
Received: 28 Sep 2022. Received in revised form: 17 Oct 2023. Accepted: 31 Oct 2023. Published online: 23 Nov 2023. 
From Volume 13, Issue 1, 2021, Notulae Scientia Biologicae journal uses article numbers in place of the traditional method of 
continuous pagination through the volume. The journal will continue to appear quarterly, as before, with four annual numbers. 
 
 
 
 

SHSTSHSTSHSTSHST    
Horticulture and ForestryHorticulture and ForestryHorticulture and ForestryHorticulture and Forestry    
Society of TransylvaniaSociety of TransylvaniaSociety of TransylvaniaSociety of Transylvania 

Băcilă I et al. (2023) 
Notulae Scientia BiologicaeNotulae Scientia BiologicaeNotulae Scientia BiologicaeNotulae Scientia Biologicae    

Volume 15, Issue 4, Article number 11730 

DOI:10.15835/nsb15411730 
    Research ArticleResearch ArticleResearch ArticleResearch Article.... 

NSBNSBNSBNSB    
Notulae Scientia Notulae Scientia Notulae Scientia Notulae Scientia 

BiologicaeBiologicaeBiologicaeBiologicae 

 
 

New insights regarding the taxonomy and phylogeography of New insights regarding the taxonomy and phylogeography of New insights regarding the taxonomy and phylogeography of New insights regarding the taxonomy and phylogeography of 
Onobrychis montana Onobrychis montana Onobrychis montana Onobrychis montana DC. subsp.DC. subsp.DC. subsp.DC. subsp.    ttttranssilvanicaranssilvanicaranssilvanicaranssilvanica    ((((Fabaceae)Fabaceae)Fabaceae)Fabaceae)    

     
Ioan BĂCILĂ1, Dana ŞUTEU1*, Ana COSTE1, Zoltán R. BALÁZS2,3,4, 

Gheorghe COLDEA5 

 
1National Institute of Research and Development for Biological Sciences, Institute of Biological Research, Department of Experimental 

Biology, 48 Republicii St., 400015 Cluj-Napoca, Romania; ioan.bacila@icbcluj.ro;  

dana.suteu@icbcluj.ro (*corresponding author); ana.coste@icbcluj.ro  
2Babeş-Bolyai University, Faculty of Biology and Geology, Department of Molecular Biology and Biotechnology,  

1 Kogălniceanu St., 400084 Cluj-Napoca, Romania; zoltan.balazs@ubbcluj.ro 
3Babeș-Bolyai University, Faculty of Biology and Geology, Center for Systematic Biology,  

Biodiversity and Bioresources – 3B, 1 Kogălniceanu St., 400084, Cluj-Napoca, Romania  
4Babeș-Bolyai University, Doctoral School of Integrative Biology, 1 Kogălniceanu St., 400084 Cluj-Napoca, Romania 

5National Institute of Research and Development for Biological Sciences, Institute of Biological Research, Department of Taxonomy and 

Ecology, 48 Republicii St., 400015 Cluj-Napoca, Romania, gheorghe.coldea@icbcluj.ro 

 
AbstractAbstractAbstractAbstract    
    
Onobrychis montana DC. Subsp. transsilvanica (Simonk.) Jáv. (Fabaceae) is a plant taxon, endemic to 

the South-Eastern Carpathians, whose taxonomic status is treated inconsistently by the classic taxonomy based 
on morphological traits. In a previous study, by sequencing several chloroplast DNA regions and AFLP 
genotyping, we tried to elucidate the controversy concerning its taxonomic status in relation to the more 
widespread O. montana DC., and determined its phylogeographic structure within the Carpathians. The 
present study, based on DNA fingerprinting by seven SSR markers, brings more insights on this problematic 
taxon by conferring higher resolution and sub-clustering previously identified phylogeographic groups. 
However, the newly SSR genetic data are in agreement with molecular evidence revealed by AFLP and 
chloroplastic SNPs and do not support O. montana DC. Subsp. transsilvanica (Simonk.) Jáv. As a distinct 
species from O. montana DC.  

    
Keywords:Keywords:Keywords:Keywords: Carpathians; microsatellites; Onobrychis; phylogeographic groups; taxonomy 
 
 
IntroductionIntroductionIntroductionIntroduction    
 
As a large mountain chain extending across Central Europe, the Carpathians are one of the main 

constituents of the European Alpine System (Ozenda, 1985). Their geographical position, extent, isolation, 
landscape heterogeneity, well-preserved environment, and relatively low impact of Quaternary glaciations mark 
them as important targets for studies on European biodiversity and biogeography (Mráz and Ronikier, 2016). 
The Carpathians are seen as a biodiversity hotspot due to species richness (Tasenkevich, 1998), plant 
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communities’ diversity (Chytrý et al., 2015), endemism (Hurdu et al., 2016; Mráz et al., 2016), and area of taxa 
speciation (Cieślak et al., 2000; Španiel et al., 2011; Mitka et al., 2016; Sutkowska et al., 2017). However, the 
current knowledge on taxonomic validity, genetic diversity, and accurate distribution of a significant number 
of Carpathian endemic and endangered non-endemic vascular plant species is still fragmentary and incomplete 
(Ronikier, 2011; Španiel et al., 2011; Kolář et al., 2016).  

