: 10.1007/97894-010-0330-8_14
Bird, K. A., VanBuren, R., Puzey, J. R., and Edger, P. P. (2018). The causes and
consequences of subgenome dominance in hybrids and recent polyploids. New
Phytol. 220, 87–93. doi: 10.1111/nph.15256
Budylin, M. V., Kan, L. Y., Romanov, V. S., and Khrustaleva, L. I. (2016). GISH
study of advanced generation of the interspecific hybrids between Allium cepa
L. and Allium fistulosum L. with relative resistance to downy mildew. Russian J.
Genet. 50, 387–394. doi: 10.1134/S1022795414040036
Chester, M., Gallagher, J. P., Symonds, V. V., da Silva, A. V. C., Mavrodiev, E. V.,
Leitch, A. R., et al. (2012). Extensive chromosomal variation in a recently
formed natural allopolyploid species, Tragopogon miscellus (Asteraceae). Proc.
Natl. Acad. Sci. U.S.A. 109, 1176–1181. doi: 10.1073/pnas.1112041109
Chmatal, L., Gabriel, S. I., Mitsainas, G. P., Martinez-Vargas, J., Ventura, J., Searle,
J. B., et al. (2014). Centromere strength provides the cell biological basis for
meiotic drive and karyotype evolution in mice. Curr. Biol. 24, 2295–2300.
doi: 10.1016/j.cub.2014.08.017
Clark, F. E., and Akera, T. (2021). Unravelling the mystery of female meiotic drive:
where we are. Open Biol. 11:210074. doi: 10.1098/rsob.210074
Courret, C., Gerard, P. R., Ogereau, D., Falque, M., Moreau, L., and MontchampMoreau, C. (2019). X-chromosome meiotic drive in Drosophila simulans: a
QTL approach reveals the complex polygenic determinism of Paris drive
suppression. Heredity 122, 906–915. doi: 10.1038/s41437-018-0163-1
Dawe, R. K., Reed, L. M., Yu, H. G., Muszynski, M. G., and Hiatt, E. N. (1999). A
maize homolog of mammalian CENPC is a constitutive component of the inner
kinetochore. Plant Cell 11, 1227–1238. doi: 10.1105/tpc.11.7.1227
de Vries, J. N., Wietsma, W. A., and de Vries, T. (1992). Introgression of leaf-blight
resistance from Allium roylei Stearn. into onion (Allium cepa L). Euphytica 62,
127–133. doi: 10.1007/BF00037938
Edger, P. P., Smith, R., McKain, M. R., Cooley, A. M., Vallejo-Marin, M., Yuan,
Y. W., et al. (2017). Subgenome dominance in an interspecific hybrid, synthetic
allopolyploid, and a 140-year-old naturally established neo-allopolyploid
monkeyflower. Plant Cell 29, 2150–2167. doi: 10.1105/tpc.17.00010
Ferreira, M. T. M., Glombik, M., Pernickova, K., Duchoslav, M., Scholten, O.,
Karafiatova, M., et al. (2021). Direct evidence for crossover and chromatid
interference in meiosis of two plant hybrids (Lolium multiflorum x Festuca
pratensis and Allium cepa x A. roylei). J. Exp. Bot. 72, 254–267. doi: 10.1093/
jxb/eraa455
Fishman, L., and Saunders, A. (2008). Centromere-associated female meiotic drive
entails male fitness costs in monkeyflowers. Science 322, 1559–1562. doi: 10.
1126/science.1161406
Galvan, G. A., Wietsma, W. A., Putrasemedja, S., Permadi, A. H., and Kik, C.
(1997). Screening for resistance to anthracnose (Colletotrichum gloeosporioides

Frontiers in Plant Science | www.frontiersin.org

9

March 2022 | Volume 13 | Article 854127

Kopecký et al.

