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Abstract: Genome size, i.e. the total amount of DNA in an unreplicated somatic nucleus is considered an important character in the
biology of organisms, and it is especially relevant for land plants given the extraordinary diversity reported. Despite the continuous
growth of data and the efforts aimed at increasing our understanding of plant genome size diversity, more data are needed to have
an evenly representation across lineages. With this premise in mind, in this work, we investigated genome size, complemented with
chromosome data in eight species of the genus Petrorhagia (Caryophyllaceae) from Turkey. Chromosome counts made indicate that the
species studied are diploid except for one species, P. saxifraga, which is probably a tetraploid, based on previously published estimations
of nuclear DNA contents. The presence of both basic chromosome numbers x = 15 and x = 13 is confirmed, the latter being restricted
to the species P. hispidula and P. cretica. The counts carried out for the Turkish endemic species, in P. hispidula (2n = 26), P. pamphylica
(2n = 30) and P. peroninii (2n = 30) represent novel data for the genus. Nuclear DNA contents ranged from 1.24 to 2.32 pg/2C (varying
1.87-fold). Based on available data, genome expansions in the genus seem to have occurred through different evolutionary mechanisms,
such as polyploidy and differential repetitive DNA activation, evidencing contrasting genomic trajectories between closely related taxa.
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1. Introduction

The genus Petrorhagia (Ser.) Link (Caryophyllaceae)
comprises 32 species (Strid & Tan 1997), and it is
mainly distributed across Europe, West Asia and the
Mediterranean basin, being Greece and Turkey considered
as important centres of diversification. The systematics
of the genus have been under debate for long time, with
several taxa being segregated into different genera (e.g.,
Tunica Scop., Kohlrauschia Kunth and Gypsophila L.).
However, after several taxonomic revisions, the generic
boundaries are currently agreed, and all species have
been returned to the genus (see e.g., Ball, 1964; Ball and
Heywood, 1964; Coode and Cullen, 1967; Rechinger,
1985; Marhold, 2011). Regarding the presence of
Petrorhagia in Turkey, 10 species have been reported
to occur in the country, of which four are considered
endemic sensu Coode and Cullen (1967). In 1970, the
presence of P. syriaca (Boiss.) Mouterde & Greuter was
also confirmed by Greuter and Mouterde (1970). Since
then, a total of 13 taxa (including species and subspecies)
have been recognised based on the checklist of the Flora
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of Turkey (Aktas, 2012) and other taxonomic treatments
(Doénmez et al., 2013).

The species P. hispidula (Boiss. & Heldr.) Ball & Heywood,
P. lycica (Davis) Ball & Heywood and P. pamphylica (Boiss.
& Ball) Ball & Heywood are listed as vulnerable, while the
species P, peroninii (Boiss.) Ball & Heywood is considered
at low risk according to the Red Data Book of Turkish
plants (Ekim et al., 2000). Despite the interest that some
of these species could raise for conservation purposes
due to their inclusion on red lists of threatened flora, very
little is known regarding the systematics of the genus.
Only few representatives of the genus were included in a
family-level phylogenetic study of the Caryophyllaceae,
which evidenced the potential intricate relationships
within the genus and close related genera Greenberg and
Donoghue (2011). More recently, Medhani et al. (2018)
provided support for the monophyly of Petrorhagia based
on nuclear markers, though with a relatively small set of
species. Some studies focusing on pollen morphology
and ecological preferences from Turkish taxa [except for
P. armerioides (Ser.) PW.Ball & Heywood and P. syriaca]
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were studied by Aktas et al. (2010a, 2010b). In addition,
karyological investigations showed that both diploid and
polyploid cytotypes occur in the genus, with chromosome
numbers including 2n = 26, 30, and 60 (Bécher et al., 1953;
Favarger, 1966; Thomas and Murray, 1983; Celebioglu and
Favager, 1993; Petrova, 1995; Runemark, 1996; Pavlova
and Tosheva, 2004; Diaz Lifante and Parra Martin, 2013;
Rice et al., 2014; Peruzzi et al., 2016; Zonneveld, 2019).
The Turkish representatives of the genus were also studied
by Hilooglu et al. (2016), who carried out a molecular
study using ISSR markers (except for P. armerioides and
P syriaca and P. wheeler-hainesii Rech.f.). The results
supported a segregation of the genus in two main genetic
clusters, one made up solely by the species P. lycica, and an
expanded one, comprising the remaining species, some of
which would require of further research to confirm their
taxonomic status.