In this light, our previous study (Băcilă et al., 2015) represented the first attempt based on molecular 
markers (AFLP and cpDNA markers) to provide both phylogeographic and phylogenetic insights for the SE 
Carpathian endemic taxon, O. montana DC. Subsp. transsilvanica (Simonk.) Jáv. The taxon shares close, yet 
controversial, taxonomic relationships and a strong morphological resemblance with the Alpine allopatric 
species Onobrychis montana DC. However, the genetic structure inferred from AFLP and cpDNA data did not 
support O. montana DC. Subsp. transsilvanica (Simonk.) Jáv. As a distinct species from O. montana DC. 

Microsatellites (simple sequence repeats or SSRs) have been the most widely used markers for 
genotyping plants over the past 20 years because they are highly informative, codominant, multi-allele genetic 
markers that are experimentally reproducible and transferable among related species (Mason, 2015). These 
markers are enormously useful in studies of population structure, genetic mapping, and evolutionary processes. 
In plants species from the spontaneous flora, SSRs are particularly used for: genetic diversity studies; gene flow 
and crossing over rates estimations; and, above all, to infer infraspecific genetic relations (Vieira et al., 2016). 
Therefore, the present study turned to SSRs markers for in-depth tackling of taxonomic boundaries between 
the O. Montana DC. Subsp. transsilvanica (Simonk.) Jáv. And O. montana DC.  

The aim of this study was to confirm (or not) the taxonomic rank of O. montana DC. Subsp. 
transsilvanica (Simonk.) Jáv. As a subspecies of O. montana DC. And to refine its pre-existent phylogenetic 
pattern.  

 
 

Materials and MethodsMaterials and MethodsMaterials and MethodsMaterials and Methods    
 
Sampling 

Sixteen populations of Onobrychis montana DC. And O. montana DC. Subsp. transsilvanica (Simonk.) 
Jáv. were sampled from the Alps and the Carpathians Mountains (Table 1) along with one population of 
Hedysarum hedysaroides Schinz & Thell., chosen as outgroup. More details about the sampling strategy can be 
found in Băcilă et al., 2015. 

 
DNA extraction 

Total DNA was extracted using DNeasy 96 Plant Mini Kit (Qiagen) according to the manufacturer’s 
protocol. More details can be found in Băcilă et al. (2015). 

 
SSR fingerprinting 

SSR fingerprinting was performed using seven microsatellites, which we previously tested for 
amplification, polymorphism and replicability in O. montana DC. subsp. transsilvanica (Simonk.) Jáv. and O. 
montana DC. Primer sequences and PCR conditions are also amply presented in our previous study. 

 
Data analysis 

Alleles scoring was performed with GeneMapper v.4.0 software (Applied Biosystems, Thermo Fisher 
Scientific, USA). Nei’s gene diversity (Nei, 1987) and the frequency downweighted marker values (DW; 
Schönswetter and Tribsch, 2005) were estimated using the AFLPdat R-script (Ehrich, 2006). A frequency 
matrix was generated and subsequently used within SplitsTree v.4.10 (Huson and Bryant, 2006) and a 
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neighbor-joining network was constructed using the Neighbor-net method. Bootstrap values were calculated 
from 1000 replicates. The relationships among individuals were analysed using Principal Coordinates Analysis 
(PCoA) based on the between-individual Jaccard similarities (Jaccard, 1901) computed with PAST v.4.13 
software (Hammer et al., 2001). Spatial analysis of molecular variance was performed using the program 
SAMOVA v.1.0 (Dupanloup et al., 2002), the parameters being setup according to Băcilă et al. (2015).  

STRUCTURE v.2.3.4 software (Pritchard et al., 2000) was used to detect genetic groups and to 
inference the population structure, as described in Băcilă et al. (2015). 

    
Table 1Table 1Table 1Table 1. Sampled populations of Onobrychis montana DC. and O. montana DC. subsp. transsilvanica 

(Simonk.) Jáv.: numbering, country (Ro - Romania; Fr - France; Po - Poland; Sk - Slovakia; Mne - 
Montenegro), mountain range (SW: South-Western Carpathians; SE: South-Eastern and Eastern 
Carpathians; W: Western Carpathians), population code (OT - O. montana DC. subsp. transsilvanica 

(Simonk.) Jáv; OM - Onobrychis montana DC., followed by the abbreviation of the mountain range from 
where the populations were collected). (Table partially reproduced from Băcilă et al., 2015) 

No Country Mountain range Code 

O. O. O. O. montana montana montana montana DC. subspDC. subspDC. subspDC. subsp. transsilvanica . transsilvanica . transsilvanica . transsilvanica (Simonk.) Jáv.(Simonk.) Jáv.(Simonk.) Jáv.(Simonk.) Jáv.    