Genome Dominance in Allium Hybrids

Kruger, A. N., and Mueller, J. L. (2021). Mechanisms of meiotic drive in symmetric
and asymmetric meiosis. Cell. Mol. Life Sci. 78, 3205–3218. doi: 10.1007/s00018020-03735-0
Lopez-Lavalle, L. A. B., and Brubaker, C. L. (2007). Frequency and fidelity of
alien chromosome transmission in Gossypium hexaploid bridging populations.
Genome 50, 479–491. doi: 10.1139/G07-030
Lukaszewski, A. J., and Kopecky, D. (2010). The Ph1 locus from wheat controls
meiotic chromosome pairing in autotetraploid rye (Secale cereale L.). Cytogenet.
Genome Res. 129, 117–123. doi: 10.1159/000314279
Lukaszewski, A. J., Apolinarska, B., Gustafson, J. P., and Krolow, K. D. (1987).
Chromosome pairing and aneuploidy in tetraploid triticale. I. Stabilized
karyotypes. Genome 29, 554–561. doi: 10.1139/g87-093
Majka, J., Majka, M., Kopecky, D., and Dolezel, J. (2020). Cytogenetic insights into
Festulolium. Biol. Plant. 64, 598–603. doi: 10.32615/bp.2020.095
Masoudi-Nejad, A., Nasuda, S., Mcintosh, R. A., and Endo, T. R. (2002). Transfer
of rye chromosome segments to wheat by a gametocidal system. Chromosome
Res. 10, 349–357. doi: 10.1023/a:1016845200960
Molnár-Láng, M. (2015). “The crossability of wheat with rye and other related
species. In: Alien Introgression,” in Wheat: Cytogenetics, Molecular Biology, and
Genomics, eds M. Molnár-Láng, C. Ceoloni, and J. Doležel (Chem: Springer
International Publishing), 103–120. doi: 10.1007/978-3-319-23494-6_4
Orellana, J., Cermeno, M. C., and Lacadena, J. R. (1984). Meiotic pairing in wheat
rye addition and substitution lines. Can. J. Genet. Cytol. 26, 25–33. doi: 10.1139/
g84-005
Pernickova, K., Linc, G., Gaal, E., Kopecky, D., Samajova, O., and Lukaszewski,
A. J. (2019). Out-of-position telomeres in meiotic leptotene appear responsible
for chiasmate pairing in an inversion heterozygote in wheat (Triticum aestivum
L.). Chromosoma 128, 31–39. doi: 10.1007/s00412-018-0686-5
Placido, D. F., Campbell, M. T., Folsom, J. J., Cui, X. C., Kruger, G. R., Baenziger,
P. S., et al. (2013). Introgression of novel traits from a wild wheat relative
improves drought adaptation in wheat. Plant Physiol 161, 1806–1819. doi:
10.1104/pp.113.214262
R Core Team (2021). R: A Language and Environment for Statistical Computing.
Vienna: R Foundation for Statistical Computing.
Sandler, L., and Novitski, E. (1957). Meiotic drive as an evolutionary force. Am.
Nat. 91:105. doi: 10.1086/281969
Scholten, O. E., van Heusden, A. W., Khrustaleva, L. I., Burger-Meijer,
K., Mank, R. A., Antonise, R. G. C., et al. (2007). The long and
winding road leading to the successful introgression of downy mildew
resistance into onion. Euphytica 156, 345–353. doi: 10.1007/s10681-0079383-9
Scholten, O. E., van Kaauwen, M. P. W., Shahin, A., Hendrickx, P. M., Keizer,
L. C. P., Burger, K., et al. (2016). SNP-markers in Allium species to facilitate
introgression breeding in onion. BMC Plant Biol. 16:187. doi: 10.1186/s12870016-0879-0
Sears, E. R., and Okamoto, M. (1958). Intergenomic chromosome
relationships in hexaploid wheat. Proc. Int. Congr. Genet., Montreal 2,
258–259.
Sekhon, J. S. (2011). Multivariate and propensity score matching software with
automated balance optimization: the matching package for R. J. Stat. Soft. 42,
1–52. doi: 10.18637/jss.v042.i07
Stevenson, M., Armstrong, S. J., Ford-Lloyd, B. V., and Jones, G. H. (1998).
Comparative analysis of crossover exchanges and chiasmata in Allium cepa
x fistulosum after genomic in situ hybridization (GISH). Chromosome Res. 6,
567–574. doi: 10.1023/A:1009296826942

