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Whole genome duplication (WGD) events are common in many plant lineages, but the
ploidy status and possible occurrence of intraspecific ploidy variation are unknown for
most species. Standard methods for ploidy determination are chromosome counting
and flow cytometry approaches. While flow cytometry approaches typically use fresh
tissue, an increasing number of studies have shown that recently dried specimens
can be used to yield ploidy data. Recent studies have started to explore whether
high-throughput sequencing (HTS) data can be used to assess ploidy levels by
analyzing allelic frequencies from single copy nuclear genes. Here, we compare different
approaches using a range of yam (Dioscorea) tissues of varying ages, drying methods
and quality, including herbarium tissue. Our aims were to: (1) explore the limits of
flow cytometry in estimating ploidy level from dried samples, including herbarium
vouchers collected between 1831 and 2011, and (2) optimize a HTS-based method
to estimate ploidy by considering allelic frequencies from nuclear genes obtained using
a target-capture method. We show that, although flow cytometry can be used to
estimate ploidy levels from herbarium specimens collected up to fifteen years ago,
success rate is low (5.9%). We validated our HTS-based estimates of ploidy using
260 genes by benchmarking with dried samples of species of known ploidy (Dioscorea
alata, D. communis, and D. sylvatica). Subsequently, we successfully applied the
method to the 85 herbarium samples analyzed with flow cytometry, and successfully
provided results for 91.7% of them, comprising species across the phylogenetic tree
of Dioscorea. We also explored the limits of using this HTS-based approach for
identifying high ploidy levels in herbarium material and the effects of heterozygosity and
sequence coverage. Overall, we demonstrated that ploidy diversity within and between
species may be ascertained from historical collections, allowing the determination of
polyploidization events from samples collected up to two centuries ago. This approach
has the potential to provide insights into the drivers and dynamics of ploidy level changes
during plant evolution and crop domestication.

Keywords: crop wild relatives, Dioscorea, flow cytometry, phylogenomics, polyploidy, sequence capture, whole
genome duplication, yams
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INTRODUCTION

Whole genome duplication (WGD), or polyploidization, creates
opportunities for gene functional diversification and novel
genetic architectures, which may provide a basis for adaptive
traits and speciation (Mayrose et al., 2011; Panchy et al., 2016;
Van de Peer et al., 2017; Wendel et al., 2018). Polyploidy is
common in many plant lineages. It is now recognized that
all angiosperm lineages have not only undergone at least one
polyploidization event during their evolutionary history, but that
polyploidization is frequent and ongoing in many extant species
(Otto and Whitton, 2000; Jiao et al., 2011; Wendel et al., 2016).
Recent and ancient polyploidization events are also pervasive
across ferns (Barker, 2013; Vanneste et al., 2015; Schneider et al.,
2017; Li et al., 2018).

Ongoing polyploidization episodes continue to shape
the evolutionary trajectory of many plant lineages, arising
through processes ranging from genome duplication within
a species (autopolyploidy) to the fusion of genome copies
from independent taxa (hybridization) followed by genome
multiplication (allopolyploidy; Kihara and Ono, 1926). Changes
in ploidy level may play a pivotal role in various evolutionary
trends in plants, with effects measured, for example, through
alterations in the diversification rates in some angiosperm
lineages following a WGD event (Landis et al., 2018). Polyploidy
has also been linked to increased levels of speciation (Zhan et al.,
2016) in angiosperms (e.g., asterids, rosids, monocots; Wood
et al., 2009) and in ferns (e.g., Deparia, Athyriaceae; Kuo et al.,
2016). However, the opposite trends have also been observed
in both angiosperms and ferns, where diploids may exhibit
faster diversification rates while neopolyploids suffer higher
extinction rates (Mayrose et al., 2011; Schneider et al., 2017). In
addition, polyploidization plays a key role in plant domestication
because it can bestow favorable agricultural traits and contribute
to adaptive plasticity (Salman-Minkov et al., 2016). A high
proportion (84%) of the most important cultivated species are
polyploid, including some of the most extensively cultivated
crops worldwide (i.e., wheat, maize, soybean; Bennett, 2004;
Renny-Byfield and Wendel, 2014).

Polyploidization is currently understood as a cyclic process,
as WGD events typically are followed by diploidization (Sémon
and Wolfe, 2007; Wendel, 2015; Qiao et al., 2019). Diploidization
involves a diversity of processes, including chromosome
rearrangements leading to reductions in chromosome numbers
(dysploidy), and the non-random elimination or retention of
duplicated genes and repetitive sequences (Comai, 2005; Wendel,
2015; Mandáková et al., 2017; Wendel et al., 2018). Diploidization
following WGD may also involve discarding extra copies of
dosage-sensitive single copy nuclear genes (De Smet et al.,
2013), possibly reflecting selective pressures that favor single-
copy status (Paterson et al., 2006), as has been suggested for
housekeeping genes conserved throughout angiosperm (De Smet
et al., 2013) and gymnosperm evolution (Lu et al., 2014; Salas-
Leiva et al., 2014). Duplicated genes from WGD events can also
be retained, for example by neo- or sub-functionalization (Innan
and Kondrashov, 2010; Wei et al., 2018). Some attempts have
been made to classify duplicated genes into large gene families

(e.g., Maere et al., 2005; Wall et al., 2008); indeed, these genes
can be used to estimate phylogenetic relationships among taxa
(Yuan et al., 2009; Ness et al., 2011; Mandel et al., 2015; Moore
et al., 2018). More directly, single copy nuclear genes can be
used to resolve phylogenetic relationships (e.g., Chamala et al.,
2015), avoiding uncertainty in paralog interpretation (Duarte
et al., 2010). The number of single copy nuclear gene copies in
the genome is expected to correlate with ploidy level because
of the temporary excess of single copy nuclear gene duplicates.
These copies arise following a WGD event independent of the fate
of duplicated gene families resulting from either more ancient
polyploidization events (Wendel, 2015; Panchy et al., 2016),
or subgenome duplication events such as tandem duplications,
segmental duplications or the activity of repetitive elements
(McCann et al., 2018).

Detecting WGD is challenging (Otto and Whitton, 2000;
Vanneste et al., 2012; Tiley et al., 2018), thus large-scale
compilation of information on ploidy levels has lagged behind
other types of data, despite methods being developed to identify
paleopolyploidy events within specific species from molecular
data using, for example, synonymous divergence (Ks) values as
estimates of gene duplications or comparisons of gene trees (Li
et al., 2015a; Tiley et al., 2018). For many years, karyological
studies (i.e., chromosome morphometric characteristics) have
been commonly used as the main method to reveal recent ploidy
and hybridization events (e.g., Díaz-Lifante et al., 2009). As a
WGD event results in a proportional increase in genome size
(Wendel, 2015), at least initially, flow cytometry can also be
used to estimate ploidy levels and to screen for the occurrence
of multiple cytotypes in recent polyploids (Doležel et al., 2007).
Flow cytometry estimates the relative DNA content present
in cell nuclei, providing a microscopy-free approach to ploidy
estimation. An advantage of flow cytometry is that ploidy can be
estimated from both fresh and recent silica gel-dried plant tissue,
assuming that a reference is available with a known chromosome
number and genome size (Suda et al., 2006; Servick et al., 2015).
This approach has also been shown to work on up to 12-year-old
herbarium specimens (Šmarda, 2008), although success rates can
vary considerably between species (Suda and Trávníček, 2006).

Herbarium collections constitute an enormous and highly
valued source of information and material for botanical and
agricultural research. The use of herbaria as a source of
material for traditional Sanger DNA sequencing has led to
substantial advances in our understanding of plant systematics
and evolution. Nevertheless, such methods typically require
substantial effort to amplify and sequence plastid genome targets
(e.g., Viruel et al., 2016; Couto et al., 2018) or to amplify or clone a
small number of nuclear markers from recently dried herbarium
specimens (e.g., Särkinen et al., 2012; Viruel et al., 2018). In
addition, genomic DNA extracted from herbarium materials
is usually highly degraded, often requiring more complex
extraction protocols to increase yields (Doyle and Dickson,
1987). While degraded DNA is not suitable for generating high-
quality genome assemblies (Staats et al., 2013), recent advances
in high-throughput sequencing (HTS) approaches offer the
possibility of using degraded DNA to generate short-insert-
size genomic libraries (e.g., 350 bp long) from natural history
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collection material (Dentinger et al., 2015; Bakker, 2017), and
even archaeological samples (Pedersen et al., 2015). Coupled to
these advances in sequencing technologies, novel bioinformatic
pipelines have been developed to estimate ploidy and aneuploidy
levels using whole genome sequencing data, as shown for yeast
(Weiß et al., 2018), cancer cell lines (Favero et al., 2014), and
plants (Tan et al., 2016).

The presence of multiple genomes complicates the estimation
of gene dosage (e.g., Margarido and Heckerman, 2015;
Kyriakidou et al., 2018). Some methods base ploidy level
estimation on the observed allelic read depths in relation to
the expected ratios predicted for different ploidy levels (Corrêa
dos Santos et al., 2017). These single nucleotide polymorphisms
(SNPs) methods have been applied to species with relatively
simple genomes such as Phytophthora infestans (Yoshida et al.,
2013) and yeast (Weiß et al., 2018), but also to the larger and
more complex genomes of plants (Margarido and Heckerman,
2015; Zohren et al., 2016). However, to date this approach has
not been optimized for analyzing HTS data obtained from
museum collections.

The yam genus (Dioscorea L., Dioscoreaceae) is a relatively
species-rich group comprising ∼625 species. It has diversified
extensively across the globe (Viruel et al., 2016), and includes
species that are major crops in numerous tropical countries
(Tamiru et al., 2017). To date, phylogenetic studies based on
ca. 25% of the species, have identified ten major clades with
strong geographic signal for clade composition (Viruel et al.,
2016; Couto et al., 2018). Dioscorea likely originated in the
Laurasian Palaearctic between the Late Cretaceous and Early
Eocene (Viruel et al., 2016), and the impact of both recent and
ancestral polyploidization and dysploidy events may have shaped
extant chromosome numbers. Dioscorea provides an ideal model
system to study ploidy changes in evolutionary, population-level,
and agronomic contexts due to the diversity of ploidy levels
that have been uncovered from chromosome counts, which are
available for ca. 15% of the species. These data show that haploid
numbers (i.e., n = number of chromosomes per gamete) range
from n = 7 to 72 (Viruel et al., 2008). Most of this diversity
is due to polyploidy, with the majority of the species reported
so far being tetraploids, although ploidy levels can reach 14x
(Essad, 1984). Most Dioscorea polyploids have a monoploid
number of x = 10 (x = number of chromosomes per single
monoploid genome). Dysploid reductions, which can be followed
by subsequent rounds of polyploidy, have also been reported in
some New World (x = 7 and x = 9; Viruel et al., 2008, 2010)
and Mediterranean taxa (x = 6 and n = 12, 24 or 48 bivalents at
meiosis; Heslot, 1953; Al-Shehbaz and Schubert, 1989). The latter
difference between the monoploid number of chromosomes per
cell (x) and the number of chromosomes contained in gametes
(n) was explained by an ancestral amphiploidy based on the
existence of up to four alleles per microsatellite markers with
a disomic inheritance (Catalán et al., 2006). While many of
the chromosome counts are based on the analysis of a single
specimen, multiple ploidy levels (cytotypes) have been revealed
when more than one individual of a species is analyzed, as
reported for several cultivated yam species (e.g., D. alata L.,
n = 10, 15, 20, 25, 30, 35 or 40; Viruel et al., 2008 and references
therein). This is not an uncommon occurrence in plants with

many species showing a ploidy series (Stebbins, 1950; Levy and
Feldman, 2002; Husband et al., 2013). Genome size also varies
considerably in the genus, with a 6.8-fold range in 1C-values
for 23 species, from 0.35 pg/1C (Obidiegwu et al., 2009), to 2.4
pg/1C (Bharathan et al., 1994). Chromosome counts alone do
not necessarily allow the prediction of ploidy levels in Dioscorea.
While counts of 2n = 40 (2n = number of chromosomes in
a somatic cell) in the two main yam crops (D. alata and
D. rotundata Poir.) predicted they were tetraploid, diploid-
like patterns were observed in microsatellite (Nemorin et al.,
2013) and SNP data (Tamiru et al., 2017; Cormier et al., 2019),
supporting the hypothesis that they are diploidized polyploids.