1 Ro SW Carpathians, Retezat Mts. OTRM 
2 Ro SW Carpathians, Retezat Mts. OTR 
3 Ro SE Carpathians, Maramureșului Mts. OTM 
4 Ro SE Carpathians, Ceahlău Mts. OTCh 
5 Ro SE Carpathians, Giurgeu-Hășmaș Mts. OTGH 
6 Ro SE Carpathians, Ciucaș Mts. OTC 
7 Ro SE Carpathians, Piatra Craiului Mts. OTPC 
8 Ro SE Carpathians, Bucegi Mts. OTB 
9 Ro SE Carpathians, Bârsei Mts. OTBV 

10 Ro SE Carpathians, Făgăraș Mts. OTF 
O. montana O. montana O. montana O. montana DC.DC.DC.DC.    

11 Fr Alps, Cottian Alps OMAC 
12 Fr Alps, Dauphiné Alps OMA 
13 Fr Alps, Jura OMJ 
14 Mne Dinaric Alps, Durmitor Mts. OMAD 
15 Po W Carpathians, High Tatras OMTW 
16 Sk W Carpathians, Belianske Tatras OMBT 

 
    
Results Results Results Results     
 
The gene diversity varied from 0.121 to 0.845 (Table 2), the highest values being exhibited by the two 

populations of O. montana DC. from the Western Carpathians (OMBT and OMTW). The rarity estimated 
by the frequency down-weighted marker value (DW) also showed higher values for the two populations of. O. 

montana DC. from the Tatra Mountains.  
The Neighbor-net diagram (Figure 1) revealed a geographic division well supported by bootstrap values 

between nine clusters. The SE Carpathians populations of O. montana DC. subsp. transsilvanica (Simonk.) 
Jáv. were split into three clusters: one consisting of OTC, OTGH, OTCh, and OTM populations, second 
composed by OTB, OTBV, and OTPC populations, and a third represented by OTF population. The 
populations of O. montana DC. subsp. transsilvanica (Simonk.) Jáv. from the SW Carpathians (OTR and 
OTRM) represented a separate cluster. Each population of O. montana DC. from the Alps was separated from 
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the others. The last cluster of the diagram was composed by the two populations of O. montana DC. from the 
Western Carpathians (OMBT and OMTW).  

 
Table 2Table 2Table 2Table 2. Genetic parameters: Nei’s gene diversity (Div) and DW values (MDW) for Onobrychis montana 

DC. and O. montana DC. subsp. transsilvanica (Simonk.) Jáv. N= number of individuals included in the 
analysis. Populations codes as in Table 1 
NoNoNoNo CodeCodeCodeCode NNNN DivDivDivDiv MMMMDWDWDWDW 

Onobrychis montana DC. subsp. transsilvanica (Simonk.) Jáv.    

1111    OTM    5    0.372    0.913    
2222    OTCh    5    0.304    0.9139    
3333    OTGH    5    0.275    0.9139    
4444    OTC    5    0.149    0.9139    
5555    OTBV    5    0.121    0.8370    
6666    OTB    5    0.227    0.8370    
7777    OTPC    5    0.299    0.837    
8888    OTF    5    0.423    0.958    
9999    OTRM    5    0.432    0.923    

10101010    OTR    5    0.543    0.923    
MeanMeanMeanMean 0.31450.31450.31450.3145    0.89720.89720.89720.8972    

SDSDSDSD 0.120.120.120.12     0.04360.04360.04360.0436    

Onobrychis montana DC.    

11111111    OMBT    5    0.793    1.1917    
12121212    OMTW    5    0.845    1.1917    
13131313    OMAD    5    0.215    0.5331    
14141414    OMA    5    0.195    0.8341    
15151515    OMAC    5    0.239    0.5905    
16161616    OMJ    4    0.351    0.6857    

MeanMeanMeanMean 0.4390.4390.4390.439    0.83780.83780.83780.8378    

SDSDSDSD 0.3120.3120.3120.312    0.2520.2520.2520.252    
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Figure 1Figure 1Figure 1Figure 1. The Neighbor-net diagram of the Onobrychis montana DC. and O. montana DC. subsp. 
transsilvanica (Simonk.) Jáv. populations. Bootstrap values above 50% are shown on major branches. 
Populations codes as in Table 1. A: Alps and Jura; AD: Dinaric Alps; SW: South-Western Carpathians; 
SE: South-Eastern and Eastern Carpathians; W: Western Carpathians; H. hed: Hedysarum hedysaroides 

 
The pattern revealed by the Neighbor-net was basically confirmed by the SAMOVA analysis (Figure 2), 

with the sole difference that OMAC and OMJ populations of O. montana DC. from the Alps were grouped 
together. 