Genome size, i.e. the total amount of DNA in an
unreplicated somatic nucleus (Greilhuber, 2005),
is considered an important trait in the biology of
organisms, and it is especially relevant for plants given
the extraordinary diversity reported to date (Pellicer et al.,
2018). The importance of this parameter in the evolution of
plants is supported by the multiple implications reported
between this trait and many ecological, evolutionary
and karyological attributes as well as being influenced
by hybridisation and the genomic reorganisations (e.g.,
Beaulieu et al., 2010; Dyer et al., 2013; Guignard et al.,
2016; Pellicer et al., 2021). As stated above, cytogenetic
studies in Petrorhagia are scarce, and mostly focus on
chromosome data. To date, only one species has got its
genome size estimated, the species P saxifraga, with
2C-values estimated at 1.30 and 2.24 pg (Vidic et al,,
2009, Temsch et al., 2010). The authors also conducted
chromosome counts in each accession confirming the
presence of both diploid and tetraploid cytotypes (i.e. 2n
= 30 and 60, respectively), showing that despite ongoing
genome downsizing, polyploidy can be considered a driver
of genome size evolution in the genus.

Bearing these precedents in mind and in order to expand
our current understanding of genome size diversity in the
genus, the present study aimed at (i) generating a dataset of
nuclear DNA contents focused on Turkish representatives
combined with chromosome data, and (ii) evaluating
potential relationships between genome size and changes
in chromosome number.

2. Materials and methods

2.1. Plant material

The plants studied here were collected from wild
populations in Turkey. Details regarding localities sampled
are presented in Table 1 and Figure 1. Taxonomical
identifications were based on the Flora of Turkey and East

Aegean Islands (Coode and Cullen, 1967). For each species,
five individuals were collected (a total of 40 individuals).
Seeds and specimen vouchers were deposited at MCBUH
(Manisa Celal Bayar University Herbarium).

2.2.2.2. Chromosome counts

Root-tip meristems were obtained from wild-collected
seeds germinated on wet filter paper in Petri dishes at room
temperature in the dark. Seedlings were pretreated with
0.002M 8-hydroxyquinoline at room temperature for 3 h.
Material was fixed in absolute ethanol and glacial acetic acid
(3:1) for 2-4 h at room temperature and stored in the fixative
at 4 °C. Samples were hydrolysed in 1N HCI for 2 min at
60 °C, stained with 1% aqueous aceto-orcein for 2 h, and
squashed on slides in 45% acetic acid-glycerol (9:1). The best
metaphase plates were photographed with a digital camera
(AxioCam MRc5 Zeiss) mounted on a Zeiss Axioplan
microscope and images were analysed with Axio Vision
Ac software version 4.2. Chromosome morphologies and
karyograms were constructed based on the determination
of centromeric location where possible. Measurements
were done using Image] software (Shchneider et al., 2012).
Calculations included total karyotype length (TKL), long
(L) and short (S) chromosome arm length, arm length ratios
to calculate centromeric index (CI), intrachromosomal and
intercrhomosomal asymmetry indexes (M., and CV)
based on Peruzzi and Eroglu (2013) and Paszko (2006).