Frontiers in Plant Science | www.frontiersin.org

Takahashi, C., Leitch, I. J., Ryan, A., Bennett, M. D., and Brandham, P. E. (1997).
The use of genomic in situ hybridization (GISH) to show transmission of
recombinant chromosomes by a partially fertile bigeneric hybrid. Gasteria
lutzii x Aloe aristata (Aloaceae), to its progeny. Chromosoma 105, 342–348.
doi: 10.1007/s004120050193
Tsunewaki, K. (1964). Genetic studies of 6X-derivative from an 8x Triticale. Can. J.
Genet. Cytol. 6, 1–11. doi: 10.1139/g64-001
Ulloa, M., Corgan, J. N., and Dunford, M. (1995). Evidence for nuclear-cytoplasmic
incompatibility between Allium fistulosum and Allium cepa. Theor. Appl. Genet.
90, 746–754. doi: 10.1007/BF00222143
Van de Peer, Y., Ashman, T. L., Soltis, P. S., and Soltis, D. E. (2021). Polyploidy:
an evolutionary and ecological force in stressful times. Plant Cell 33, 11–26.
doi: 10.1093/plcell/koaa015
van der Meer, Q. P., and de Vries, J. N. (1990). An interspecific cross between
Allium roylei Stearn and Allium cepa L and its backcross to Allium cepa.
Euphytica 47, 29–31. doi: 10.1007/BF00040359
van Heusden, A. W., van Ooijen, J. W., Vrielink-van Ginkel, R., Verbeek, W. H. J.,
Wietsma, W. A., and Kik, C. (2000). A genetic map of an interspecific cross
in Allium based on amplified fragment length polymorphism (AFLP (TM))
markers. Theor. Appl. Genet. 100, 118–126. doi: 10.1007/s001220050017
Wei, K. H. C., Reddy, H. M., Rathnam, C., Lee, J., Lin, D. A. N., Ji, S. Q., et al.
(2017). A pooled sequencing approach identifies a candidate meiotic driver in
Drosophila. Genetics 206, 451–465. doi: 10.1534/genetics.116.197335
Wendel, J. F. (2015). The wondrous cycles of polyploidy in plants. Am. J. Bot. 102,
1753–1756. doi: 10.3732/ajb.1500320
Xiong, Z. Y., Gaeta, R. T., and Pires, J. C. (2011). Homoeologous shuffling
and chromosome compensation maintain genome balance in resynthesized
allopolyploid Brassica napus. Proc. Natl. Acad. Sci. U.S.A. 108, 7908–7913. doi:
10.1073/pnas.1014138108
Zwierzykowski, Z., Kosmala, A., Zwierzykowska, E., Jones, N., Joks, W., and
Bocianowski, J. (2006). Genome balance in six successive generations of the
allotetraploid Festuca pratensis x Lolium perenne. Theor. Appl. Genet. 113,
539–547. doi: 10.1007/s00122-006-0322-2
Zwierzykowski, Z., Zwierzykowska, E., Taciak, M., Jones, N., Kosmala, A., and
Krajewski, P. (2008). Chromosome pairing in allotetraploid hybrids of Festuca
pratensis x Lolium perenne revealed by genomic in situ hybridization (GISH).
Chromosome Res. 16, 575–585. doi: 10.1007/s10577-008-1198-6
Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.
Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.
Copyright © 2022 Kopecký, Scholten, Majka, Burger-Meijer, Duchoslav and Bartoš.
This is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) and the copyright owner(s) are credited
and that the original publication in this journal is cited, in accordance with accepted
academic practice. No use, distribution or reproduction is permitted which does not
comply with these terms.

10

March 2022 | Volume 13 | Article 854127