 
Figure 2Figure 2Figure 2Figure 2. a) Best K = 8 based on FCT values. b) SAMOVA grouping of O. montana DC. subsp. 
transsilvanica (Simonk.) Jáv. (groups I-IV) and O. montana DC. (groups V-VIII). Populations codes as in 
Table 1 
 
The STRUCTURE analysis (outgroup excluded) indicated that the major split in the data set was 

obtained at K = 2, separating the Alps and the Carpathians. The highest mean likelihood was obtained for K 
= 6 (Figure 3 b) and only a few samples were admixed. The six clusters included the populations from the Alps 
(all the populations together), Western Carpathians, SW Carpathians, and three separate groups for the SE 
Carpathians (Figure 3 a).  
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Figure 3Figure 3Figure 3Figure 3. (a)(a)(a)(a) Results of STRUCTURE analysis performed on all individuals of Onobrychis montana DC. 
and O. montana DC. subsp. transsilvanica (Simonk.) Jáv. sampled populations. Populations codes as in 
Table 1. A: Alps and Jura; AD: Dinaric Alps; SW: South-Western Carpathians; SE: South-Eastern and 
Eastern Carpathians; W: Western Carpathians; (b) (b) (b) (b) Inference of best K - based on the output data from 
STRUCTURE and the ad hoc criterion proposed by Evanno et al. (2005) 

 
The Principal Coordinates Analysis (Figure 4) separated the populations according to the main 

biogeographic groups, the major split being the same as in case of STRUCTURE analysis, respectively the 
separation between the Alps and the Carpathians. 
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Figure 4Figure 4Figure 4Figure 4. Principal Coordinates Analysis of Onobrychis montana DC. and O. montana DC. subsp. 
transsilvanica (Simonk.) Jáv. based on Jaccard’s similarity coefficient. The symbols from the chart 
represents the following populations: brown square - OTC, OTGH, OTCh, and OTM; coral square - 
OTB, OTBV, and OTPC; darkgoldenrod square - OTF; blueviolet fill square - OTR and OTRM; 
darkgreen empty dot – OMBT and OMTW; blue dot – OMAD; aqua dot -OMAC; aquamarine dot -
OMA; cornflowerblue dot – OMJ; black star - Hedysarum hedysaroides Schinz & Thell. Colours names 
are according to PAST software 
 
 
DiscussionDiscussionDiscussionDiscussion    
 
The Nei’s genetic diversity values were higher in O. montana DC. populations compared to O. montana 

DC. subsp. transsilvanica (Simonk.) Jáv. populations (Table 2). However, this is not unexpected when taking 
into consideration the large geographical distance between the sampling points of O. montana DC. The overall 
mean value for diversity (0.376) was higher than the mean value derived from AFLP markers for the same 
populations (0.017) (Băcilă et al., 2015).    

SAMOVA analysis based on SSRs (Figure 2) revealed a refined resolution of O. montana DC. subsp. 
transsilvanica (Simonk.) Jáv. grouping comparative with AFLP markers (Băcilă et al., 2015). The best grouping 
(K=8) separated the populations of the taxon into four groups: 1 = group formed by the two populations from 
Retezat Mountains (OTRM and OTR); 2 = group formed by four populations sampled from the South-
Eastern and Eastern Carpathians, respectively Ciucaș (OTC), Maramureșului (OTM), Ceahlău (OTCh), and 
Giurgeu-Hășmaș Mountains (OTGH); 3 = group formed by three populations sampled from Bucegi (OTB), 
Piatra-Craiului (OTPC), and Bârsei Mountains (OTB); 4 = OTF population sampled from Făgăraș 
Mountains. Also, in case of O. montana DC. four groups were formed: 1 = group formed by two populations 
sampled from Cottian Alps (OMAC) and Jura Mountains (OMJ); 2 = OMA population sampled from 
Dauphiné Alps; 3 = OMAD population sampled from Dinaric Alps; 4 = group formed by the two populations 
from the Tatra Mountains (OMBT and OMTW).  