2.3. Sequence alignment and analysis

Specimens analysed come from the cultures performed at
the glasshouse facilities of the Institut Botanic de Barcelona,
from seeds collected in field. Nuclear DNA content
estimations were carried out by flow cytometry with
propidium iodide following the procedure described in
Garnatje et al. (2004). Briefly, young, healthy leaf tissue from
each species was placed in a plastic Petri dish and chopped
in 1200 pL of LBO1 lysis buffer (Dolezel et al. 1989) with a
razor blade. The suspension of nuclei was filtered through a
nylon mesh with a pore size of 70 um and stained for 20 min
with 36 uL of propidium iodide (60 pg/mL; Sigma-Aldrich
Quimica). Five individuals per species were analysed and
two runs per replicate were carried out, using as internal
standard, Petunia hybrida Vilm.‘PxPc6’ (2.85 pg/2C, Marie
& Brown 1993) was used. Flow cytometric assessments were
conducted at the Centres Cientifics i Tecnologics of the
Universitat de Barcelona using an Epics XL flow cytometer
(Coulter Corporation, Hialeah, FL, USA).

2.4. Phylogenetic data mapping

In order to plot and visualize genome size data from
a phylogenetic perspective, the UPGMA dendrogram
showing the genetic relationships in Petrorhagia from
Hilooglu et al. (2016) was replicated. Available genome size
data were plotted on the tree using ggplot2 and Phytools
packages (Revell, 2012; Wickham, 2016), both available in
R (R core Team, 2019).
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3. Results and discussion

The list of nuclear DNA contents for each species,
complemented with chromosome numbers are shown in
Table 2. Detailed information regarding chromosomal and
karyotype information is presented in Table 3. Illustrative
chromosome pictures and the distribution of genomes
sizes reported to date from a phylogenetic perspective
(where available) are depicted in Figures 2A and 2B.

3.1. Chromosome numbers in Petrorhagia: presence of
two base chromosome number

Opverall, chromosome numbers obtained in this study are
quite stable across the species studied. The counts carried
outin P, hispidula, P. pamphylica and P. peroninii represent
new additions to the genus (Figures 2A-ii-2A-iv). All
the studied taxa are diploid (but P. saxifraga, discussed
later), confirming the presence of both basic chromosome
numbers x = 15 (of larger incidence, Figure 2A), and x
= 13, restricted to the species P. hispidula (Figure 2A-ii).
Until present, x = 13 had only been reported in the species
P. armerioides, P. cretica and P. illyriaca at diploid level
(Favarger, 1966; Petrova, 1995; Runemark, 1996). The
results found here in P, cretica also indicate the presence of
2n = 30 in this species. Certainly, our chromosome count is
the first one from Turkey, and contrasts with the previous
report by Favarger (1966). Intraspecific karyotype variation
is relatively frequent in plants, sometimes considered an
evolutionary driver due to chromosome restructurings
(e.g., Gillieseieae, Pellicer et al., 2017), but changes in basic
chromosome numbers within species are less frequent and
likely derived from production of aneuploid gametes and
hybridisation (e.g., Cardamine pratensis L., Clapham et
al. (1962). Based on this finding, it would be necessary to
continue monitoring this species and conduct an expanded
sampling to confirm if changes in the basic chromosome
number reflect specific chromosomal rearrangements
following any geographical patterns, and if so, which could
be the taxonomic implications in the long term.

We have also contributed with new counts from Turkey in
the species P. alpina subsp. alpina, P. dubia and P. prolifera
(2n = 30). These species had been studied in the past, and
the results presented here agree with previously published
reports (Bocher et al., 1953; Thomas and Murray, 1983;
Pavlova and Tosheva, 2004; Diaz Lifante and Parra Martin,
2013; Rice et al., 2014; Peruzzi et al.,, 2016; Zonneveld,
2019). In addition, Bocher et al. (1953), also reported the
tetraploid cytotype in P. prolifera (2n = 60), thus confirming
the incidence of polyploidy in the genus.