Knowing the ploidy level of a species and quantifying
within-species cytotype diversity is essential for enhancing our
understanding of the systematics and evolution of plants (Corrêa
dos Santos et al., 2017). Here, we use Dioscorea as a model system
to: (i) determine the extent to which ploidy level can be estimated
from herbarium specimens using flow cytometry, and (ii) explore
and optimize a bioinformatics approach using HTS Hyb-Seq data
(Weitemier et al., 2014) generated from targeted baits developed
from low and single copy nuclear (LSCN) genes for discovering
recent polyploids that have yet to fully diploidize their genomes.

MATERIALS AND METHODS

Plant Material Used for Estimating Ploidy
Level by Flow Cytometry
Specimens used for chromosome counts and ploidy level
analysis by flow cytometry are listed in Tables 1A, 1B, and
Supplementary Table S1. Root tips for chromosome counts
were obtained from freshly germinated seeds. Ploidy levels from
three different types of plant material were analyzed using flow
cytometry to increase information on ploidy diversity across the
genus, and from plants dried under three different regimes to
determine how different preservation methods impact our ability
to predict ploidy levels. These three material types were: (i)
fresh leaf material obtained from mature plants growing in the
collections at the Royal Botanic Gardens, Kew (RBGK) or from
germinated seedlings (Table 1A), (ii) silica gel-dried specimens,
and (iii) 85 herbarium specimens from the herbaria of RBGK (K)
and Leiden (L) collected between 1831 and 2011 (Table 1B and
Supplementary Table S1).

The three drying methods were implemented by first
analyzing ploidy level from fresh leaves of 36 specimens
belonging to 20 species, and then drying additional fresh leaves
from the same individuals (i) in silica gel, (ii) pressed between
herbarium sheets and kept at room temperature in a plant press
using newspaper and absorbent blotting paper, and (iii) pressed
as (ii) between herbarium sheets, dried in an oven at 60◦C
for 48 h and then kept at room temperature (Supplementary
Table S2). Six of the dried samples from (i) to (iii) were
analyzed using flow cytometry after three months, and all of them
after 20 months.

Chromosome Counts
Seeds were germinated on agar plates, and newly emerging
roots were treated following Viruel et al. (2008). Root tips
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TABLE 1A | Fresh plant material used in the present study for chromosome counts and flow cytometry analyses in Dioscorea.

Flow cytometry analyses

Species
name

Sample
information

Chr.
no. (2n)

Clade CV
sample

CV
standard

1C (pg) Predicted
ploidy based

on flow
cytometry

1Cx Predicted
ploidy based
on HTS data

M

D. alata L. RBGKLiv
1982-1316

20 to 80 Enantiophyllum 3.39 2.77 0.84 6x 0.28

RBGKLiv PalmH.
(R89)

4.55 3.53 0.56 4x 0.28 ≥4x 2.8

RBGKLiv
1987-1993

4.51 3.48 0.59 4x 0.30

D. altissima Lam. RBGKLiv
2005-1233 (R92)

CL 4.50 3.76 0.68 4x 0.34 ≥4x 2.4

D. antaly Jum. and
H.Perrier

RBGKLivMSB-
406347

CL 5.44 1.93 0.33 2x 0.33

RBGKLiv 1998-523 3.44 1.79 0.31 2x 0.31

RBGKLiv 2014-641 4.23 2.48 0.33 2x 0.33

RBGKLiv
1980-2270 (R85)

3.10 2.50 0.70 4x 0.35 ≥4x 2.5

D. bemarivensis
Jum. and H.Perrie

MSB 339267 Malagasy 4.67 2.81 0.84 ∗6x 0.28 ≥4x 3.0

D. brownie Schinz MSB 508171 20 Africa 5.12 1.78 0.38 2x 0.38 2x 1.2

D. bulbifera L. RBGKLiv JodrellN 36–100 CL 4.48 1.83 0.36 2x 0.36

RBGKLiv
2000-2561

2.18 2.47 1.57 8x 0.39

D. rotundata Poir. RBGKLiv
1920-76.01470
(R88)

36–140 Enantiophyllum 3.00 2.20 0.72 4x 0.36 ≥4x 2.7

D. caucasica Lipsky RBGKLiv
2014-1847

20 Stenophora 5.02 2.78 0.51 2x 0.51 2x 1.4

D. communis (L.)
Caddick and Wilkin

RBGKLiv
1969-19666 (R84)

48 Mediterranean 4.09 2.52 1.08 6x 0.36 6x 2.7

RBGKLiv JLMN182
(R86)

4.45 2.92 0.49 4x 0.33 4x 2.5

LivSpec (R01) ca. 36 3.80 1.83 0.97 6x 0.32 6x 2.7

D. composita
Hemsl.

RBGKLiv
1969-11715

36 NWI 2.89 1.80 0.47 ∗2x 0.47

RBGKLiv
1978-1830 (S44)

2.37 1.60 0.48 ∗2x 0.48 2x 1.5

D. decipiens
Hook.f.

RBGKLiv
1998-4297

Enantiophyllum 3.70 1.90 0.74 ∗4x 0.37 ≥4x 2.9

D. deltoidea Wall.
ex Griseb.

RBGKLiv
1963-26702 (R83)

20, 40 Stenophora 4.30 2.70 0.65 ∗4x 0.33 ≥4x 2.3

D. dumetorum
(Kunth) Pax

RBGKLiv
1984-8045b

36 to 54 CL 6.80 3.40 0.41 ∗2x 0.41

RBGKLiv
1984-8045 (S48)

6.00 3.50 0.41 ∗2x 0.41 2x 1.7

D. elephantipes
(L’Hér.) Engl.

RBGKLiv POW Africa 10.00 2.70 0.48 2x 0.48 2x 1.3

9.20 2.72 0.46 2x 0.46

D. galeottiana
Kunth

MSB 780962 40 NW 4x ≥4x 2.9

D. glabra Roxb. RBGKLiv
1996-4312 (S43)

40 Enantiophyllum 3.80 3.5 0.69 ∗4x 0.35 2x 1.4

D. membranacea
Pierre ex Prain and
Burkill

RBGKLiv
1998-4292

Stenophora 5.50 3.60 0.81 ∗4x 0.41

(Continued)
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TABLE 1A | Continued

Flow cytometry analyses

Species
name

Sample
information

Chr.
no. (2n)

Clade CV
sample

CV
standard

1C (pg) Predicted
ploidy based

on flow
cytometry

1Cx Predicted
ploidy based
on HTS data

M

RBGKLiv
1998-4294

4.80 3.30 0.86 ∗4x 0.43

D. minutiflora Engl. RBGKLiv
1960-1001 (S45)

>120 Enantiophyllum 3.90 1.90 0.64 ∗4 0.32 2x 1.5

D. pentaphylla L. RBGKLiv Jod 40 to 144 CL 3.00 2.90 1.14 ∗8x 0.29

RBGKLiv
1996-4313 TN
(S52)

4.20 3.00 1.15 ∗8x 0.29 ≥4x 2.9

RBGKLiv
1996-4313bis TB

3.70 2.60 1.19 ∗8x 0.30

RBGKLiv
1996-4313 Jod

4.60 3.40 1.29 ∗8x 0.32

D. pteropoda
Boivin ex H.Perrier

MSB 459767 20 Malagasy 2x 2x 1.8

D. polystachya
Turcz.

RBGKLiv Jod (R71) 140 Enantiophyllum 4.30 3.70 1.75 10x 0.35 ≥4x 3.0

D. praehensilis
Benth.

RBGKLiv
1960-1002 (R87)

40, 80 Enantiophyllum 3.30 2.80 0.62 4x 0.31 ≥4x 2.7

MSB 171063 4.55 3.08 0.78 5x 0.31

D. preussii Pax RBGKLiv
1968-57006 (R90)

40, 54 Birmanica 3.70 3.60 1.14 ∗8x 0.29 ≥4x 2.5

D. rockii Prain and
Burkill

RBGKLiv
1996-4307 (R82)

Stenophora 4.60 2.30 0.92 ∗6x 0.31 ≥4x 2.2

D. sansibarensis
Pax

RBGKLiv
1969-5387

40 Malagasy 6.90 3.50 0.36 2x 0.36 2x 1.3

D. saxatilis Poepp. MSB 350565 NWI 3.94 1.94 1.04 ∗6x 0.35 ≥4x 3.0

D. soso Jum. and
H.Perrier complex

RBGKLiv
2014-1312

Malagasy 4.60 2.20 1.04 ∗6x 0.35

RBGKLiv
2008-3097A

9.70 4.50 1.28 ∗8x 0.32

RBGKLiv
2008-3097B

3.90 3.30 1.23 ∗8x 0.31

RBGKLiv
2008-3097C (R91)

4.10 1.90 1.24 ∗8x 0.31 ≥4x 2.3

RBGKLiv
2008-3097D (S47)

3.20 2.50 1.22 ∗8x 0.31 ≥4x 2.9

RBGKLiv
2005-1802b (S50)

5.20 4.60 0.61 ∗4x 0.31 2x 1.4

RBGKLiv
2005-1802

4.70 3.20 0.69 ∗4x 0.35

D. strydomiana
Wilkin

MSB 565198 Africa 5.80 5.80 0.43 2x 0.43 2x 1.8

D. sylvatica Eckl. RBGKLiv
1963-26705

Africa 9.40 4.10 0.49 2x 0.49

RBGKLiv 2011-447
(S49)

7.10 4.44 0.51 2x 0.51 2x 1.3

MSB 564412 5.64 3.31 0.41 2x 0.41

RBGKLiv, Living collection at Royal Botanic Gardens, Kew. MSB, Millennium Seed Bank. Chromosome counts done in this study are highlighted in bold, the remaining
were obtained from Viruel et al. (2008) and references therein. Clade names follow Viruel et al. (2016): CL = compound leaf, N1 and II = New World 1 and II. The predicted
ploidy is based on approximate 1C-value estimated for the species; or ∗ compared with the closest relative where a robust chromosome number and genome size have
been estimated. For HTS data, ploidy level was estimated through the HTS-based method described in this study; and M, the median value of the allelic ratio.
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TABLE 1B | Estimation of ploidy level in six Dioscorea species from five herbarium samples from RBG Kew (K) and one silica dried sample (S) using flow cytometry.

Cytometry analyses

Species
name

Clade Sample
information

Type of
material

CV
sample

CV
standard

Approx.
1C (pg)

Predicted
ploidy based

on flow
cytometry

1Cx Predicted
ploidy based
on HTS data

M

D. communis (L.)
Caddick and Wilkin

Mediterranean Viruel S80 – 2015 S 10.83 3.47 0.41 3x 0.27 3x 2.0

Chase et al. 7100 – S42 S 12.56 3.60 0.54 4x 0.27 4x 2.6

Médail R28 – 2016 S 6.77 1.90 0.59 4x 0.30 4x 2.2

Viruel 2016 – Pop
Maroc1

S 7.09 1.92 1.29 8x 0.32

Christenhurz et al. 7100
(2017) R27

S 8.40 1.20 1.29 8x 0.32 8x 2.8

Viruel R29 – 2016 S 12.07 2.55 1.37 8x 0.34 8x 2.8

Médail R30 – 2016 S 11.21 2.21 1.36 8x 0.34 8x 2.8

D. modesta Phil. NWI K001150677 (Casado
INIA-LP 015. Chile. 2002)
(W73)

K 22.01 2.78 0.50 ∗2x 0.50 2x 1.5

“ K 18.66 3.11 0.50 ∗2x 0.50

D. soso Jum. and
H.Perrier complex

Malagasy K000062164 (Ranarivelo
et al. RLI952.
Madagascar) 2008 (W63)

K 22.01 2.63 0.66 ∗4x 0.33 2x 1.3

“ K 20.25 2.46 0.64 ∗4x 0.32

D. multiflora Mart.
ex Griseb.

NWI K001171677 (Iganci
J.R.V. et al. 813-Brazil)
2011 (W59)

K 16.50 3.22 0.45 ∗2x 0.45 2x 1.3

D. “ovy-valiha” Malagasy K000523550 (Ranirison
714. Madagascar) 2004
(W81)

K 2.83 3.28 2.05 ∗12x 0.34 ≥4x 3.0

K 3.60 3.00 2.06 ∗12x 0.34

D. trilinguis Griseb. NWI K000579751 (Zappi et al.
953. Brazil) 2008 (Z74)

K 19.18 3.46 0.70 ∗4x 0.35 ≥4x 2.3

K 14.79 2.83 0.67 ∗4x 0.34

For clade names and information on data in columns see Table 1A.

were soaked in 2 mM 8-hydroxyquinoline for 4 h at room
temperature (Tjio and Levan, 1950), fixed in Carnoy I (3:1
(v/v) ethanol:acetic acid), and then stored at 4◦C until staining.
Chromosome counts were made from metaphase plates which
were prepared by staining roots in propidium iodide (PI,
Sigma) (1 mg/mL) and 4′,6-diamidino-2-phenylindol (DAPI,
1 mg/ml) in a combined PI-DAPI (CPD) staining solution
(Andras et al., 2000), and then squashed in 45% acetic acid and
observed using a Leica DM6000 microscope. Leica Application
Suite X (LAS X) software was used to capture images and to
count chromosomes.