The same pattern of separation for O. montana DC. subsp. transsilvanica (Simonk.) Jáv. populations 
was revealed by the Neighbor-net diagram (Figure 1), the Bayesian clustering (Figure 3a), and PCoA (Figure 
4) analysis.  
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The distribution of Onobrychis sp. genotypes was in relation with the geographic distribution of these 
populations. In this context, the Alpine populations of O. montana DC. were more distant from the rest, but 
different from each other. O. montana DC. populations from the Tatras also formed a separate group, whereas 
O. montana DC. subsp. transsilvanica (Simonk.) Jáv. populations were split in four groups. The fragmented 
genetic pattern for O. montana DC. subsp. transsilvanica (Simonk.) Jáv. populations can be attributed either 
to their glacial survival in separate local refugia and/or to the geographic fragmentation of the Carpathians, 
which generated habitat insularity that is the premise of the patchy distributions of the Carpathian flora and 
the emergence of centers of endemism (Pawłowski, 1970). However, the isolation of the two SW O. montana 

DC. subsp. transsilvanica (Simonk.) Jáv. populations was also detected by cpDNA and AFLP markers (Băcilă 
et al., 2015) and this distribution pattern was consistent with studies performed on other Carpathian species: 
Campanula alpina (Ronikier et al., 2008, 2014); Hieracium sect. Cernua (Szeląg, 2006), Eritrichium nanum 
(Șuteu et al., 2023). These results suggested the existence of a biogeographic barrier between the SW part and 
the rest of the Carpathians, which led to the species survival in a glacial refugium in the southwestern part of 
the SE Carpathians (Huntley and Birks, 1983). The other three groups of populations were constructed 
around massifs already renowned as centers of endemism within the Carpathians. One group included 
populations from Maramureșului, Ceahlău, Ciucaș, and Giurgeu-Hășmaș Mts. and it surrounded the Rodna 
Mountains, which according to Hurdu et al. (2012) exhibit the highest degree of endemism from the South-
Eastern Carpathians and might have represented a possible alpine refugium. The second group comprised 
populations from: Piatra Craiului, Bucegi (as a major hotspot of alpine flora in Romania - Coldea et al., 2009, 
and ranking in second place regarding the degree of endemism from the South-Eastern Carpathians - Hurdu 
et al. (2012), and Bârsei Mts. The third group was made out of Făgăraș Mts., which represent the third center 
of endemism from the South-Eastern Carpathians in terms of the number of species (70 endemic plant species 
according to Hurdu et al., 2012). 

Overall, in case of Onobrychis montana s.l. the resolution of the SSR markers was greater than in case of 
cpDNA and AFLPs, and more groups of populations were revealed. Nevertheless, neither these markers do 
support species recognition for O. montana DC. subsp. transsilvanica (Simonk.) Jáv., as it appeared from the 
Neighbor-net diagram (Figure 1) where the outgroup, Hedysarum hedysaroides, was included. 

Congruence between the taxonomic patterns revealed by AFLPs and SSRs has been found in other 
comparative studies, but the level of congruence differed depending on the purpose pursued and the species 
analyzed. Thereby, for example, Marulanda et al. (2007) concluded that AFLP and SSR were complementary 
because their joint analysis provided additional elements to explain the complex inter relationship between 
wild and cultivated Rubus species. Gillaspie et al. (2005) used three AFLP primer combinations and 10 
microsatellites to assess genetic diversity and relatedness between Vigna unguiculata subspecies, but both 
markers failed to successfully group the subspecies into distinct clades. Garcia et al. (2004) reached the 
conclusion that AFLP seemed to be the best-suited molecular assay for fingerprinting and assessing genetic 
relationships among tropical maize inbred lines. Similarly, there are other studies that have preferred AFLP 
markers over SSRs (Dessalegn et al., 2009; Costa et al., 2016). 

However, there are numerous examples of studies which preferred SSRs over AFLPs and SNPs. Stodart 
et al. (2005) found that SSR markers detected a higher gene diversity and a higher value of PIC than AFLPs in 
case of 44 bread wheat landraces; in case of mangrove species, Avicennia marina, Maguire et al. (2002) found 
that SSRs detected more genetic differentiation between populations (19% vs 9%) and subspecies (35 vs 11%) 
than AFLPs; Rawat et al. (2014) found that SSR markers revealed a more distinct grouping of genotypes based 
on resin yield as compared to ISSR and AFLP markers in case of 53 genotypes of Pinus roxburghii; Sorkheh et 

al. (2017) found that the polymorphic information content (PIC) was the highest for SSR markers in a study 
focused on genetic diversity in Prunus. 
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However, the present SSR data were in agreement with the latest taxonomy based on morphological 
characteristics (Ciocârlan, 2009; Sârbu et al., 2013) and with the molecular data inferred from cpDNA and 
AFLP markers, and did not support species recognition for O. montana DC. subsp. transsilvanica (Simonk.) 
Jáv. Therefore, we concluded as appropriate its taxonomic rank as a subspecies of O. montana DC.  

    
    
ConclusionsConclusionsConclusionsConclusions    
 
The SSR markers conferred a higher resolution of grouping for O. montana DC. subsp. transsilvanica 

(Simonk.) Jáv. and O. montana DC. compared to cpDNA and AFLP analysis that were previously published. 
The refined phylogeographic pattern permitted the revelation of groups formed around renowned centers of 
endemism and potential glacial refugia. 

The newly SSR genetic data were in agreement with current morphological classification and with 
molecular evidence issued by other molecular markers (namely AFLP and chloroplastic SNPs) and did not 
support species recognition for O. montana DC. subsp. transsilvanica (Simonk.) Jáv.  
 