In general, Petrorhagia chromosomes observed here were
quite small, with total karyotype lengths ranging just
from 7.70 to 24.01 um. Unfortunately, the reduced size
and condensation status of some of the chromosomal
plates did not allow us to present an in-depth description
of the karyotypes in P peroninni and P. pamphylica.
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Overall, the values obtained for the centromeric indexes
indicate that karyotypes are relatively symmetrical (CI:
0.44-0.45), which is also reflected by the karyotype
formulas, where many of chromosomes are classified
as metacentric. Available karyotype information in
previous studies in the genus is scarce, probably due to
the difficulties of obtaining high resolution metaphase
plates due to the small-sized chromosomes. Our results
agree with previous data in P. prolifera by Thomas and
Murray (1983), which evidenced the presence of mostly
metacentric chromosomes in the karyotype of the species,
and chromosomal sizes that fall within the range of
observed values in this study. In addition, they report
the presence of one pair of telocentric chromosomes in P
velutina (Guss.) PW.Ball & Heywood (Syn. P. dubia (Raf.)
G.Lépez & Romo), another representative of the genus
present in Turkey. This suggest that, despite the relatively
presence of symmetrical karyotypes reported in our study,
chromosomal rearrangements might result in changes in
the overall symmetry.

3.2.Small genomes are prevalent in the genus Petrorhagia
Nuclear DNA contents estimated in this study are listed in
Table 2. The values obtained showed a range of variation
of about 1.87-fold. The smallest genome, with just 1.24
pg/2C was obtained in P. hispidula (2n = 2x = 26) and
the largest one (2.32 pg/2C) in P, peroninii (2n = 2x = 30).
Genome size data reported here have been measured for
the first time in all studied taxa, with the exception of P
saxifraga (Vidic et al., 2009; Temsch et al., 2010). This
species was first studied by Vidic et al. (2009), which
reported a tetraploid cytotype from serpentine soils with
a 2n = 60 and a genome size of 2.24 pg/2C. One year after
publication of this result, Temsch et al. (2010) revisited
the study plots and found a different cytotype, diploid,
which was chromosomally confirmed, with a genome size
of 1.30 pg/2C. Both cytotypes had been also reported in
previous studies (Favarger, 1966; Celebioglu and Favarger,
1993; Rice et al., 2014; Zonneveld, 2019) evidencing that
polyploidy might be relatively frequent in this species.
Based on the abovementioned evidences, it seems
plausible to attribute a tetraploid cytotype to the accession
studied here, given that our genome size estimate is close
to Vidic’s et al. (2009) tetraploid sample (i.e. 2.10 pg/2C).
Such scenario contrasts with the genome size found in P
peroninii, for which we obtained a diploid chromosome
number, but whose nuclear DNA content is close to that of
the likely tetraploid P. saxifraga (i.e. 2.32 pg/2C). Genome
size doubling is frequently associated to whole genome
duplications and polyploidy in plants, and results in an
(almost) duplication of the DNA content (Pellicer et al.,
2018). However, it is not surprising to find examples in
which nearly genome size duplications occur between
species with the same chromosome number, such as for
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Table 1. Provenance of the taxa studied.

Taxon Location, collector and data

P, alpina subsp. alpina Turkey: Tokat: Erbaa, Osman village, towards the Erbaa, roadside, beneath the hornbean-pinus mixture forest,

1100m, 23.VII1.2003, K.A 1230.

P, cretica Turkey: Manisa: Demirci, Simav road, meadow, 1000m, 13.V1.2003, K.A 1126.

P, dubia Turkey: Denizli: Babadag mountain, around the village, 870m, above the hillside, 24.V1.2003, K.A 1140.

P. hispidula (E) Turkey: Konya: Between Aksehir and Yalvag, Sultan mountain, before the come to Aksehir, 20km, roadside, dry

hillside, 1550m, 11.VIIL.2003, K.A 1270.

P pamphylica (E) Turkey: Antalya: Lara road, near the Dedeman otel, in front of the Fasilis residence, above the clif, stones and

hillstones, 95m, 27.V1.2003, K.A 1190

P, peroninii (E) Turkey: Antalya: Alanya, between Mahmutlar and Goziikiigiiklii village, 3.km, roadside, dry meadow, 24.1X.2003,

K.A 1280.

P, prolifera Turkey: Edirne: between Kesan and Enez, near Enez, 18.km, Ceribag: fork in a road, meadow, 20.V1.2003, K.A

1150.

P, saxifraga Turkey: Ordu: Akkus, entering the city, around the picnic area, 1325m, 22.VI1.2003, K.A 1220.

E: Endemic for Turkey, K.A: Kamuran Aktas.