Ploidy Estimation by Flow Cytometry
Ploidy levels were estimated using a CyFlowSL Partec flow
cytometer (Partec GmbH, Göttingen, Germany) following
the one-step protocol of Doležel et al. (2007) with minor
modifications as described in Clark et al. (2016). We selected
parsley, Petroselinum crispum (Mill.) Fuss “Champion Moss
Curled,” which is a diploid with 2n = 2x = 22 and has
a genome size of 2C = 4.50 pg (Obermayer et al., 2002),
as the internal calibration standard for ploidy screening

in Dioscorea. We used the “CyStain PI Absolute P kit”
(Sysmex, United Kingdom) nuclei isolation buffer, following
the manufacturer’s instructions. An improved “Cystain PI
OxProtect” (Sysmex, United Kingdom) buffer was released
during this study and we used this version for samples dried
20 months ago (see below). For some herbarium samples it was
necessary to analyze up to three times as much plant material
(i.e., approximately 2 cm2 of tissue) compared to analyses
using fresh leaf material, in order to obtain enough nuclei
for analysis. The ploidy level of each species that generated
peaks of sufficient quality in the resulting flow histograms
was estimated by comparing the 1C-value estimate obtained
in this study with either that of the same species with a
published genome size and known ploidy level, or, if not
available, with the genome size and ploidy level of the closest
diploid relative (Tables 1A, 1B; Pellicer and Leitch, 2014;
Viruel et al., 2016). We also compiled published information
on chromosome counts and genome size estimates from flow
cytometry for the studied Dioscorea species (Viruel et al.,
2008; Bennett and Leitch, 2014; Rice et al., 2015), summarized
in Tables 1A, 1B.

Frontiers in Plant Science | www.frontiersin.org 6 July 2019 | Volume 10 | Article 937

https://www.frontiersin.org/journals/plant-science/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-10-00937 July 23, 2019 Time: 16:17 # 7

Viruel et al. Ploidy Estimation of Herbarium Specimens

Plant Material Used for Estimating Ploidy
Level Bioinformatically From HTS
Hyb-Seq Data
DNA was extracted from 95 samples, including herbarium
specimens, representing three species (Supplementary Table S3)
to implement the HTS Hyb-Seq method described below for the
analysis of ploidy level in herbarium samples. These comprised:
(i) Dioscorea sylvatica Eckl., an African wild species that is
predicted to be diploid based on preliminary flow cytometry
analyses (27 samples collected between 1917 and 2013), (ii)
D. communis (L.) Caddick and Wilkin, a Mediterranean wild
species reported to be polyploid with 2n = 4x = 48 (58 samples
collected between 1893 and 2018), and (iii) D. alata, a crop
species reported to have all possible chromosome counts in
multiples of the monoploid number x = 10 from 2n = 20 up
to 80 (10 samples collected between 1836 and 2017). Specimens
were obtained from Kew, Leiden, and Sevilla herbaria. Full details
of the origin and age of each analyzed specimen are shown in
Supplementary Table S3.

Bioinformatic Ploidy Estimation From
HTS Hyb-Seq Data
We validated a pipeline combining Hyb-Seq data (Weitemier
et al., 2014) and existing bioinformatic tools (Corrêa dos Santos
et al., 2017; Weiß et al., 2018) to estimate ploidy level using
data obtained from the three species noted above (D. sylvatica,
D. communis, and D. alata). Total DNA was extracted using
a modified CTAB protocol for herbarium specimens (Doyle
and Doyle, 1987). A Dioscoreaceae RNA-baits capture kit was
designed to enrich 260 LSCN genes (De Smet et al., 2013; Soto
Gomez et al., 2019). Genomic libraries were prepared using
NEBNext R© UltraTM II DNA Library Prep Kit for Illumina R© (New
England Biolabs, Ipswich, MA, United States) with AMPure XP
magnetic beads and NEBNext R© Multiplex Oligos for Illumina R©

(Dual Index Primer Sets I and II) as barcodes for simultaneous
sequencing. Enriched libraries were prepared following the
myBaits R© kit manual v3.02 (Arbor Biosciences). Library quality
was evaluated using a QuantusTM fluorometer (Promega Corp.)
and an Agilent 4200 TapeStation (Agilent Technologies, Santa
Clara, CA, United States). Multiplexed libraries were then
sequenced on a HiSeq X platform (Illumina, Inc.) lane.

Trimmomatic v0.35 (Bolger et al., 2014) was used to remove
low-quality reads and adapter sequences flagged by FastQC
v0.11.7 (Andrews, 2010). Burrows-Wheeler Aligner (BWA; Li
and Durbin, 2009) was used to map reads against the reference
genes from three Dioscorea transcriptomes of the studied species
(D. alata, D. communis, and D. sylvatica). Mapped reads
were visualized using ploidyNGS software (Corrêa dos Santos
et al., 2017) to perform a preliminary exploration of allele
frequencies in each sample.

The nQUIRE software (Weiß et al., 2018) was used to estimate
the ploidy model that best fits the distribution of SNPs found
among mapped reads for each sample. This method estimates
the allelic frequency of biallelic SNP states and assumes that
different allelic ratios will be generated for diploids (0.5/0.5),
triploids (0.33/0.66), and tetraploids (0.25/0.75 and 0.5/0.5).

It also discards noise by removing frequencies below 0.2, as
recommended by Corrêa dos Santos et al. (2017). We followed
a three-factor validation to estimate the ploidy level of each
sample: (i) direct observation of the histograms showing the
distribution of allele frequencies, (ii) best fit between ideal and
empirical histograms (i.e., low sum of squared residuals (SSR),
positive slope (y–y) values, low standard error, and high R2),
and (iii) the lowest delta likelihood values after comparing
experimental data against the maximized log-likelihood of the
free model. The percentage of polymorphic sites for each sample
was calculated as the percentage of SNP positions and the total
number of base pairs.

Additional allelic frequency peaks would be expected for
higher ploidy levels as simulated by Corrêa dos Santos et al.
(2017). To explore the existence of higher ploidy levels, the
ratio per SNP of the allelic coverage was calculated and plotted,
assuming, for example, that a diploid would have a range centered
around a ratio of one (1:1), and a tetraploid would have two
modal values at one (2:2) and at three (3:1) (see Supplementary
Table S5 and Supplementary Data Sheet S1). This estimation
aims to balance the height of the peaks recovered for different
ploidy levels by decreasing the double peaks that 0.5 allelic
frequencies generate, and to reduce the number of peaks in
the graphs. Higher ploidy levels would contain proportions
that would be over-shadowed by the sequencing noise, i.e.,
those allelic frequencies below 0.2. For example, a hexaploid
specimen would contain SNPs with the ratios of 5:1, 4:2, and
3:3; however, the 5:1 ratio requires allelic frequencies of 0.2
that cannot be distinguished from allelic frequencies of SNPs
created by sequencing errors. The number of possible ratios, and
the number of the shadowed ratios, increase at higher ploidy
levels (see Supplementary Table S5 and Supplementary Data
Sheet S1), complicating the assignment of a sample to a ploidy
level greater than 4x.

From the data analyzed in this study, density plots, histograms,
and boxplots were estimated for each sample and then
compared to the expected density plots for each ploidy level
(Supplementary Table S5 and Supplementary Data Sheet S1),
which were determined using the standard deviations calculated
from 1,000 bootstrap replicates from known diploid density
curves using a custom script in R (R Core Team., 2018) using
the package bootstrap. Allelic ratios were also estimated for each
gene and SNP per sample.

RESULTS

Ploidy Estimation Using Chromosome
Counts and Flow Cytometry
Chromosome counts were obtained for four species (Table 1A),
two diploid (2n = 2x = 20; D. brownii Schinz and D. pteropoda
Boivin ex H.Perrier), one tetraploid (2n = 4x = 40; D. galeottiana
Kunth) and one hexaploid (2n = 6x = ca. 36; D. communis).

Ploidy estimates using flow cytometry were obtained for all
fresh material samples, with a mean coefficient of variation (CV)
of 4.7 ± 1.7% (Table 1A). For D. bulbifera L., D. communis,
and D. soso Jum. and H.Perrier, analysis of several individuals
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revealed intraspecific variation in ploidy level. Based on
previously published genome size data for comparison, the flow
cytometry data obtained here suggest that the analyzed species
comprise a range of ploidy levels from diploids in several species
to the predicted dodecaploid in D. “ovy-valiha” (Table 1B).

Only five of the 85 herbarium samples (5.9%) processed using
flow cytometry (Supplementary Table S1) were of high enough
quality to estimate ploidy level (Table 1B). The oldest sample that
produced analyzable results was D. modesta Phil., collected in
2002 (Table 1B), with the data suggesting it is diploid. Seven silica
gel-dried samples of D. communis collected in 2015 also yielded
data that indicated they comprised one triploid, two tetraploid
and four octoploid individuals (Table 1B).

Seven samples representing six species were analyzed using
flow cytometry three months after each was dried under
three different regimes (Supplementary Table S2, see section
“Materials and Methods”). We obtained data from four silica-
dried samples, five oven-dried samples, and five dried at
room temperature (Supplementary Table S2). Regardless of
the increasing CV values, ploidy level estimates for each dried
sample for which flow cytometry was successful were the same
as those estimated from fresh material of the same individual
after three months (Supplementary Table S2). Most of the silica-
dried samples (91.2%) produced analyzable results 20 months
after having been dried, however, only 29% of oven-dried and
41% of room-temperature dried material produced results. An
observed increase in the average estimated 1C-values differed
among treatments (silica-dried samples 29.4%, oven-dried 16.7%
and room-temperature dried 7.9%), even though the increase in
CV values was similar among treatments (CV dried/CV fresh:
silica-dried 3.3, oven-dried 2.9 and room-temperature dried
3.4, on average).

Bioinformatic Ploidy Estimation From
HTS Hyb-Seq Data
On average, 353,250± 71,195 bp of sequence data were obtained
for each Dioscorea sample, which resulted in an average retrieval
of 86.8% of the total length of the 260 reference genes. No
differences in the length of sequences were found between the
three species, D. sylvatica, D. alata, and D. communis, whose
ploidy levels were analyzed using the nQuire pipeline. The
total number of SNPs per sample ranged from 641 to 12,721,
with an average coverage of 147x (range 25x–1,030x) across
the 260 target genes. A wider range in the number of SNPs
was found in D. communis samples (547–12,721) compared
with D. alata (1,056–5,298) and D. sylvatica (1,413–3,441).
By contrast, D. sylvatica samples had the highest coverage
values (72x–1030x) compared with D. communis (25x–547x) and
D. alata (55x–166x).

The Dioscorea samples analyzed here included individuals that
fit one of the three ploidy models (di-, tri-, and tetraploids)
for which the nQuire pipeline specifically tests. The diploid
pattern fit with the allelic frequencies around a value of 50%,
the triploid pattern showed two peaks at 33% and 67%, and
the tetraploid model had three peaks: the diploid 50% allelic
frequency, together with an extra 25% and 75% (Figure 1).

FIGURE 1 | Allelic frequency patterns found in (A) diploid, in blue (Dioscorea
sylvatica R104), (B) triploid, in orange (D. alata T38), and (C) tetraploid, in
green (D. communis P06), models using nQuire.

Of the 95 samples analyzed, nQuire was able to fit one of the
three ploidy models to 92 samples (i.e., 96.8%; Supplementary
Table S3). The three samples that could not be assigned to a
ploidy model were from D. communis. The samples estimated as
diploid, triploid or tetraploid showed different patterns for all the
statistics calculated for the three models: i.e., lower 1logL and a
good fit between ideal and empirical histograms or low SSR scores
(highlighted in bold in Supplementary Table S3). Aside from
a visual inspection of the distribution of allelic frequencies in
the histograms, the parameters that best defined diploid patterns
were, in no particular order, 1logL, SSR, y–y slope, SE, and R2

(Supplementary Table S3).
One of the 27 D. sylvatica samples showed a tetraploid pattern

(R103), while the 26 remaining samples all produced histograms
with diploid allelic frequency distributions (Supplementary
Table S3). Eight of the 58 D. communis samples were estimated
to be diploid (Supplementary Table S3); this was supported
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by a positive R2 value similar to the patterns found in diploid
D. sylvatica samples. Most D. communis samples (47 of 58) were
predicted to be tetraploids, and the remaining three samples
remained inconclusive. However, two of the individuals that
were inconclusive had 1logL values that fit both triploid and
tetraploid patterns and rejected the diploid model (R95 and
S71). Therefore, 84.5% of D. communis samples were defined as
polyploids by nQuire. In addition to a visual inspection of the
histograms showing the distribution of the allelic frequencies,
the parameters that best-defined tetraploid patterns for this
species were, in no particular order, 1logL, Norm SSR and y–
y slope (Supplementary Table S3). Dioscorea alata recovered
patterns consistent with four diploids, five tetraploids and one
triploid (Supplementary Table S3). The diploid and tetraploid
samples produced similar histograms and statistics to those
observed in diploid and tetraploid samples of D. sylvatica and
D. communis. The sample predicted to be triploid (T38) was
based on visual interpretation of the histogram showing allelic
frequency patterns, the lowest 1logL score out of the three ploidy
models, and the most positive y–y slope.