 

Authors’ ContributionsAuthors’ ContributionsAuthors’ ContributionsAuthors’ Contributions 
 
The contributions of authors to the manuscript are as follows: conceptualization: IB, GC; field work: 

IB, DȘ, AC, CG, ZRB; data curation: IB, DȘ; formal analysis: IB; funding acquisition: IB; investigation: IB; 
methodology: IB; project administration: IB; writing - original draft: IB; writing - review and editing: IB and 
DȘ. All authors read and approved the final manuscript.  
 
 

Ethical approvalEthical approvalEthical approvalEthical approval (for researches involving animals or humans) 
 
Not applicable. 
 
 
AcknowledgementsAcknowledgementsAcknowledgementsAcknowledgements    
 
We are grateful to Liviu Filipaș, Andreas Tribsch, Nadir Alvarez, Rolland Douzet, Zbigniew Mirek, 

Mihai Puşcaş, Adrian Ilie Stoica, and Tudor Ursu for their valuable help in collecting plant material.  
This work was financially supported by a grant from the Romanian National Authority for Scientific 

Research, CNDI-UEFISCDI, project number PN-II-RU-PD-2012-3-0005; 15/26.04.2013, as well as by the 
Core Project BIORESGREEN, subproject BioClimpact no. 7N/03.01.2023, code 23020401.  
 
 

Conflict of InterestsConflict of InterestsConflict of InterestsConflict of Interests    
 
The authors declare that there are no conflicts of interest related to this article.  
 
 
ReferencesReferencesReferencesReferences    
    

Băcilă I, Şuteu D, Coldea G (2015). Genetic divergence and phylogeography of the alpine plant taxon Onobrychis 

transsilvanica (Fabaceae). Botany 93:257-266. https://doi.org/10.1139/cjb-2014-0175  



Băcilă I et al. (2023). Not Sci Biol 15(4):11730 

 

10 
 

 

 

 

 

 

Chytrý M, Dražil T, Hájek M, Kalníková V, Preislerová Z, Šibík J, … Vymazalová M (2015). The most species-rich plant 
communities in the Czech Republic and Slovakia (with new world records). Preslia 87:217-278. 
https://www.preslia.cz/P153Chytry_lowres.pdf  

Cieślak E, Ilnicki T, Flis M (2000). Cytotaxonomical studies on the Caltha palustris complex (Ranunculaceae) in Poland. 
Preliminary report. Acta Biologica Cracoviensia Series Botanica 42(1):121-129.  

Ciocârlan V (2009). Flora ilustrată a României - Pteridophyta et Spermatophyta. Ceres Press, Bucharest. 
Coldea G, Stoica IA, Puşcaş M, Ursu T, Oprea A, Intrabiodiv Consortium (2009). Alpine–subalpine species richness of 

the Romanian Carpathians and the current conservation status of rare species. Biodiversity and Conservation 
18:1441-1458. https://doi.org/10.1007/s10531-008-9488-z 

Costa R, Pereira G, Garrido I, Tavares-de-Sousa MM, Espinosa F (2016). Comparison of RAPD, ISSR, and AFLP 
molecular markers to reveal and classify orchardgrass (Dactylis glomerata L.) germplasm variations. PLoS ONE 
11(4):e0152972. https://doi.org/10.1371/journal.pone.0152972  

Dessalegn Y, Herselman L, Labuschagne M (2009). Comparison of SSR and AFLP analysis for genetic diversity assessment 
of Ethiopian arabica coffee genotypes. South African Journal of Plant and Soil 26(2):119-125. 
https://doi.org/10.1080/02571862.2009.10639943  

Dupanloup I, Schneider S, Excoffier L (2002). A simulated annealing approach to define the genetic structure of 
populations. Molecular Ecology 11(12):2571-2581. https://doi.org/10.1046/j.1365-294X.2002.01650.x  

Ehrich D (2006). AFLPdat: a collection of R functions for convenient handling of AFLP data. Molecular Ecology Notes 
6(3):603-604. https://doi.org/10.1111/j.1471-8286.2006.01380.x  

Evanno G, Regnaut S, Goudet J (2005). Detecting the number of clusters of individuals using the software structure: a 
simulation study. Molecular Ecology 14(8):2611-2620. https://doi.org/10.1111/j.1365-294X.2005.02553.x  

Garcia AA, Benchimol LL, Barbosa AM, Geraldi IO, Souza Jr CL, Souza APD (2004). Comparison of RAPD, RFLP, 
AFLP and SSR markers for diversity studies in tropical maize inbred lines. Genetics and Molecular Biology 27:579-
588. https://doi.org/10.1590/S1415-47572004000400019 

Gillaspie AG Jr, Hopkins MS, Dean RE (2005). Determining genetic diversity between lines of Vigna unguiculata 
subspecies by AFLP and SSR markers. Genetic Resources and Crop Evolution 52:245-247. 
https://doi.org/10.1007/s10722-004-6693-9  

Hammer Ø, Harper DAT, Ryan PD (2001). Paleontological statistics software package for education and data analysis. 
Palaeontologia Electronica 4(1):1-9. http://palaeo-electronica.org/2001_1/past/issue1_01.htm  

Huntley H, Birks HJB (1983). An atlas of past and present pollen maps for Europe 0-13.000 Years Ago. Cambridge 
University Press, Cambridge.  