Table 2. Nuclear DNA content and chromosome numbers of the studied taxa. !Somatic chromosome number (a; indicate new counts).
“Nuclear DNA content [2C value (standard deviation)]. *Monoploid genome size. “Monoploid genome size in Mbp; 1pg = 978 Mbp
(Dolezel et al., 2003).

Taxon Chromosome number! Genome size Genome size Genome size
2C-values (pg)? 1Cx-value (pg)? 1Cx-value (Mbp)*

P, alpina subsp. alpina 2n =30 - - -

P. cretica 2n =30 1.61 £0.10 0.81 792.18

P. dubia 2n =30 1.65 £ 0.02 0.83 811.74

P, hispidula 2n = 26° 1.24 +0.01 0.62 606.36

P. pamphylica 2n = 30° 1.66 +0.03 0.83 811.74

P. peroninii 2n = 30° 2.32+£0.22 1.16 1134.48

P, prolifera 2n =30 1.37 +0.04 0.69 674.82

P saxifraga 2n =30, 60 2.10+£0.04 1.05 1026.90

Table 3. Karyotype features of studied Petrorhagia species. 'TKL: Total karyotype length.2M“A: Mean centromeric asymmetry (Peruzzi
and Eroglu, 2013). *CV®": Coeflicient of variation of chromosomal length (Paszko, 2006).

. TKL! Shortarm Long arm Centromeric Karyotype

Species 2n (um) (mean +SD) | (mean £SD) | ; qex MCA? cvcr formula
(pm) (pm)

P. dubia 30 15.168 0.231 £0.033 | 0.275+0.043 | 0.458 £ 0.033 8.45 13.5 28M+2SM
P. hispidula 26 29.729 0.502 +0.098 | 0.641 +0.101 | 0.447 +0.438 1231 15.0 20M+6SM
P. pamphylica | 30 17.001 - - - - - -
P prolifera 30 24.017 0.362 +0.063 | 0.439 +0.064 | 0.451 +0.048 9.77 12.8 26M+4SM
P. peroninii 30 7.720 - - - - - -
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Figure 1. Wild populations of the studied Petrorhagia taxa in Turkey. Map image downloaded from https://commons.wikimedia.org/w/
index.php?curid=10750328 .
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example in Heloniopsis A.Gray (Pellicer et al., 2021b) or
Oryza L. (Piegu et al., 2006). Activation and differential
dynamics of repetitive elements (mainly retroelements)
are responsible for changes in genome size in plants, and
bursts of amplification could underpin significant genome
expansions such as the abovementioned. Whether this is
the case in P. peroninii it is yet to be confirmed, but available
genome size and chromosome data suggest that genomic
dynamism in this species could have been driven by the
accumulation of repetitive DNA in the genome, resulting
in an almost duplication of the DNA content. Exploring,
however, the genomes of this species with high throughput
sequencing technologies will be necessary to confirm such
point in the future.

4. Conclusion

New chromosome counts and genome size data have been
generated in this study, providing further insights into
the evolution of the genus. Results indicate that, although
relatively stable chromosome numbers are prevalent,
changes in base chromosome number and polyploidy
are found evidencing certain level of chromosomal

References

Aktas K, Ozdemir C, Altan Y, Baran P, Ozkan M (2010a). Tiirkiyede
yayilis gosteren Petrorhagia (Ser.) Link (Caryophyllaceae)
taksonlarinin bazi ekolojik 6zellikleri. TUBAV Bilim Dergisi
3(1): 79-93.

Aktas K, Altan Y, Ozdemir C, Baran P, Garnatje T (2010b).
Comparative pollen morphology of Turkish species of
Petrorhagia (Caryophyllaceae) and its systematic implications.
Biologia 65 (3): 444-450. doi:10.2478/s11756-010-0038-2

Aktas K. (2012). Petrorhagia. In: Guner, A, Aslan S, Ekim, T, Vural,
M.& Babac, MT.(Eds) Tiirkiye bitkileri listesi (damarli bitkiler).
[A Checklist of the Flora of Turkey (Vascular Plants)]. Istanbul:
Nezahat Gokyigit Botanik Bahgesi ve Flora Arastirmalar:
Dernegi Yayini, pp. 351-352.