Factors Influencing Ability to Predict
Ploidy Level in nQuire
(a) Impact of heterozygosity
Heterozygosity could be different in polyploids compared
to diploids due to the existence of additional monoploid
genomes in the nucleus (i.e., considering allele variation across
all homeologous instances of a locus). To explore this the
percentage of polymorphic sites was determined for each sample
by calculating the relative proportion of SNP counts against
the total number of base pairs, to test whether this measure of
heterozygosity contributed to distinguishing polyploids from
diploids (Supplementary Table S3). The average percentage
of polymorphic sites in D. sylvatica (0.54% ± 0.13) differed
significantly (U de Mann–Whitney, p < 0.005) from that of
D. communis (0.72% ± 0.77) and D. alata (1.37% ± 0.75); the
latter two species had more predicted polyploids than diploids.
However, this method shows a high dependency on the number
of SNPs, as the three samples for which the ploidy level could
not be accurately assigned also showed the lowest heterozygosity
values. For D. communis there was a general tendency of higher
percentages of polymorphic sites for tetraploids when results
were split into ploidy levels (diploid: 0.61% ± 0.66; tetraploid:
0.79% ± 0.81), although several predicted tetraploids did have
lower percentages of polymorphic sites compared to some
diploids (Supplementary Table S3). For D. alata, the four
diploid samples had the highest percentage of polymorphic sites
(1.55% ± 0.66) compared to the triploid specimen (0.83%) and
four tetraploid samples (1.33% ± 0.90). Given these inconsistent
trends, it seems clear that the percentage of polymorphic sites is
not linked to the ploidy level status of a sample and should not
be considered a reliable parameter to estimate ploidy level.

(b) Impact of sequence coverage
Dioscorea sylvatica and D. communis samples had higher average
coverage values (88–1348x and 35–1460x, respectively) than

D. alata (66–287x). Samples for which nQuire could not define
the ploidy level had coverage values similar to those for which
ploidy level was resolved, although the relative heterozygosity
was lower in most of the undefined samples (Supplementary
Table S3). Overall, the ability to distinguish ploidy levels was not
dependent on the level of sequence coverage in our data.

Distribution of Allelic Ratios
The distribution of allele ratios (i.e., number of reads of the most
frequent allele divided by number of reads of least frequent)
for each sample was clearly different between diploids and
polyploids in all three species (Figure 2), and even within
predicted polyploids, distinctive distributions were observed
(Figure 2). We calculated all expected allelic ratios of read
frequencies among SNP biallelic states for each ploidy level up
to 16x in order to further explore and understand how and why
these allele ratios varied across ploidy levels (Supplementary
Table S5 and Supplementary Data Sheet S1). Note that
some of these ratios would not be detected in our analyses
because they would fall within the allelic frequencies that
are artificially created by sequencing errors and are therefore
removed by the nQuire pipeline as sequencing noise (see section
“Materials and Methods” and Supplementary Table S5 and
Supplementary Data Sheet S1). These predicted allelic ratio
patterns were compared to those observed in both the histograms
(Supplementary Table S3) and density plots for each sample
(Supplementary Table S4). In all cases, diploid samples of
D. sylvatica showed a single and clear peak around the allele ratio
value of one (Supplementary Table S4).

The median value for the allelic ratios of each sample varied
between and within species (Figure 2). All samples predicted
to be diploid had median allelic ratio values <2 (1.13–1.52
in D. sylvatica; 1.22–1.62 in D. communis, and 1.30–1.58 in
D. alata; Figure 2 and Supplementary Table S4). All samples
identified as tetraploids by nQuire had double the median values
(>2, range 2.00–3.00) of predicted diploid samples. However,
in D. sylvatica the median value of allelic ratios for the single
predicted tetraploid specimen was 1.72, which could be explained
by it being a recent autopolyploid (see below). In D. communis
it ranged between 2.13 and 3.38, and in D. alata between 2.31
and 3.07; the predicted triploid for the latter species had a median
allelic ratio of 2.26. All the samples defined as tetraploids and two
of the undefined by nQuire showed polyploid patterns based on
allelic ratios (Figure 2 and Supplementary Table S4).

For some samples of D. communis, data from flow cytometry
meant it was possible to compare the median allelic ratios with
ploidy levels estimated from the 1C-values (Table 2, see boxplots
labeled with an asterisk in Figure 2). Samples with estimated 1C-
values indicative of triploid (0.41 pg) had a median allelic ratio
of 2.50; while samples predicted to be tetraploid (range 0.49–
0.59 pg) had median allelic ratios of 2.57 and 3.33; those predicted
to be hexaploid with 1C-values 0.97–1.08 pg had median ratios of
2.68 and 2.90, and predicted octoploid samples with 1C-values of
1.29–1.37 pg had median ratios of 2.66, 2.73, and 2.75.

In addition to the overall boxplots and the allelic ratios
calculated for each SNP position, we studied the allelic
ratio distribution per gene and sample (Figure 3 and
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FIGURE 2 | Boxplots of the allelic ratios calculated using Hyb-Seq data based on 260 low and single copy nuclear (LSCN) genes for 27 samples of Dioscorea
sylvatica, 58 samples of D. communis and 10 samples for D. alata. Blue and gray colors represent the predicted ploidy level based on the median values of the allelic
ratios: diploid and polyploid, respectively. The sample IDs correspond to those detailed in Supplementary Table S3 ordered by increasing median. One asterisk in a
boxplot indicates samples with an estimated 1C-value (see Table 1A), while the D. communis sample with two asterisks (R01) indicates that both a 1C-value and
chromosome count were performed (Table 1A). The ploidy estimations obtained from nQuire are shown below the sample IDs: d, diploid; t, triploid; p, polyploid; -,
unclear (i.e., the third model determined by nQuire is tetraploid, however, our results suggest that other ploidy levels fit with this model).

Supplementary Table S4). In all diploid samples, most of
the genes showed boxplots with median values >2 and >65% of
the SNPs with allelic ratios <2 (Supplementary Table S5 and
Supplementary Data Sheet S1). By contrast, polyploid samples
were characterized by showing a wide range of genes with

TABLE 2 | Relationships between the allelic ratio statistics (median and quartiles)
shown in Figure 2 and the known ploidy levels of Dioscorea communis samples
based on flow cytometry and chromosome counts.

Allelic ratio statistics

Sample
code
(Figure 2)

Chr.
number
(2n)

Approx.
1C (pg)

Ploidy Median 1st
quartile

3rd
quartile

S80 0.41 3x 2.0 1.4 3.0

R28 0.59 4x 2.2 1.4 3.0

R86 0.49 4x 2.5 1.8 3.5

S42 0.54 4x 2.6 2.0 3.1

R01 ca. 36 0.97 6x 2.7 1.6 3.3

R84 1.08 6x 2.7 2.2 3.5

R30 1.36 8x 2.8 2.0 3.4

R27 1.29 8x 2.8 2.0 3.4

R29 1.37 8x 2.8 2.3 3.5

median values of the allelic ratios >2 (Figure 3, Supplementary
Table S5, and Supplementary Data Sheet S1) and <50% of SNPs
with allelic ratios <2. The only tetraploid sample of D. sylvatica
(R103), the sample S89 of D. communis for which ploidy level
could not be determined by nQuire, and the sample Y09 of
D. alata, would fit with being a recent autopolyploid in which
most of the genes are still in equal proportions in the genome
(e.g., 2:2 vs. 3:1 in a 4x), in which a high percentage of the genes
showed median values below 2, and the percentage of SNPs with
allelic ratios <2 was 61.7 and 59.1, respectively (Supplementary
Table S5 and Supplementary Data Sheet S1).

DISCUSSION

Our study explored whether two approaches, flow cytometry
coupled with chromosome counts and a bioinformatic pipeline
that uses LSCN from HTS Hyb-Seq data, can estimate ploidy
levels from a range of samples, including herbarium specimens.
The effectiveness of flow cytometry was mostly limited to fresh
and recently collected (and dried) material and proved to be
unsuccessful in determining ploidy levels for herbarium samples
older than 15 years old. Flow cytometry can be used to estimate
ploidy levels from herbarium specimens collected up to fifteen
years ago, but success rate is low (5.9%). The bioinformatic
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FIGURE 3 | Allelic ratios of the samples represented in Figure 2: R104, a D. sylvatica diploid (A–D); T38, a D. alata triploid (E–H); and P06, a D. communis
tetraploid (I–L) according to nQuire estimations. (A,E,I) Boxplots of allelic ratios per sample; (B,F,J) density plots of allelic ratios per sample; (C,G,K) allelic ratios per
SNP; and (D,H,L) boxplots of allelic ratios per gene. Red lines represent an allelic ratio of two. Blue lines in allelic ratio per gene graphic represent the median values.

pipeline, based on the analysis of 260 LSCN genes, yielded
ploidy information from samples collected up to 236 years ago,
and provided results for 91.7% of these herbarium samples
(Supplementary Table S1, results not shown). It may therefore
offer novel opportunities for the use of herbarium materials in
cytogenetic studies, increasing their value beyond the generation
of DNA sequence data. Because this research used Dioscorea
species as test material, the new estimates of ploidy level also
substantially increased our knowledge of the diverse range of
ploidy levels across three economically important yam species.
This method relies on a set of LSCN genes, but could be used
with other bait sets, and has some dependency on heterozygosity
(i.e., percentage of polymorphic sites), but not coverage, at least
for the samples covered in our study, for estimating the ploidy
level of the specimens.

Use of Flow Cytometry to Estimate
Ploidy of Dried Samples Is Limited by
Sample Age
Multiple studies have explored the use of various types
of dried material to estimate ploidy levels in plants
(e.g., Suda and Trávníček, 2006) and produced highly variable
results that depend on factors such as the drying method, the
age of material and the species. Recently collected plant samples
that were dried in silica gel have often been shown to be suitable
for ploidy analysis using flow cytometry. For example, flow
cytometry was successfully used to estimate ploidy levels in all
139 leaf samples of Gagea reticulata (Liliaceae) from Iran that

were dried in silica-gel for one year (Zarrei et al., 2012), and a
similar level of success was achieved in an analysis of over 1,000
silica gel-dried leaf samples of Oxalis obtusa (Oxalidaceae) from
the Cape Floristic Region of southern Africa that were analyzed
within 2 months of being collected (Krejcíková et al., 2013).

Likewise, although to a lesser extent, the estimation of ploidy
levels from herbarium material using flow cytometry has been
successful for some species [e.g., six-year-old specimens of
Vaccinium from Czechia (Suda, 2004); two-year-old specimens of
Rosa canina from the United Kingdom, Roberts, 2007; 5.5-year-
old specimens of Festuca from Romania, Šmarda, 2006; Šmarda
and Stančík, 2006]. However, the factors influencing success rate
are poorly understood and often appear to be species-dependent.
Our study also showed a species-dependent pattern of flow
cytometry success using herbarium material for Dioscorea, and
these samples had higher CVs in their flow histograms compared
to measures obtained from fresh material. Overall, the level of
success was low, with only 5 of 85 (5.9%) herbarium samples
yielding analyzable data (Table 1B and Supplementary Table S1).
This may partly reflect the age (collected between 1831 and
2011) of the 85 analyzed specimens. The successful estimation
of ploidy level from a Dioscorea herbarium sample collected in
2002 (Table 1B) represents the oldest herbarium material to yield
ploidy level data using flow cytometry to date; the previous oldest
herbarium material that produced analyzable flow cytometry data
was a 12-year-old Festuca dried leaf (Šmarda, 2008).