Hurdu BI, Escalante T, Pușcaș M, Novikoff A, Bartha L, Zimmermann NE (2016). Exploring the different facets of plant 
endemism in the South-Eastern Carpathians: a manifold approach for the determination of biotic elements, 
centres and areas of endemism. Botanical Journal of the Linnean Society 119(3):649-672. 
https://doi.org/10.1111/bij.12902    

Hurdu BI, Pușcaș M, Turtureanu PD, Niketić M, Coldea G, Zimmermann NE (2012). Patterns of plant endemism in the 
Romanian Carpathians (South - Eastern Carpathians). Contribuții Botanice 47:25-38. 

Huson DH, Bryant D (2006). Application of phylogenetic networks in evolutionary studies. Molecular Biology and 
Evolution 23(2):254-267. https://doi.org/10.1093/molbev/msj030  

Jaccard P (1901). Distribution de la Flore Alpine dans le Bassin des Dranses et dans quelques régions voisines. Bulletin de 
la Société Vaudoise des Sciences Naturelles 37(140):241-272. https://doi.org/10.1111/j.1469-

8137.1912.tb05611.x  

Kolář F, Fuxová G, Záveská E, Nagano AJ, Hyklová L, Lučanová M, … Marhold K (2016). Northern glacial refugia and 
altitudinal niche divergence shape genome-wide differentiation in the emerging plant model Arabidopsis arenosa. 
Molecular Ecology 25(16):3929-3949. https://doi.org/10.1111/mec.13721  

Maguire TL, Peakall R, Saenger P (2002). Comparative analysis of genetic diversity in the mangrove species Avicennia 

marina (Forsk.) Vierh. (Avicenniaceae) detected by AFLPs and SSRs. Theoretical and Applied Genetics 104(2-
3):388-398. https://doi.org/10.1007/s001220100724  

Marulanda ML, López AM, Aguilar SB (2007). Genetic diversity of wild and cultivated Rubus species in Colombia using 
AFLP and SSR markers. Crop Breeding and Applied Biotechnology 7(3):242-252.  

Mason AS (2015). SSR Genotyping. In: Batley J (Ed). Plant Genotyping. Springer, New York, pp 77-89. 



Băcilă I et al. (2023). Not Sci Biol 15(4):11730 

 

11 
 

 

 

 

 

 

Mitka J, Boroń P, Novikoff A, Wróblewska A, Binkiewicz B (2016). Two major groups of chloroplast DNA haplotypes 
in diploid and tetraploid Aconitum subgen. Aconitum in the Carpathians. Modern Phytomorphology 9:5-15. 
https://doi.org/10.5281/zenod o.159700     

Mráz P, Barabas D, Lengyelová L, Turis P, Schmotzer A, Janišová M, Ronikier M (2016). Vascular plant endemism in the 
Western Carpathians: spatial patterns, environmental correlates and taxon traits. Botanical Journal of the Linnean 
Society 119(3):630-648. https://doi.org/10.1111/bij.12792  

Mráz P, Ronikier M (2016). Biogeography of the Carpathians: evolutionary and spatial facets of biodiversity. Biological 
Journal of the Linnean Society 119(3):528-559. https://doi.org/10.1111/bij.12918  

Nei M (1987). Molecular evolutionary genetics. Columbia University Press, New York. 
Ozenda P (1985). La végétation de la chaîne alpine dans l'espace montagnard européen. Masson, Paris. 
Pawłowski B (1970). Remarques sur l’endémisme dans la flore des Alpes et des Carpates. Vegetatio 21:181-243. 

https://doi.org/10.1007/BF02269663  
Pritchard JK, Stephens M, Donnelly P (2000). Inference of population structure using multilocus genotype data. Genetics 

155(2):945-959. https://doi.org/10.1534/genetics.116.195164  
Rawat A, Barthwal S, Ginwal HS (2014). Comparative assessment of SSR, ISSR and AFLP markers for characterization 

of selected genotypes of Himalayan Chir pine (Pinus roxburghii Sarg.) based on resin yield. Silvae Genetica 
63(3):94-109. https://doi.org/10.1515/sg-2014-0013  

Ronikier M (2011). Biogeography of high-mountain plants in the Carpathians: an emerging phylogeographical 
perspective. Taxon 60(2):373-389. https://doi.org/10.1002/tax.602008   