Ball PW (1964). Petrorhagia L. In: Tutin, T.G., Heywood, V.H,,
Burges, N.A., Valentine, D.H., Walters, SM. & Webb, D.A.
(Eds.) Flora Europaea, Vol. 2. Cambridge University Press,
Cambridge, pp. 186-188.

Ball PW, Heywood VH (1964). A revision of the genus Petrorhagia.
Bulletin of the British Museum (Natural History) Botany 3:
121-172.

Beaulieu JM, Smith SA, Leitch IJ (2010). On the tempo of genome
Size evolution in angiosperms (J Suda, Ed.). Journal of Botany
2010: 989152.

Boissier PE (1849). Diagnoses plantarum orientalum novarum, Ser.
L, Part 8, Geneve, Leipzig.

Boissier PE (1867). Flora Orientalis, Vol. 1. Amsterdam: A. Asher
& Co B.V.

restructurings in the genus. Despite polyploidy being
one of the main drivers of genome size change in plants,
it is absent in the species P. peroninii, which has the
largest genome found in the genus, hence suggesting that
the activity of repetitive DNA might be underpinning
such genome expansion, given its confirmed diploid
chromosome number. Integrating both cytogenetic and
future genomic approaches will be crucial to confirm such
trend.

Acknowledgements

We thank Ricard Alvarez, Jaume Comas, Chary Gonzalez
and Sonia Ruiz for technical help in flow cytometric
measurements. This work was supported by Ministry of
Science and Innovation - Spanish Government (projects
CGL2017-84297-R) and GReB (Grup de Recerca en
Biodiversitat i Biosistematica vegetals; Generalitat de
Catalunya, project 2017SGR1116). J.P. benefited from
a Ramoén y Cajal fellowship (RYC-2017-2274) funded
by MCIN/AEI/ 10.13039/501100011033 and by “ESF
Investing in your future”

Boissier PE (1888). Flora Orientalis, Supplementum. Genevae et
Basileae: R. Buser.

Bocher TW, Larsen K, Rahn K (1953). Experimental and cytological
studies on plant species Kohlrauschia prolifera and Plantago
coronopus. Hereditas 39: 289-304.

Candolle AP de (1824). Prodromos Systematis Naturalis Regni
Vegetabilis Vol. 1, Parisiis: Sumptibus Sociorum Treuttel et Wiirtz.

Celebioglu T, Favarger C (1993). Mediterranean chromosome number
reports-3. In: Kamari G, Felber F Garbari F (Eds.). Flora
Mediterranea 3: 323-373.

Coode MJE, Cullen ] (1967). Petrorhagia (Ser.) Link, In: Davis, PH. (Ed.)
Flora of Turkey and the East Aegean Islands, Vol. 2. Edinburgh:
Edinburgh University Press, pp. 179-242.

Clapham AR, Tutin TG, Warburg EF (1962). Flora of the British Isles.
2nd ed. Cambridge: Cambridge University Press.

Davis PH, Milli RR, Tan K (1988). Flora of Turkey and East Aegean
Islands (Supplement 10). Edinburgh: Edinburgh University Press.

Diaz Lifante Z, Parra Martin R (2013). Chromosome numbers
are reported for plants collected during OPTIMASs Iter
Mediterraneum V to Morocco in 1992. Bocconea 26: 151-172.

Dolezel ], Barto§ ], Voglmayr H, Greilhuber J (2003). Nuclear DNA
content and genome size of trout and human. Cytometry 51: 127-
128.

Dénmez AA, Agar OT, Ugurlu Z, Mutlu B, Horasan O (2013).
Taxonomic and biogeographic contributions to some genera of
Caryophyllaecae family in Turkey. Hacettepe Journal of Biology
and Chemistry 41 (2): 103-113.