Suda and Trávníček (2006) explored various drying
approaches to mimic the preparation of herbarium samples
in the field, looking at 60 species from 58 genera and 38 families
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across angiosperms. Flow cytometry was able to estimate ploidy
in 86% of the species nine months after collection, and 72%
of these still produced peaks after 20 months. The factors
influencing the ability to predict ploidy after drying were
however, unclear, although species known to be difficult to
analyze with fresh material (e.g., those with high levels of tannin
or mucilaginous compounds) also did not work well after drying.
They noted that while certain types of material did not desiccate
easily, such as waxy leaves, this did not necessarily mean they
performed worse than other material types, like thinner leaves
that dry faster. For some species the use of parts of the plant other
than leaves yielded better results. For example, nuclei isolated
from the stems of dehydrated species of Pimpinella, inflorescence
apices of Veronica or involucral bracts for some Asteraceae were
shown to give better results than nuclei extracted from leaves
(Suda and Trávníček, 2006).

Our analysis on the effect of three different drying methods
(silica-gel, drying by pressing at room temperature, and drying
in a press in an oven at 60◦C) on the ability of flow cytometry
to deliver ploidy data, showed no significant differences between
the methods and three months after having been dried. All three
methods showed significant increases in CV values compared
with fresh material (Supplementary Table S2). After 20 months,
while silica-dried samples still produced analyzable results in
91.2% of the samples, herbarium dried materials mostly failed
(29% oven-dried and 41% dried at room temperature). In all
cases, the estimated 1C-values increased over time, although
the % increase varied between treatments (i.e., silica-dried
samples ±29.4%, oven-dried ±16.7% and room temperature
dried ±7.9%, on average). In contrast, the increase in CV values
were broadly similar between the different drying treatments
(CV dried/CV fresh: silica-dried 3.3, oven-dried 2.9 and room
temperature dried 3.4, on average). These results support the
findings of a previous, larger study by Suda and Trávníček (2006).
It is unknown whether these findings reflect, in part, the tissue
preparation method used for flow cytometry. Increases in CV
values have been reported in previous studies using the chopping
method for preparing herbarium material, whereas the use of
a bead-beating method to prepare 24 months old herbarium
material of Rosa canina for flow cytometry analysis did not alter
the CV values compared to those obtained from fresh leaves
(Roberts, 2007). Such observations suggest that adopting the
bead-beating approach may increase the age range of herbarium
samples that are suitable for ploidy analysis by flow cytometry, at
least for some species.

Novel Uses of Herbarium Specimens:
HTS-Based Ploidy Estimation
Allelic frequencies estimated from HTS data were initially used
to estimate ploidy levels of cell samples from tumors in humans
(e.g., Amarasinghe et al., 2014) and more recently, this approach
has been applied to other model organisms like yeast (Corrêa
dos Santos et al., 2017; Weiß et al., 2018). For each of these
studies a tetraploid upper limit was assumed in the bioinformatic
pipelines. For example, EST-SSR nuclear markers have been
used to distinguish between diploid and tetraploid individuals
of the fish Misgurnus anguillicaudatus (Feng et al., 2018) and

RAD-seq data were used to explore ploidy levels in Betula species
(Zohren et al., 2016).

Here, we showed that our HTS-based pipeline successfully
distinguishes between diploids, triploids, and polyploids that are
tetraploids or higher. However, it is not yet possible to determine
the exact ploidy level in samples in the last category (tetraploid
or higher). This is in part due to the noise associated with
sequencing errors generated by the HTS platforms, which lead
to the need to discard low frequency SNPs (Corrêa dos Santos
et al., 2017; also see Supplementary Table S5 and Supplementary
Data Sheet S1). For example, a hexaploid organism is expected
to have SNPs at ratios of one (3:3), two (4:2) and five (5:1);
and the latter 5:1 corresponds with an allelic frequency of 0.2
for the less frequent allele. However, the density plots shown in
Supplementary Table S4 for some samples of D. communis (e.g.,
sample R75) are different from those of a “typical” tetraploid
(e.g., sample P06) with peaks at allelic ratios of approximately
one and four, and so higher ploidy levels are suspected. We
have verified the polyploidy of the studied samples by the global
average mean value of the allelic ratio, and by studying this
allelic ratio by gene and by SNP (Supplementary Table S5
and Supplementary Data Sheet S1).

Both heterozygosity and coverage were previously described as
key factors that shape allelic frequency distributions (Corrêa dos
Santos et al., 2017), although only coverage was tested as a factor
that might influence ploidy estimation parameters by nQuire
(Weiß et al., 2018) using Saccharomyces cerevisiae and P. infestans
whole genome sequences as models. Weiß et al. (2018) explored
the threshold coverage needed to reliably predict ploidy levels
using the 1logL value and determined that minimum coverage
should be 20–40x. In our study, the impact of coverage was
less clear. For example, fifteen samples of D. communis showed
coverage values below 50x (Supplementary Tables S3, S4), and
yet only two could not be assigned a ploidy level by nQuire
(S53, S61). The remaining samples each generated significantly
different 1logL values to support tetraploid models. In contrast,
nQuire was unable to determine ploidy levels in nine samples
with coverage greater than 50x (e.g., D. communis S78 with a
coverage of 126x, Supplementary Table S3). Differences in the
impact of coverage between our study and that of Weiß et al.
(2018) may be because here, we use data that has been specifically
enriched for LSCN genes. These are likely to include genes
that are typically returned to single copy during diploidization
following WGD (De Smet et al., 2013; Mandáková et al., 2017)
and thus our ploidy level estimations are only likely to detect
more recent polyploidization events. More ancient WGDs that
have gone through extensive diploidization are unlikely to be
detected by our set of LSCN genes. It is also possible that the
use of LSCN could reduce the impact of low coverage on ploidy
level estimations compared with studies such as Weiß et al. (2018)
which used whole genomic data.

To explore the impact of heterozygosity on the ability to
predict ploidy levels, we used the percentage of polymorphic
sites to compare levels of heterozygosity between samples
(see Methods). Using this approach, nQuire was unable to
assign a ploidy level to most samples where the percentage
of polymorphic sites was below 0.50. This finding supports
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a previous study that failed to detect a recent autopolyploid
based on allelic frequencies estimated from read counts of HTS
data (Zohren et al., 2016) and suggests that our approach may
be unable to correctly identify recent autopolyploids that are
predicted to have low percentages of polymorphic sites and
equal allelic frequencies compared with older, more divergent
autopolyploids and allopolyploids. One further factor that might
limit the ability of our approach to assign ploidy levels is the
presence of aneuploidy. Currently this can only be estimated if
reads can be mapped onto a fully assembled reference genome
(Weiß et al., 2018).

The presence of numerous WGD events throughout the
evolutionary history of land plants (Van de Peer et al., 2017) make
it challenging to identify potentially orthologous nuclear genes to
reconstruct phylogenetic relationships or for mapping molecular
markers (Duarte et al., 2010). One approach to overcome the
problems associated with the presence of paralogous genes that
can generate misleading topologies (due to misinterpretation of
orthology) that do not reflect species relationships, is to identify
sets of LSCN genes for phylogenetic studies (e.g., Wickett et al.,
2014). Indeed, a growing number of studies have characterized
and used LSCN genes for different groups, e.g., across all seed
plant lineages (Li et al., 2018), and angiosperm-wide (De Smet
et al., 2013), and there are now several target-capture kits which
have been developed to sequence LSCN genes in plants (e.g.,
Johnson et al., 2018). Our approach has the potential to identify
multiple copy genes in species for which a maximum of two
copies per specimen are expected (i.e., diploids) by calculating the
median value of the allelic frequencies for each gene.

Large Ploidy Variation Is Found Among
and Within Dioscorea Species
Dioscorea shows a diverse range of ploidy levels both among
and within species (Tables 1, 2). Understanding such diversity
is important, as it has implications for plant conservation and
the utility of plant collections for cross-compatibility and for
breeding improved varieties. Our estimates of ploidy level in
multiple samples of the three focal species corroborate and extend
previous studies, highlighting the existence of two extremes in
ploidy diversity between Dioscorea species. Some species studied
here had mostly homogeneous ploidy levels, at least for the
material examined (e.g., South African D. sylvatica, where nearly
all individuals were estimated to be diploid), while others showed
high levels of ploidy variation (e.g., Mediterranean D. communis,
where diploids were in the minority, and ploidy levels of at least
8x were predicted) (Figure 2 and Supplementary Table S2).

The flow cytometry analysis of the three fresh samples of
D. sylvatica gave a mean estimated 1C-value of 0.47 pg (Table 1)
indicative of a diploid ploidy level. Although this value is
somewhat lower than a previous genome size estimate 0.85 pg/1C
by Bharathan et al. (1994), it is noted that no chromosome
count could be obtained in either study. Thus, it is possible
that the sample analyzed by Bharathan et al. was a tetraploid,
as also predicted for one of the samples here (R103). Using the
HTS-based approach (Supplementary Table S3) 25 out of 26
herbarium samples were predicted to be diploid. Notably, both

flow cytometry (Table 1) and HTS-based estimations of the same
sample (i.e., RBGKLiv2011-249 = S49) predicted it to be diploid,
providing confidence in the ability of the Hyb-Seq approach to
predict ploidy level.

Defining the ploidy level of D. communis has been unclear.
Chromosome counts of this species (2n = 48, Al-Shehbaz and
Schubert, 1989) imply it is a tetraploid based on x = 12, but
the allopolyploid patterns observed using microsatellite (simple
sequence repeat; SSR) markers in the sister group Borderea
suggest that D. communis could also be considered an octoploid
based on x = 6 (Segarra-Moragues et al., 2003). Similarly, the
Macaronesian sister species D. edulis was reported as octoploid
based on chromosome counts (2n = 96), and 16-ploid based on
SSR-based estimation (Segarra-Moragues et al., 2003).

For one sample of D. communis in our study (R01) we
obtained (a) a chromosome count of 2n = ca. 36, (b) an estimated
1C-value of 0.97 pg, and (c) a median allelic ratio of 2.7 using
the HTS data (Table 2) leading us to suggest that this sample
is hexaploid. We then used this as a reference to determine the
ploidy levels of all the other samples, and report for the first
time the existence of multiple ploidy levels within D. communis
(Figure 2). Seven samples fit a diploid pattern (Figure 2), and the
origin of these samples suggest there is a strong geographic signal
in the distribution of diploid cytotypes. Most of the remaining
samples are polyploids. We will explore the phylogeography and
the ploidy variability across the Mediterranean for the Tamus
group in further studies. Nevertheless, our study highlights the
challenge of defining what a polyploid is given the contrasting
information provided by genome size, chromosome number,
meiotic behavior, and genetic and evolutionary data.

Because of its economic importance, several studies have
explored genome size variation in D. alata using flow cytometry
and uncovered a large variation of 1C-values ranging from 0.45 to
1.30 pg/1C (Arumuganathan and Earle, 1991; Hamon et al., 1992;
Marie and Brown, 1993; Dansi et al., 2005; Arnau et al., 2009;
Obidiegwu et al., 2009). Such genome size diversity is consistent
with the many different chromosome counts reported for this
species, ranging from 2n = 20 to 80, in multiples of 10 (reviewed
in Viruel et al., 2008).

As for D. communis, there is also a lack of clarity in the
literature regarding the ploidy level of D. alata, in which the
2n = 40 cytotypes have been recognized as diploids (i.e., x = 20,
instead of x = 10) based on SSR marker patterns (Arnau
et al., 2009). Nevertheless, chromosome counts of 2n = 20 have
been reported (Martin and Ortiz, 1963), indicating that samples
with 2n = 40 should be regarded as tetraploids. The genome
size of 2n = 40 cytotypes ranged from 0.5–0.6 pg/1C and the
2n = 80 cytotypes were 1.06 pg/1C (Dansi et al., 2005). Our
HTS-based procedure generated tetraploid patterns in samples
matching a 2n = 40 cytotype (i.e., an estimated 1C-value of 0.56
and 0.59, Table 1). We therefore consider that the previously
reported 2n = 40 cytotypes (ranging from 0.5–0.6 pg/1C) are
cytologically tetraploids, based on x = 10. Nevertheless, a recent
study describing a reference high-density genetic map for D. alata
(Cormier et al., 2019) – obtained from crosses of a female
breeding line (74F, 1C = 0.51 pg), and a male Caribbean
landrace (Kabusa; 1C = 0.43 pg), both with genome size
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suggestive of 2n = 40 – proposed that the samples analyzed were
genetically diploid. For example, the number of linkage groups
obtained ranged from 21 to 26, which does not correspond to a
chromosome base number of x = 10. Autotetraploid specimens
can show biallelic genotypes that mask their cytological polyploid
status (e.g., with SSR and SNP markers), and as shown for
some Betula samples (Zohren et al., 2016), while ploidy estimates
based on allelic frequencies (as used here) reveal the ploidy level
predicted from the chromosome counts.