Ronikier M, Cieślak E, Korbecka G (2008). High genetic differentiation in the alpine plant Campanula alpina Jacq. 
(Campanulaceae): Evidence for glacial survival in several Carpathian regions and long-term isolation between the 
Carpathians and the Alps. Molecular Ecology 17(7):1763-1775. https://doi.org/10.1111/j.1365-

294X.2008.03664.x   
Ronikier M, Zalewska-Gałosz J (2014). Independent evolutionary history between the Balkan ranges and more northerly 

mountains in Campanula alpina sl (Campanulaceae): genetic divergence and morphological segregation of taxa. 
Taxon 63(1):116-131. https://doi.org/10.12705/631.4 

Sârbu I, Ştefan N, Oprea A (2013). Plante vasculare din România, Determinator ilustrat de teren. Victor B. Victor Press, 
Bucharest.  

Schönswetter P, Tribsch A (2005). Vicariance and dispersal in the alpine perennial Bupleurum stellatum L. (Apiaceae). 

Taxon 54(3):725-732. https://doi.org/10.2307/25065429   
Sorkheh K, Dehkordi MK, Ercisli S, Hegedus A, Halász J (2017). Comparison of traditional and new generation DNA 

markers declares high genetic diversity and differentiated population structure of wild almond species. Scientific 
Reports 7(1):5966. https://doi.org/10.1038/s41598-017-06084-4  

Španiel S, Marhold K, Filová B, Zozomová-Lihová J (2011). Genetic and morphological variation in the diploid-polyploid 
Alyssum montanum in Central Europe: taxonomic and evolutionary considerations. Plant Systematics and 
Evolution 294:1-25. https://doi.org/10.1007/s00606-011-0438-y  

Stodart BJ, Mackay M, Raman H (2005). AFLP and SSR analysis of genetic diversity among landraces of bread wheat 
(Triticum aestivum L. em.Thell) from different geographic regions. Australian Journal of Agricultural Research 

56(7):691-697. https://doi.org/10.1071/AR05015  
Șuteu D, Băcilă I, Stoica A-I, Balázs ZR, Pușcaș M, Coldea G (2023). Phylogeographic pattern of the high-alpine plant 

species Eritrichium nanum (Boraginaceae) within the Carpathians. Notulae Botanicae Horti Agrobotanici Cluj-
Napoca 51(1):12971. https://doi.org/10.15835/nbha51112971 

Sutkowska A, Boroń P, Warzecha T, Dębowski J, Mitka J (2017). Hybridization and introgression among three Aconitum 
(Ranunculaceae) species of different ploidy levels in the Tatra Mountains (Western Carpathians). Plant Species 
Biology 32(4):292-303. https://doi.org/10.1111/1442-1984.12162  

Szela ̧g Z (2006) Taxonomic revision of Hieracium sect. Cernua (Asteraceae) in the Carpathians, Sudetes and Alps. Polish 
Botanical Journal 51(2):97-153. 

Tasenkevich L (1998). Flora of the Carpathians: checklist of the native vascular plant species. National Academy of 
Sciences of Ukraine, State Museum of Natural History, Lviv.  



Băcilă I et al. (2023). Not Sci Biol 15(4):11730 

 

12 
 

 

 

 

 

 

Vieira MLC, Santini L, Diniz AL, Munhoz CdeF (2016). Microsatellite markers: what they mean and why they are so 
useful. Genetics and Molecular Biology 39(3):312-328. https://doi.org/10.1590/1678-4685-GMB-2016-0027 

 
 
 
 

 
The journal offers free, immediate, and unrestricted access to peer-reviewed research and scholarly work. Users are 
allowed to read, download, copy, distribute, print, search, or link to the full texts of the articles, or use them for any 
other lawful purpose, without asking prior permission from the publisher or the author. 

 

License License License License ---- Articles published in Notulae Scientia BiologicaeNotulae Scientia BiologicaeNotulae Scientia BiologicaeNotulae Scientia Biologicae are Open-Access, distributed under the terms and 
conditions of the Creative Commons Attribution (CC BY 4.0) License. 
© Articles by the authors; Licensee SMTCT, Cluj-Napoca, Romania. The journal allows the author(s) to hold the 
copyright/to retain publishing rights without restriction. 

 
Notes:Notes:Notes:Notes:    
 Material disclaimer: The authors are fully responsible for their work and they hold sole responsibility for the articles published 

in the journal.  
 Maps and affiliations: The publisher stay neutral with regard to jurisdictional claims in published maps and institutional 

affiliations. 
 Responsibilities: The editors, editorial board and publisher do not assume any responsibility for the article’s contents and for 

the authors’ views expressed in their contributions. The statements and opinions published represent the views of the authors 
or persons to whom they are credited. Publication of research information does not constitute a recommendation or 
endorsement of products involved. 

 