139



AKTAS et al. / Turk ] Bot

Dyer R]J, Pellicer ], Savolainen V, Leitch IJ, Schneider H (2013).
Genome size expansion and the relationship between nuclear
DNA content and spore size in the Asplenium monanthes fern
complex (Aspleniaceae). BMC Plant Biology 13: 219.

Ekim T, Koyuncu M, Vural M, Duman H, Aytag Z et al. (2000). Red
Data Book of Turkish Plants: Pteridophyta and Spermatophyta.
Ankara, Turkey: Barigcan Ofset.

Favarger C (1966). Contribution a la cytotaxinomie du genre
Petrorhagia  (Tunica).  Berichte der
Botanischen Gesellschaft 76: 270-278.

Schweizerischen

Garnatje T, Valles ], Garcia S, Hidalgo O, Sanz M et al. (2004). Genome
size in Echinops L. and related genera (Asteraceae, Cardueae):
karyological, ecological and phylogenetic implications. Biology
of the Cell 96: 117-124. doi: 10.1016/j.biolcel.2003.11.005

Greenberg AK, Donoghue MJ (2011). Molecular systematics and
character evolution in Caryophyllaceae. Taxon 60 (6): 1637-
1652. doi: 10.1002/tax.606009

Greuter W, Mouterde P (1970). Petrorhagia syriaca (Caryophyllaceae):
une réhabilitation. Candollea 2: 221-227.

Guignard MS, Nichols RA, Knell R], Macdonald A, Romila C-A et al.
(2016). Genome size and ploidy influence angiosperm species’
biomass under nitrogen and phosphorus limitation. New
Phytologist 210: 1195-1206. doi: 10.1111/nph.13881

Giiner A, Ozhatay N, Ekim T, Bager KHC (2000). Flora of Turkey and
the East Aegean Islands, (Supplement). Edinburgh: Edinburgh
University Press.

Hablitz CL (1783). Neueste Nordische Beitrage zur physikalischen
und geographischen erd und Vélkerbeschreibung, Vol. 4. St.
Petersburg und Leipzig: Ben Johann Bacharias Logan.

Linnaeus C (1753). Species Plantarum, Vol. 1. Stockholm: Laurentii
Salvii.

Madhani H, Rabeler R, Pirani A, Oxelman B, Heubl G et al (2018).
Untangling phylogenetic patterns and taxonomic con- fusion
in tribe Caryophylleae (Caryophyllaceae) with special focus on
generic boundaries. Taxon 67:83-112. doi:10.12705/671.6

Marhold K (2011). Caryophyllaceae. In: Euro+Med Plantbase - the
information resource for Euro-Mediterranean plant diversity.
Available from: http://w2.bgbm.org/EuroPlusMed/ (accessed
27th April 2021).

Marie D, Brown SC (1993). A cytrometric exercise in plant DNA
histograms, with 2C values for 70 species. Biology of the Cell
78:41-51.doi: 10.1016/0248-4900(93)90113-s

Paszko B(2006). A critical review and a new proposal of karyotype
asymmetry indices. Plant Systematics and Evolution 258: 39-
48. doi:10.1007/s00606-005-0389-2

Pavlova D, Tosheva A (2004). In: Kamari G, Blanché C, Garbari F
(Eds.) Mediterranean chromosome number reports — 14.
Flora Mediterranea 14: 423-453.

Pavlova D (2008). Karyology of plants growing on serpentines in
Bulgaria. Caryologia, 61 (3): 237-244.

140

Pellicer J, Hidalgo O, Walker J, Chase MW, Christenhusz MJM
et al. (2017). Genome size dynamics in tribe Gilliesieae
(Amaryllidaceae, subfamily Allioideae) in the context
of polyploidy and unusual incidence of Robertsonian
translocations. Botanical Journal of the Linnean Society 184:
16-31.doi: 10.1093/botlinnean/box016

Pellicer ], Hidalgo O, Dodsworth S, Leitch IJ (2018). Genome size
diversity and its impact on the evolution of land plants. Genes
9: 88. doi: 10.3390/genes9020088