The frequency of different ploidy levels in D. alata seems
to vary depending on the origin of the samples studied. For
example, Egesi et al. (2002) used flow cytometry to analyze
53 accessions, mainly from West Africa, and found that most
(84.9%) were hexaploid, while all remaining samples (i.e., 15.1%)
were tetraploid. Girma et al. (2017) also used flow cytometry to
analyze 139 accessions from West Africa and found that a slim
majority were octoploid (53%), followed by tetraploids (43%),
and a few hexaploids (3%). A broad geographical analysis of
384 D. alata accessions from the South Pacific, Asia, Africa,
and the Caribbean found considerable geographical structure
in the distribution of tetraploids, hexaploids, and octoploids in
this species, with tetraploids and octoploids being more widely
distributed and more common than hexaploids (Arnau et al.,
2017). Our results confirm that polyploid forms are frequent
in D. alata based on both flow cytometry (Table 1) and our
HTS-based estimations (Supplementary Table S3), at least for
the predominantly Asian samples analyzed here. Thus, due
attention to ploidy determination is recommended in breeding
and genomic studies of this species.

Applicability of the Hyb-Seq Approach to
Other Eukaryotic Lineages
Since coverage appears to be less of an issue when using HTS
data generated from a targeted baiting approach to infer ploidy
(see above), this approach has the potential to be applied to the
growing number of plant groups where HybSeq methods and bait
kits are being applied (e.g., Villaverde et al., 2018).

Whole genome duplications have likely played a major role in
the evolution of other lineages, including insects (Li et al., 2015b,
2019; Nakatani and McLysaght, 2019), teleost fish (Berthelot
et al., 2014) and diatoms (Parks et al., 2018). Due to the growing
availability of genomic resources for these groups, the approaches
outlined here could also be applied to explore polyploid evolution
using phylogenomic data compiled to reconstruct the tree-of-life.
Since our pipeline detects recent polyploidization events and the
ploidy level estimation is comparable among related species, it is
envisaged that it could also be complemented by other genomic
methods focused on detecting more ancient polyploidization
events (e.g., Vanneste et al., 2015; Roodt et al., 2017; Qiao et al.,
2019). Currently, there is limited understanding of the frequency
and impact of polyploidy in fungi (Albertin and Marullo, 2012;
Campbell et al., 2016; Todd et al., 2017). While recent polyploid
events have been documented across the fungal tree of life, robust
evidence for the existence of ancient WGDs is currently limited
to the yeast genus Saccharomyces (estimated to have occurred ca.
100 Mya; Wolfe and Shields, 1997; Campbell et al., 2016) and
the saprophytic fungus Rhizopus (reviewed in Campbell et al.,

2016). In part, our limited knowledge of polyploidy in fungi is
hampered by the lack of genomic data, but this is likely to change
with the rapid growth of whole genome sequence data for fungi
(Leitch et al., 2018). Such data are likely to be suitable for applying
the approaches outlined in this paper, including data generated
from fungarium samples, given the ability to extract and sequence
DNA from such voucher specimens (Dentinger et al., 2016). Such
approaches should therefore considerably extend the ability to
explore whether polyploidy is indeed more common in fungi than
currently recognized.

The methods presented here are likely to be of interest
for many plant groups, particularly those where polyploidy is
common. For example, Wood et al. (2009) reviewed the extent
of recent polyploidization throughout the angiosperms, and
highlighted genera with a high incidence of WGD (measured
as the percentage of polyploid species calculated using the
number of species with chromosome count data): 92.3% in
Perideridia (Apiaceae), 95% in Senecio (Asteraceae), 91.4%
in Campanula sect. Isophylla (Campanulaceae), 96.7%
in Cerastium (Caryophyllaceae), 88.9% in Aponogeton
(Aponogetonaceae), 92.3% in Alpinia (Zingiberaceae) and
80% in Geum allies (Rosaceae).

Documenting polyploidy in herbarium samples is likely
to have applications in plant breeding and horticulture. For
example, many popular commercial hybrids of the orchid genus
Phalaenopsis are tetraploids (Chen et al., 2014) yet many of
these hybrids have a narrow genetic base, which makes it
difficult to transfer favorable genes from diploid wild species to
commercial hybrids because of the difference in ploidy levels.
Hybrids produced by artificial crosses between these species are
usually sterile. Estimating the ploidy level of herbarium samples
will provide new and useful information to orchid breeders for
selecting promising parental varieties to accelerate the breeding
of novel varieties. Similarly, it will clarify the contribution of
recent polyploidy events to the intraspecific phenotypic variation
of Vanilla planifolia accessions (Bory et al., 2008).

Enormous interest exists on revealing the ploidy levels of
lineages where gametophytes are the dominant life phase as, for
example, in the haplodiploid life cycle of many algae (Klinger,
1993) and since some polyploidization events have been reported
in most major groups of algae (Nichols, 1979). Indeed, unusual
polyploidization forms have been proposed within the life cycle
of some algal species estimated through flow cytometry and
microsatellite markers (Varela-Álvarez et al., 2018). Several
attempts have been made to optimize ploidy estimation with
dried material using flow cytometry (e.g., for fungi, Todd
et al., 2018) or tyramide signal amplification-fluorescence in situ
hybridization (TSA-FISH) for LSCN (e.g., alga, Vazac et al., 2018)
for different organisms. Our approach provides a more
straightforward way to estimate ploidy levels, especially with
material obtained from herbarium samples.

CONCLUSION

Novel HTS techniques have revolutionized the amount of
genomic resources available for non-model organisms and
enabled the generation of genomic data from degraded DNA
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samples (e.g., Besnard et al., 2014; Hart et al., 2016) that would
not be available using more traditional molecular approaches
such as PCR. It is particularly noteworthy that the bioinformatic
pipeline optimized here demonstrates that it is now possible
to efficiently gain insights into the ploidy status of a species
even from herbarium samples up to two centuries old for which
flow cytometry and/or chromosome counts are not possible. Our
study therefore provides a further demonstration of the vital
importance of herbaria as a rich source of material to provide
novel insights into the genomic make up of plants that were
previously intractable.

DATA AVAILABILITY

The datasets generated for this study can be found in SRA
repository, PRJNA525269.

AUTHOR CONTRIBUTIONS

JV, PW, IL, FF, BG, MSG, MK, and SG secured the funding for
the project. LP advised on methods and analyses. JV, MSG, MC,
OH, and RP conducted the experimental work. JV conducted the
bioinformatics analyses. All authors contributed to writing and
revising the manuscript.

FUNDING

This work was supported by the NSERC (Natural Sciences
and Engineering Research Council of Canada) post-
graduate fellowship, the NSERC Michael Smith Foreign
Study Supplement, and the UBC four-year fellowship
to MSG; the NSERC Discovery Grant to SWG; the
Marie Skłodowska-Curie Individual Fellowship (704464 –
YAMNOMICS – MSCA-IF-EF-ST) and the RBG Kew-funded
pilot study to JV.

ACKNOWLEDGMENTS

We are thankful to the Kew, Leiden, and Sevilla herbaria for
giving access to their collections for this study and to the
colleagues who collected the samples. We thank J. Wendel for
reviewing an early version of this manuscript.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online
at: https://www.frontiersin.org/articles/10.3389/fpls.2019.00937/
full#supplementary-material

REFERENCES
Albertin, W., and Marullo, P. (2012). Polyploidy in fungi: evolution after whole-

genome duplication. Proc. Biol. Sci. 279, 2497–2509. doi: 10.1098/rspb.2012.
0434

Al-Shehbaz, I. A., and Schubert, B. G. (1989). The Dioscoreaceae in the
southeastern United States. J. Arnold Arbor. 70, 57–95. doi: 10.5962/bhl.part.
19785

Amarasinghe, K. C., Li, J., Hunter, S. M., Ryland, G. L., Cowin, P. A., Campbell,
I. G., et al. (2014). Inferring copy number and genotype in tumour exome data.
BMC Genomics 15:732. doi: 10.1186/1471-2164-15-732

Andras, S. C., Hartman, T. P. V., Alexander, J., McBride, R., Marshall, J. A., Power,
J. B., et al. (2000). Combined PI-DAPI staining (CPD) reveals NOR asymmetry
and facilitates karyotyping of plant chromosomes. Chromosome Res. 8, 387–391.
doi: 10.1023/A:1009258719052

Andrews, S. (2010). FastQC: A Quality Control Tool for High Throughput Sequence
Data. Available at: http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
(accessed March 1, 2019).

Arnau, G., Bhattacharjee, R., Sheela, M. N., Chair, H., Malapa, R., Lebot, V.,
et al. (2017). Understanding the genetic diversity and population structure of
yam (Dioscorea alata L.) using microsatellite markers. PLoS One 12:e0174150.
doi: 10.1371/journal.pone.0174150

Arnau, G., Nemorin, A., Maledon, E., and Abraham, K. (2009). Revision of ploidy
status of Dioscorea alata L. (Dioscoreaceae) by cytogenetic and microsatellite
segregation analysis. Theor. Appl. Genet. 118, 1239–1249. doi: 10.1007/s00122-
009-0977-6

Arumuganathan, K., and Earle, E. D. (1991). Nuclear DNA content of some
important plant species. Plant Mol. Biol. Rep. 9, 208–218. doi: 10.1007/
BF02672069

Bakker, F. T. (2017). Herbarium genomics: skimming and plastomics from
archival specimens. Blumea 72, 35–45. doi: 10.1080/00837792.2017.13
13383

Barker, M. S. (2013). “Karyotype and genome evolution in Pteridophytes,” in Plant
Genome Diversity, Vol. 2, eds J. Greilhuber, J. Dolezel, and J. Wendel (Vienna:
Springer). doi: 10.1007/978-3-7091-1160-4_15

Bennett, M. D. (2004). Perspectives on polyploidy in plants – ancient and neo. Biol.
J. Linn. Soc. 82, 411–423. doi: 10.1111/j.1095-8312.2004.00328.x

Bennett, M. D., and Leitch, I. J. (2014). Plant DNA C-Values Database (2012). Kew
Royal Botanic Gardens, Richmond.

Berthelot, C., Brunet, F., Chalopin, D., Juanchich, A., Bernard, M., Noël, B., et al.
(2014). The rainbow trout genome provides novel insights into evolution after
whole-genome duplication in vertebrates. Nat. Commun. 5:3657. doi: 10.1038/
ncomms4657

Besnard, G., Christin, P.-A., Malé, P.-J. G., Lhuillier, E., Lauzeral, C., Coissac, E.,
et al. (2014). From museums to genomics: old herbarium specimens shed light
on a C3 to C4 transition. J. Exp. Bot. 65, 6711–6721. doi: 10.1093/jxb/eru395

Bharathan, G., Lambert, G., and Galbraith, D. W. (1994). Nuclear DNA content
of monocotyledons and related taxa. Am. J. Bot. 81, 381–386. doi: 10.2307/
2445466

Bolger, A. M., Lohse, M., and Usadel, B. (2014). Trimmomatic: a flexible trimmer
for Illumina Sequence Data. Bioinformatics 30, 2114–2120. doi: 10.1093/
bioinformatics/btu170

Bory, S., Catrice, O., Brown, S. C., Leitch, I., Gigant, R. L., Chiroleu, F., et al. (2008).
Natural polyploidy in Vanilla planifolia (Orchidaceae). Genome 51, 816–826.
doi: 10.1139/G08-068

Campbell, M. A., Ganley, A. R. D., Gabaldón, T., and Cox, M. P. (2016). The
case of the missing ancient fungal polyploids. Am.. Nat. 188, 602–614. doi:
10.1086/688763

Catalán, P., Segarra-Moragues, J. G., Palop-Esteban, M., Moreno, C., and
González-Candelas, F. (2006). A Bayesian approach for discriminating among
alternative inheritance hypotheses in plant polyploids: The allotetraploid origin
of genus Borderea (Dioscoreaceae). Genetics 172, 1939–1953. doi: 10.1534/
genetics.105.042788

Chamala, S., García, N., Godden, G. T., Krishnakumar, V., Jordon-Thaden,
I. E., De Smet, R., et al. (2015). MarkerMiner 1.0: a new application for
phylogenetic marker development using angiosperm transcriptomes. Appl.
Plant Sci. 3:apps.1400115. doi: 10.3732/apps.1400115

Chen, W. H., Kao, Y. K., and Tang, C. Y. (2014). Variation of the genome size
among Phalaenopsis species using DAPI. J. Taiwan Soc. Hort. Sci. 60, 115–123.
doi: 10.1142/9789813109223_0001

