ACTA BIOLOGICA CRACOVIENSIA Series Botanica 60/1: 45–64, 2018
DOI: 10.24425/118044
POLSKA AKADEMIA NAUK
ODDZIAŁ W KRAKOWIE

AND

PHYLOGENETIC RELATIONSHIPS WITHIN OROBANCHE
PHELIPANCHE (OROBANCHACEAE) FROM CENTRAL EUROPE,
FOCUSED ON PROBLEMATIC AGGREGATES, TAXONOMY,
AND HOST RANGES
RENATA PIWOWARCZYK1*, MAGDALENA DENYSENKO-BENNETT2,
GRZEGORZ GÓRALSKI2, DAGMARA KWOLEK2, ÓSCAR SÁNCHEZ PEDRAJA3,
PATRYK MIZIA2, MAGDALENA CYGAN2 AND ANDRZEJ J. JOACHIMIAK2
1Department

of Botany, Institute of Biology, Jan Kochanowski University,
Świętokrzyska 15, PL-25-406 Kielce, Poland
2Department of Plant Cytology and Embryology, Institute of Botany,
Jagiellonian University,
Gronostajowa 9, PL-30-387 Kraków, Poland
3Grupo Botánico Cantábrico, ES-39722 Liérganes (Cantabria), Spain
Received October 25, 2017; revision accepted January 26, 2018

Holoparasitic genera within the family Orobanchaceae are characterized by greatly reduced vegetative organs;
therefore, molecular analysis has proved to be a useful tool in solving taxonomic problems in this family. For
this purpose, we studied all species of the genera Orobanche and Phelipanche occurring in Central Europe,
specifically in Poland, the Czech Republic, Slovakia, and Austria, supplemented by samples mainly from Spain,
Keywords:
France, Germany, and Ukraine. They were investigated using nuclear sequences (ITS region) and a plastid trnLtrnF region. The aim of this study was to examine phylogenetic relationships within Orobanche and Phelipanche
from Central Europe; we focused on problematic species and aggregates, recent taxonomic changes in these
(rank and secondary ranks), and host ranges. The most interesting results concern the exlusion of O. mayeri
from O. alsatica aggr. Additionally, following the rules of traditional taxonomy, the correct names and types of
some secondary ranks are given and, as a result of this, a new combination below the Phelipanche genus is made
(P. sect. Trionychon). The host ranges of the investigated species in Central Europe include 102 species from 12
families, most often from Asteraceae. For this purpose, ca. 400 localities were examined in the field. Moreover,
data acquired from the literature and European and Asian herbaria were used.

Keywords: Orobanchaceae, Orobanche, Phelipanche, phylogeny, host, ITS, trnL-trnF, holoparasitic
plants

INTRODUCTION
Only about one percent of all known angiosperm
species lead a parasitic lifestyle. They belong to
different taxonomic groups and are present in
most ecosystems from equatorial and tropical
rainforests to Arctic areas (Press, 1998). They
exert an influence on the structure and dynamics
of many ecosystems and can have a positive effect
on nutrient circulation and biodiversity (Press and
Phoenix, 2005). According to their capacity or lack
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of ability to photosynthesize, parasitic plants are
divided into photosynthetic hemiparasites and
non-photosynthetic holoparasites (Nickrent, 2002).
Using special structures known as haustoria, they
connect to the host’s shoots (shoot parasites) or
roots (root parasites).
The family Orobanchaceae Vent., according to
its current circumscription, is the largest parasitic
plant family, containing 90 genera and 2060
species (McNeal et al., 2013). It remains the only
family among plants that includes non-parasitic
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autotrophs as well as root hemiparasites and
holoparasites, thus presenting a valuable model
for understanding the patterns and pathways of
evolution of parasitism (Westwood et al., 2010).
Generally, it is believed that hemiparasitism in
Orobanchaceae evolved once and was followed
by several independent origins of holoparasitism
(dePamphilis et al., 1997; Young et al., 1999).
Moreover, some members belonging to the
genera Striga, Alectra, Aeginetia or Orobanche s.l.
are noxious agricultural pests, mostly of sunflower,
nightshades, grass and legume crops, so the study
of this family is not only scientifically important but
also has practical and economic impact (Joel et
al., 2013).
Until now, several sequences have been
used for reconstructing phylogenetic patterns in
Orobanchaceae: plastid matK (Hilu and Liang,
1997; dePamphilis et al., 1997; Young et al., 1999),
rps2 (Young et al., 1999), rbcL (Manen et al., 2004),
nuclear internal transcribed spacer region (ITS)
(Schneeweiss et al., 2004a), phytochrome A (PHYA)
(Bennett and Mathews, 2006), and phytochrome B
(PHYB) (McNeal et al., 2013).
The first molecular approach to Orobanchaceae phylogeny included the sequence of plastid
gene matK commonly used in plant taxonomy (Hilu
and Liang, 1997; dePamphilis et al., 1997; Young et
al., 1999). The results showed that Orobanchaceae
s. str. is not a monophyletic group and thus its
taxonomical circumscription should be re-evaluated
(dePamphilis et al., 1997). The combination of two
plastid sequences (rps2 and matK) and an increase
of species sampling led to a re-circumscription
of the family Orobanchaceae that included
incorporation of several genera formerly placed
in Scrophulariaceae (Bremer et al., 1997; Young
et al., 1999). The newly outlined Orobanchaceae
includes Orobanchaceae s. str., hemiparasites
traditionally included in Scrophulariaceae (tribes
Buchnereae and Rhinantheae) and autotrophic
Lindenbergia (subfam. Antirrhinoideae) (Nickrent
et al., 1998; Young et al., 1999; Young and
dePamphilis, 2000; Bremer et al., 2001; Olmstead
et al., 2001; McNeal et al., 2013).
The genus Orobanche s.l., following the
comprehensive monograph of Beck (1930), has
traditionally been divided into four sections,
namely Trionychon, Osproleon, Gymnocaulis,
and Myzorrhiza. However, in recent taxonomic,
molecular, carpological and palynological
approaches, members of these sections have
been recognized again and placed in separate
genera: Orobanche L. (syn. Orobanche sect.
Osproleon Wallr., p.p. max.), Phelipanche
Pomel (syn. Orobanche sect. Trionychon Wallr.),
monotypic Boulardia F.W. Schultz (syn. O. sect.
Osproleon Wallr., p.p. min. [comprising Orobanche