Pellicer J, Fernandez P, Fay MF, Michélkova E, Leitch IJ (2021a).
Genome size Doubling arises from the differential repetitive
DNA dynamics in the genus Heloniopsis (Melanthiaceae).
Frontiers in Genetics 12: 1685. doi:10.3389/fgene.2021.726211

Pellicer ], Lopez-Pujol ], Aixarch M, Garnatje T, Valles J et al. (2021).
Detecting introgressed populations in the Iberian endemic
Centaurea podospermifolia through genome size. Plants 10.
doi:10.3390/plants10081492

Peruzzi L, Astuti G, Bartolucci F, Conti E Rizzotto M et al. (2016).
Chromosome numbers for the Italian flora: 1. Italian Botanist
1: 39-53. d0i:10.3897/italianbotanist.1.8818

Peruzzi L, Eroglu H (2013). Karyotype asymmetry: again, how to
measure and what to measure? Comparative Cytogenetenitcs
7:1-9. doi:10.3897/compcytogen.v7il.4431

Petrova A (1995). Reports (415-434). In: Kamari, G., Felber, E &
Garbari, F. (Eds) Mediterranean chromosome number reports
- 5. Flora Mediterranea 5: 279-288.

Piegu B, Guyot R, Picault N, Roulin A, Sanyal A et al. (2006).
Doubling genome size without polyploidization: dynamics
of retrotransposition-driven genomic expansions in Oryza
australiensis, a wild relative of rice. Genome Research 16: 1262-
1269. doi: 10.1101/gr.5290206

R Core Team (2019). R: A language and environment for statistical
computing. R Foundation for Statistical Computing.

Rechinger KH (1985). Petrorhagia (Ser.) Link. In: Rechinger KH
(Ed.) Flora Iranica Vol. 163. Graz; Akademische Druck und
Verlagsanstalt.

Revell L] (2012). Phytools: an R package for phylogenetic comparative
biology (and other things). Methods in Ecology and Evolution
3:217-223. doi:10.1111/j.2041-210X.2011.00169.x

Rice A, Glick L, Abadi S, Einhorn M, Kopelman NM et al. (2014).
The Chromosome Counts Database (CCDB) a community
resource of plant chromosome numbers. http://ccdb.tau.ac.il/
home/ [accessed 6 April 2021]

Runemark H (1996). Reports (590-678). In: Kamari, G., Felber, F.
& Garbari, E (Eds.) Mediterranean chromosome number
reports. Flora Mediterranea 6: 223-337.

Schneider CA, Rasband WS, Eliceiri, KW. (2012). NIH Image to
Image]: 25 years of image analysis. Nature Methods 9: 671-675.
doi:10.1038/nmeth.2089

Strid A, Tan K (1997). Flora Hellenica. Georgiou O (ed.). Germany:
Koeltz Scientific Books.



AKTAS et al. / Turk ] Bot

Thomas SM, Murray BG (1983). Chromosome studies in species and
hybrids of Petrorhagia sect. Kohlrauschia (Caryophyllaceae).
Plant Systematics and Evolution 141: 243-255.

Temsch EM, Temsch W, Ehrendorfer-Schratt L, Greilhuber J (2010).
Heavy metal pollution, selection, and genome size: the species
of the Zerjav Study revisited with flow cytometry (J Dolezel,
Ed.). Journal of Botany 2010: 596542. doi:10.1155/2010/596542

Vidic T, Greilhuber J, Vilhar B, Dermastia M (2009). Selective
significance of genome size in a plant community with heavy
metal pollution. Ecological Applications 19: 1515-1521. doi:
10.1890/08-1798.1

Vinogradov AE (2003). Selfish DNA is maladaptive: evidence
from the plant Red List. Trends in Genetics 19: 609-614.doi:
10.1016/j.tig.2003.09.010

Wickham H (2016). ggplot2: Elegant Graphics for Data Analysis.
New York, NY: Springer-Verlag.

Zonneveld BJM (2019). The DNA weights per nucleus (genome size)
of more than 2350 species of the Flora of The Netherlands, of
which 1370 are new to science, including the pattern of their
DNA peaks. Forum Geobotanicum 8: 24-78. doi:10.3264/
FG.2019.1022

141