Frontiers in Plant Science | www.frontiersin.org 15 July 2019 | Volume 10 | Article 937

https://www.frontiersin.org/articles/10.3389/fpls.2019.00937/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fpls.2019.00937/full#supplementary-material
https://doi.org/10.1098/rspb.2012.0434
https://doi.org/10.1098/rspb.2012.0434
https://doi.org/10.5962/bhl.part.19785
https://doi.org/10.5962/bhl.part.19785
https://doi.org/10.1186/1471-2164-15-732
https://doi.org/10.1023/A:1009258719052
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://doi.org/10.1371/journal.pone.0174150
https://doi.org/10.1007/s00122-009-0977-6
https://doi.org/10.1007/s00122-009-0977-6
https://doi.org/10.1007/BF02672069
https://doi.org/10.1007/BF02672069
https://doi.org/10.1080/00837792.2017.1313383
https://doi.org/10.1080/00837792.2017.1313383
https://doi.org/10.1007/978-3-7091-1160-4_15
https://doi.org/10.1111/j.1095-8312.2004.00328.x
https://doi.org/10.1038/ncomms4657
https://doi.org/10.1038/ncomms4657
https://doi.org/10.1093/jxb/eru395
https://doi.org/10.2307/2445466
https://doi.org/10.2307/2445466
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1139/G08-068
https://doi.org/10.1086/688763
https://doi.org/10.1086/688763
https://doi.org/10.1534/genetics.105.042788
https://doi.org/10.1534/genetics.105.042788
https://doi.org/10.3732/apps.1400115
https://doi.org/10.1142/9789813109223_0001
https://www.frontiersin.org/journals/plant-science/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-10-00937 July 23, 2019 Time: 16:17 # 16

Viruel et al. Ploidy Estimation of Herbarium Specimens

Clark, J., Hidalgo, O., Pellicer, J., Lui, H., Marquart, J., Robert, Y., et al. (2016).
Genome evolution of ferns: evidence for relative stasis of genome size across
the fern phylogeny. New Phytol. 210, 1072–1082. doi: 10.1111/nph.13833

Comai, L. (2005). The advantages and disadvantages of being polyploid. Nat. Rev.
Genet. 6, 836–846. doi: 10.1038/nrg1711

Cormier, F., Lawac, F., Maledon, E., Gravillon, M.-C., Nudol, E., Mournet, P., et al.
(2019). A reference high-density genetic map of greater yam (Dioscorea alata
L.). Theor. Appl. Genet. 132, 1733–1744. doi: 10.1007/s00122-019-03311-6

Corrêa dos Santos, R. A., Goldman, G. H., and Riaño-Pachón, D. M. (2017).
PloidyNGS: visually exploring ploidy with next generation sequencing data.
Bioinformatics 33, 2575–2576. doi: 10.1093/bioinformatics/btx204

Couto, R. S., Martins, A. C., Bolson, M., Lopez, R. C., Smidt, E. C., and Braga,
J. M. A. (2018). Time calibrated tree of Dioscorea (Dioscoreaceae) indicates
four origins of yams in the Neotropics since the Eocene. Bot. J. Lin. Soc. 188,
144–160. doi: 10.1093/botlinnean/boy052

Dansi, A., Saïnou, O., Agbangla, C., Ahanhanzo, C., Brown, S., and Adoukonou-
Sagbadja, H. (2005). Ploidy level and nuclear DNA content of some accessions
of water yam (Dioscorea alata) collected at Savè, a district of central Benin. Plant
Genet. Res. 144, 20–23.

De Smet, R., Adams, K. L., Vandepoele, K., Van Montagu, M. C. E., Maere, S.,
and Van de Peer, Y. (2013). Convergent gene loss following gene and genome
duplications creates single-copy families in flowering plants. Proc. Natl. Acad.
Sci. U.S.A. 110, 2898–2903. doi: 10.1073/pnas.1300127110

Dentinger, B. T. M., Gaya, E., O’Brien, H., Suz, L. M., Lachlan, R., Díaz-Valderrama,
J. R., et al. (2015). Tales from the crypt: genome mining from fungarium
specimens improves resolution of the mushroom tree of life. Biol. J. Lin. Soc.
117, 11–32. doi: 10.1111/bij.12553

Dentinger, B. T. M., Gaya, E., O’Brien, H., Suz, L. M., Lachlan, R., Díaz-Valderrama,
J. R., et al. (2016). Tales from the crypt: genome mining from fungarium
specimens improves resolution of the mushroom tree of life. Biol. J. Lin. Soc.
117, 11–32. doi: 10.1111/bij.12553

Díaz-Lifante, Z., Andrés Camacho, C., Viruel, J., and Cabrera Caballero, A.
(2009). The allopolyploid origin of Narcissus obsoletus (Alliaceae): identification
of parental genomes by karyotype characterization and genomic in situ
hybridization. Bot. J. Lin. Soc. 159, 477–498. doi: 10.1111/j.1095-8339.2009.
00951.x

Doležel, J., Greilhuber, J., and Suda, J. (2007). Estimation of nuclear DNA content
in plants using flow cytometry. Nat. Protoc. 2, 2233–2244. doi: 10.1038/nprot.
2007.310

Doyle, J. J., and Dickson, E. E. (1987). Preservation of plant species for DNA
restriction endonuclease analysis. Taxon 36, 715–722. doi: 10.2307/1221122

Doyle, J. J., and Doyle, J. L. (1987). Isolation of plant DNA from fresh tissue. Focus
12, 13–15.

Duarte, J. M., Wall, P. K., Edger, P. P., Landherr, L. L., Ma, H., Pires, P. K.,
et al. (2010). Identification of shared single copy nuclear genes in Arabidopsis,
Populus, Vitis and Oryza and their phylogenetic utility across various taxonomic
levels. BMC Evol. Biol. 10:61. doi: 10.1186/1471-2148-10-61

Egesi, C. N., Pillay, M., Asiedu, R., and Egunjobi, J. K. (2002). Ploidy analysis
in water yam, Dioscorea alata L. germplasm. Euphytica 128, 225–230. doi:
10.1023/A:1020868218902

Essad, S. (1984). Variation géographique des nombres chromosomiques de base et
polyploïdie dans le genre Dioscorea, à propos du dénombrement des espèces
transversa Brown, pilosiuscula Bert, et trifida L. Agronomie 4, 611–617. doi:
10.1051/agro:19840704

Favero, F., Joshi, T., Marquard, A. M., Birkbak, N. J., Krzystanek, M., Li, Q.,
et al. (2014). Sequenza: allele-specific copy number and mutation profiles from
tumor sequencing data. Ann. Oncol. 26, 64–70. doi: 10.1093/annonc/mdu479

Feng, B., Yi, S. V., Zhang, M., and Zhou, X. (2018). Development of novel EST-SSR
markers for ploidy identification based on de novo transcriptome assembly for
Misgurnus anguillicaudatus. PLoS One 13:e0195829. doi: 10.1371/journal.pone.
0195829

Girma, G., Gedil, M., and Spillane, C. (2017). Morphological, SSR and ploidy
analysis of water yam (Dioscorea alata L.) accessions for utilization of aerial
tubers as planting materials. Genet. Resour. Crop Evol. 64, 291–305. doi: 10.
1007/s10722-015-0351-2

Hamon, P., Brizard, J.-P., Zoundjihékpon, J., Duperray, C., and Norgel, A.
(1992). Étude des index d’ADN de huit espèces d’ignames (Dioscorea sp.) par
cytométrie en flux. Can. J. Bot. 70, 996–1000. doi: 10.1139/b92-123

Hart, M. L., Forrets, L. L., Nicholls, J. A., and Kidner, C. A. (2016). Retrieval of
hundreds of nuclear loci from herbarium specimens. Taxon 65, 1081–1092.
doi: 10.12705/655.9

Heslot, H. (1953). Le nombre chromosomique des Dioscoréacées pyrénéennes et
leur rattachement au genre Borderea Miégeville. Comptes Rendus Acad. Sci. 237,
433–434.

Husband, B. C., Baldwin, S. J., and Suda, J. (2013). “The incidence of polyploidy
in natural plant populations: major patterns and evolutionary processes,” in
Plant Genome Diversity, Physical Structure, Behaviour and Evolution of Plant
Genomes, eds I. J. Leitch, J. Greilhuber, J. Doležel, and J. F. Wendel (Wien:
Springer-Verlag), 255–276. doi: 10.1007/978-3-7091-1160-4_16

Innan, H., and Kondrashov, F. (2010). The evolution of gene duplications:
classifying and distinguishing between models. Nat. Rev. 11, 97–108. doi: 10.
1038/nrg2689

Jiao, Y., Wickett, N. J., Ayyampalayam, S., Chanderbali, A. S., Landherr, L., Ralph,
P. E., et al. (2011). Ancestral polyploidy in seed plants and angiosperms. Nature
473, 97–100. doi: 10.1038/nature09916

Johnson, M., Pokorny, L., Dodsworth, S., Botigue, L. R., Cowan, R. S., Devault,
A., et al. (2018). A universal probe set for targeted sequencing of 353 nuclear
genes from any flowering plant designed using k-medoids clustering. Syst. Biol.
0, 1–13. doi: 10.1093/sysbio/syy086

Kihara, H., and Ono, T. (1926). Chromosomenzahlen und systematische
Gruppierung der Rumex-Arten. Z. Zellforsch. Mikrosk. Anat. 4, 475–481. doi:
10.1007/BF00391215

Klinger, T. (1993). The persistence of haplodiploidy in algae. Trends. Ecol. Evol. 8,
256–258. doi: 10.1016/0169-5347(93)90202-Z

Krejcíková, J., Sudová, R., Lucanová, M., Trávnícek, P., Urfus, T., Vít, P., et al.
(2013). High ploidy diversity and distinct patterns of cytotype distribution in
a widespread species of Oxalis in the Greater Cape Floristic Region. Ann. Bot.
111, 641–649. doi: 10.1093/aob/mct030

Kuo, L.-Y., Ebihara, A., Shinohara, W., Rouhan, G., Wood, K. R., Wang, C.-N.,
et al. (2016). Historical biogeography of the fern genus Deparia (Athyriaceae)
and its relation with polyploidy. Mol. Phylogenet. Evol. 104, 123–134. doi: 10.
1016/j.ympev.2016.08.004

Kyriakidou, M., Tai, H. H., Anglin, N. L., Ellis, D., and Strömvik, M. V. (2018).
Current strategies of polyploid plant genome sequence assembly. Front. Plant
Sci. 9:1660. doi: 10.3389/fpls.2018.01660

Landis, J. B., Soltis, D. E., Li, Z., Marx, H. E., Barker, M. S., Tank, D. C., et al.
(2018). Impact of whole-genome duplication events on diversification rates in
angiosperms. Am. J. Bot. 105, 348–363. doi: 10.1002/ajb2.1060

Leitch, I. J., Kooij, P. W., Coker, T., Grigoriev, I. V., Nagy, L., Martin, F., et al. (2018).
“Fungal genomes: Exploring, understanding and utilising their diversity,” in
State of the World’s Fungi Report, ed. K. J. Willis (Richmond: Royal Botanic
Gardens Kew), 40–47.

Levy, A. A., and Feldman, M. (2002). The impact of polyploidy on grass genome
evolution. Plant Physiol. 130, 1587–1593. doi: 10.1104/pp.015727

Li, F.-W., Brouwer, P., Carretero-Paulet, L., Cheng, S., de Vries, J., Delaux, P.-M.,
et al. (2018). Fern genomes elucidate land plant evolution and cyanobacterial
symbioses. Nat. Plants 4, 460–472. doi: 10.1038/s41477-018-0188-8

Li, H., and Durbin, R. (2009). Fast and accurate short read alignment with
Burrows-Wheeler Transform. Bioinformatics 25, 1754–1760. doi: 10.1093/
bioinformatics/btp324

Li, Z., Baniaga, A. E., Sessa, E. B., Scascitelli, M., Graham, S. W., Rieseberg, L. H.,
et al. (2015a). Early genome duplications in conifers and other seed plants. Sci.
Adv. 1:e1501084. doi: 10.1126/sciadv.1501084

Li, Z., Tiley, G. P., Galuska, S. R., Reardon, C. R., Kidder, T. I., Rundell, R. J.,
et al. (2015b). Multiple large-scale gene and genome duplications during the
evolution of hexapods. Proc. Natl. Acad. Sci. U.S.A. 115, 4713–4718. doi: 10.
1073/pnas.1710791115

Li, Z., Tiley, G. P., Rundell, R. J., and Barker, M. S. (2019). Reply to Nakatani and
McLysaght: analyzing deep duplication events. Proc. Natl. Acad. Sci. U.S.A. 116,
1819–1820. doi: 10.1073/pnas.1819227116

Lu, Y., Ran, J.-H., Guo, D.-M., Yang, Z.-Y., and Wang, X.-Q. (2014). Phylogeny
and divergence times of gymnosperms inferred from single-copy nuclear genes.
PLoS One 15:e107679. doi: 10.1371/journal.pone.0107679

Maere, S., De Bodt, S., Raes, J., Casneuf, T., Montagu, M. V., Kuiper, M., et al.
(2005). Modeling gene and genome duplications in eukaryotes. Proc. Natl. Acad.
Sci. U.S.A. 102, 5454–5459. doi: 10.1073/pnas.0501102102

Frontiers in Plant Science | www.frontiersin.org 16 July 2019 | Volume 10 | Article 937

https://doi.org/10.1111/nph.13833
https://doi.org/10.1038/nrg1711
https://doi.org/10.1007/s00122-019-03311-6
https://doi.org/10.1093/bioinformatics/btx204
https://doi.org/10.1093/botlinnean/boy052
https://doi.org/10.1073/pnas.1300127110
https://doi.org/10.1111/bij.12553
https://doi.org/10.1111/bij.12553
https://doi.org/10.1111/j.1095-8339.2009.00951.x
https://doi.org/10.1111/j.1095-8339.2009.00951.x
https://doi.org/10.1038/nprot.2007.310
https://doi.org/10.1038/nprot.2007.310
https://doi.org/10.2307/1221122
https://doi.org/10.1186/1471-2148-10-61
https://doi.org/10.1023/A:1020868218902
https://doi.org/10.1023/A:1020868218902
https://doi.org/10.1051/agro:19840704
https://doi.org/10.1051/agro:19840704
https://doi.org/10.1093/annonc/mdu479
https://doi.org/10.1371/journal.pone.0195829
https://doi.org/10.1371/journal.pone.0195829
https://doi.org/10.1007/s10722-015-0351-2
https://doi.org/10.1007/s10722-015-0351-2
https://doi.org/10.1139/b92-123
https://doi.org/10.12705/655.9
https://doi.org/10.1007/978-3-7091-1160-4_16
https://doi.org/10.1038/nrg2689
https://doi.org/10.1038/nrg2689
https://doi.org/10.1038/nature09916
https://doi.org/10.1093/sysbio/syy086
https://doi.org/10.1007/BF00391215
https://doi.org/10.1007/BF00391215
https://doi.org/10.1016/0169-5347(93)90202-Z
https://doi.org/10.1093/aob/mct030
https://doi.org/10.1016/j.ympev.2016.08.004
https://doi.org/10.1016/j.ympev.2016.08.004
https://doi.org/10.3389/fpls.2018.01660
https://doi.org/10.1002/ajb2.1060
https://doi.org/10.1104/pp.015727
https://doi.org/10.1038/s41477-018-0188-8
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1126/sciadv.1501084
https://doi.org/10.1073/pnas.1710791115
https://doi.org/10.1073/pnas.1710791115
https://doi.org/10.1073/pnas.1819227116
https://doi.org/10.1371/journal.pone.0107679
https://doi.org/10.1073/pnas.0501102102
https://www.frontiersin.org/journals/plant-science/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-10-00937 July 23, 2019 Time: 16:17 # 17

Viruel et al. Ploidy Estimation of Herbarium Specimens

Mandáková, T., Li, Z., Barker, M. S., and Lysak, M. A. (2017). Diverse genome
organization following 13 independent mesopolyploid events in Brassicaceae
contrasts with convergent patterns of gene retention. Plant J. 91, 3–21. doi:
10.1111/tpj.13553

Mandel, J. R., Dikow, R. B., and Funk, V. A. (2015). Using phylogenomics to
resolve mega-families: An example from Compositae. J. Syst. Evol. 53, 391–402.
doi: 10.1111/jse.12167

Margarido, G. R. A., and Heckerman, D. (2015). ConPADE: genome assembly
ploidy estimation from next-generation sequencing data. PLoS One
11:e1004229. doi: 10.1371/journal.pcbi.1004229

Marie, D., and Brown, S. C. (1993). A cytometric exercise in plant DNA histograms,
with 2C values for 70 species. Biol. Cell. 78, 41–51. doi: 10.1016/0248-4900(93)
90113-S

Martin, F. W., and Ortiz, S. (1963). Chromosome numbers and behavior in some
species of Dioscorea. Cytologia 28, 96–101. doi: 10.1508/cytologia.28.96

Mayrose, I., Zhan, S. H., Rothfels, C. J., Magnuson-Ford, K., Barker, M. S.,
Rieseberg, L. H., et al. (2011). Recently-formed polyploid plants diversify at
lower rates. Science 333:1257. doi: 10.1126/science.1207205

McCann, J., Jang, T.-S., Macas, J., Schneeweiss, G. M., Matzke, N. J., Novák, P.,
et al. (2018). Dating the species network: allopolyploidy and repetitive DNA
evolution in American daisies (Melampodium sect. Melampodium, Asteraceae).
Syst. Biol. 67, 1010–1024. doi: 10.1093/sysbio/syy024

Moore, A. J., De Vos, J. M., Hancock, L. P., Goolsby, E., and Edwards, E. J.
(2018). Targeted enrichment of large gene families for phylogenetic inference:
phylogeny and molecular evolution of photosynthesis genes in the Portullugo
clade (Caryophyllales). Syst. Biol. 67, 367–383. doi: 10.1093/sysbio/syx078

Nakatani, Y., and McLysaght, A. (2019). Macrosynteny analysis shows the absence
of ancient whole-genome duplication in lepidopteran insects. Proc. Natl. Acad.
Sci. U.S.A. 116, 1816–1818. doi: 10.1073/pnas.1817937116

Nemorin, A., David, J., Maledon, E., Nudol, E., Dalon, J., and Arnau, G. (2013).
Microsatellite and flow cytometry analysis to help understand the origin of
Dioscorea alata polyploids. Ann. Bot. 112, 811–819. doi: 10.1093/aob/mct145

Ness, R. B., Graham, S. W., and Barrett, S. C. H. (2011). Reconciling gene and
genome duplication events: using multiple nuclear gene families to infer the
phylogeny of the aquatic plant family Pontederiaceae. Mol. Biol. Evol. 28,
3009–3018. doi: 10.1093/molbev/msr119

Nichols, H. W. (1979). Polyploidy in Algae. Basic Life Sci. 13, 151–161. doi: 10.
1007/978-1-4613-3069-1_8

Obermayer, R., Leitch, I. J., Hanson, L., and Bennett, M. D. (2002). Nuclear DNA
C-values in 30 species double the familial representation in pteridophytes. Ann.
Bot. 90, 209–217. doi: 10.1093/aob/mcf167

Obidiegwu, J. E., Rodriguez, E., Ene-obong, E. E., Loureiro, J., Muoneke, C. O.,
Santos, C., et al. (2009). Estimation of the nuclear DNA content in some
representative of genus Dioscorea. Sci. Res. Essays 4, 448–452.

Otto, S. P., and Whitton, J. (2000). Polyploid incidence and evolution. Annu. Rev.
Genet. 34, 401–437. doi: 10.1146/annurev.genet.34.1.401

Panchy, N., Lehti-Shiu, M., and Shiu, S. H. (2016). Evolution of gene
duplication in plants. Plant Physiol. 171, 2294–2316. doi: 10.1104/pp.16.
00523

Parks, M. B., Nakov, T., Ruck, E. C., Wickett, N. J., and Alverson, A. J. (2018).
Phylogenomics reveals an extensive history of genome duplication in diatoms
(Bacillariophyta). Am. J. Bot. 105, 330–347. doi: 10.1002/ajb2.1056

Paterson, A. H., Chapman, B. A., Kissinger, J. C., Bowers, J. E., Feltus, F. A.,
and Estill, J. C. (2006). Many gene and domain families have convergent fates
following independent whole-genome duplication events in Arabidopsis, Oryza,
Saccharomyces and Tetraodon. Trends Genet. 22, 597–602. doi: 10.1016/j.tig.
2006.09.003

Pedersen, M. W., Overballe-Petersen, S., Ermini, L., Der Sarkissian, C., Haile, J.,
Hellstrom, M., et al. (2015). Ancient and modern environmental DNA. Philos.
Trans. R. Soc. Lon. B Biol. Sci. 370:20130383. doi: 10.1098/rstb.2013.0383

Pellicer, J., and Leitch, I. J. (2014). The Application of flow cytometry for estimating
genome size and ploidy level in plants. Methods Mol. Biol. 1115, 279–307.
doi: 10.1007/978-1-62703-767-9_14

Qiao, X., Li, Q., Yin, H., Qi, K., Leiting, L., Wang, R., et al. (2019). Gene duplication
and evolution in recurring polyploidization–diploidization cycles in plants.
Genome Biol. 20:38. doi: 10.1186/s13059-019-1650-2

R Core Team (2018). R: A Language and Environment for Statistical Computing.
Vienna: R Foundation for Statistical Computing.

Renny-Byfield, S., and Wendel, J. (2014). Doubling down on genomes: polyploidy
and crop plants. Am. J. Bot. 101, 1711–1725. doi: 10.3732/ajb.1400119

Rice, A., Glick, L., Abadi, S., Einhorn, M., Kopelman, N. M., Salman-Minkov,
A., et al. (2015). The Chromosome Counts Database (CCDB) - a community
resource of plant chromosome numbers. New Phytol. 206, 19–26. doi: 10.1111/
nph.13191

Roberts, A. V. (2007). The use of bead beating to prepare suspensions of nuclei
for flow cytometry from fresh leaves, herbarium leaves, petals and pollen.
Cytometry A. 71, 1039–1044. doi: 10.1002/cyto.a.20486

Roodt, D., Lohaus, R., Sterck, L., Swanepoel, R. L., Van de Peer, Y., and Mizrachi, E.
(2017). Evidence for an ancient whole genome duplication in the cycad lineage.
PLoS One 12:e0184454. doi: 10.1371/journal.pone.0184454

Salas-Leiva, D. E., Meerow, A. W., Francisco-Ortega, J., Calonje, M., Griffith, M. P.,
Stevenson, D. W., et al. (2014). Conserved genetic regions across angiosperms
as tools to develop single-copy nuclear markers in gymnosperms: an example
using cycads. Mol. Ecol. Res. 14, 831–845. doi: 10.1111/1755-0998.12228

Salman-Minkov, A., Sabath, N., and Mayrose, I. (2016). Whole-genome duplication
as a key factor in crop domestication. Nat. Plants 2:16115. doi: 10.1038/nplants.
2016.115

Särkinen, T., Staats, M., Richardson, J. E., Cowan, R. S., and Bakker, F. T. (2012).
How to open the treasure chest? Optimising DNA extraction from herbarium
specimens. PLoS One 7:e43808. doi: 10.1371/journal.pone.0043808

Schneider, H., Liu, H.-M., Chang, Y.-F., Ohlsen, D., Perrie, L. R., Shepherd, L.,
et al. (2017). Neo- and Paleopolyploidy contribute to the species diversity of
Asplenium — the most species-rich genus of ferns. J. Syst. Evol. 55, 353–364.
doi: 10.1111/jse.12271

Segarra-Moragues, J. G., Palop-Esteban, M., González-Candelas, F., and Catalán,
P. (2003). Characterization of seven (CTT)n microsatellite loci in the Pyrenean
endemic Borderea pyrenaica (Dioscoreaceae): remarks on ploidy level and
hybrid origin assessed through allozymes and microsatellite analyses. J. Hered.
95, 177–183. doi: 10.1093/jhered/esh028

Sémon, M., and Wolfe, K. H. (2007). Consequences of genome duplication. Curr.
Opin. Genet. Dev. 17, 505–512. doi: 10.1016/j.gde.2007.09.007

Servick, S., Visger, C. J., Gitzendanner, M. A., Soltis, P. S., and Soltis, D. E. (2015).
Population genetic population, geographic structure, and multiple origins of
autopolyploidy in Galax urceolata. Am. J. Bot. 102, 973–982. doi: 10.3732/ajb.
1400554

Šmarda, P. (2006). DNA ploidy levels and intraspecific DNA content variability
in Romanian fescues (Festuca, Poaceae) measured in fresh and herbarium
material. Folia Geobot. 41, 417–432. doi: 10.1007/BF02806558

Šmarda, P. (2008). DNA ploidy level variability of some fescues (Festuca subg.
Festuca, Poaceae) from Central and Southern Europe measured in fresh plants
and herbarium specimens. Biologia 63, 349–367. doi: 10.2478/s11756-008-
0052-9
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