latisquama (F.W. Schultz) Batt.]) and Aphyllon
Mitch. (Orobanche sects. Gymnocaulis [Aphyllon]
and Nothaphyllon [Myzorrhiza]) (e.g. Holub, 1990;
Teryokhin et al., 1993; Schneeweiss et al., 2004a,
2004b; Manen et al., 2004; Park et al., 2007a,
2007b; Schneeweiss, 2007; Carlón et al., 2008;
Joel, 2009; Joel et al., 2013; Schneider, 2016;
Domina, 2017). Some authors still recognize the
genus Orobanche s.l. in the wider sense used
previously (Chater and Webb, 1972; Kreutz, 1995;
Velasco et al., 2000; Pujadas Salvà, 2007; Pusch,
2009).
In Orobanchaceae, Orobanche L. and
Phelipanche Pomel are the largest holoparasitic
genera that comprise ca. 150–200 species (Pusch
and Günther, 2009; Schneider, 2016) which are
parasitic on roots of other vascular plants. The
family is characterized by worldwide distribution,
but the main centers of its diversity are the
Mediterranean region, western and central parts
of Asia, and North America (Pusch and Günther,
2009). Both the Caucasus and the mountains of
Central Asia are possible centers of origin of the
genus Orobanche s.l., with presence of many
endemic species (e.g., Piwowarczyk, 2015a;
Piwowarczyk et al., 2015a, 2017a, b, c). In the
central and northern parts of Europe, Orobanche
and Phelipanche comprise ~30 species, in many
cases rare, endangered or declining ones (e.g.,
Zázvorka, 1997, 2000; Pusch and Günther,
2009; Piwowarczyk and Przemyski, 2009, 2010;
Piwowarczyk et al., 2010, 2011; Piwowarczyk,
2011, 2012a-h, 2014a, b; Piwowarczyk and
Krajewski, 2014, 2015).
Orobanche s.l. is difficult for taxonomical
and phylogenetic analysis due to the lack or
strong reduction of leaves, absence of roots
(functionally replaced by haustoria) and
intraspecific variability of such features as color
or shape of the corolla. Additional problems, such
as uniformed darkening of specimens during
desiccation, increase the difficulty in labelling or
re-evaluating herbal specimens (Kreutz, 1995;
Schneeweiss et al., 2009). Otherwise, seed and
pollen micromorphology (e.g., Plaza et al., 2004;
Tsymbalyuk and Mosyakin 2013; Zare et al., 2014;
Piwowarczyk et al., 2015b; Piwowarczyk, 2013,
2015b, c), petal micromorphology (Piwowarczyk
and Kasińska, 2017) and floral volatile organic
compounds (VOC) (Tóth et al., 2016) proved to
be useful as complementary sources of taxonomic
data.
Phylogenetic relationships of geographically
dispersed species from Orobanche and
Phelipanche have been presented in several
works using DNA sequences (Manen et al., 2004;
Schneeweiss et al., 2004a; Carlón et al., 2005,
2008; Park et al., 2007b, 2008; Thorogood et
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al., 2009), ISSR (Benharrat et al., 2001) as well as
RAPD analysis (Román et al., 2003) or proteomic
data (Castillejo et al., 2009). The mentioned studies
have shown that the results of molecular analyses
do not always correspond to the frequently used
taxonomy (e.g., Beck, 1930; Novopokrovskii and
Tzvelev, 1958; Teryokhin et al., 1993).
Although molecular data frequently allow
similar taxa to be distinguished morphologically, in
some cases they do not indicate differences between
species that are distinguishable morphologically
and ecologically, or between potential host specific
parasite taxa like in the case of O. minor aggr.
(e.g., Manen et al., 2004; Thorogood et al., 2008,
2009). There are many similar examples of
problematic, variously recognized and closely
related species, particularly in areas where
species diversity is high but insufficiently known,
for example, Orobanche cernua s.l. (including
O. australiana, O. cumana or O. grenieri),
O. crenata / O. owerinii, Phelipanche mutelii /
P. nana / P. ramosa or P. aegyptiaca / P. brassicae
(e.g., Schneeweiss et al., 2004a; Carlón et al., 2005,
2008; Piwowarczyk et al., 2015a). Sometimes
it is not even known how many species can be
distinguished in a given taxon, which makes
description of phylogenetic relationships between
them even harder. In these and many other cases,
there is a need for further research (taxonomic,
morphological and ecological) in conjunction with
molecular analysis, including also novel methods
like next-generation sequencing (Schneeweiss,
2013).
The host range within Orobanchaceae is
still poorly understood and may be of little use
if primary hosts are not distinguished from
occasional hosts (Thorogood et al., 2009).
Moreover, earlier data and records are regarded
as incorrect and still need to be updated (see e.g.,
Uhlich et al., 1995; Sánchez Pedraja et al., 2016+).
Holoparasites tend towards a narrow host range,
except for a few invasive species. This ecological
specialization in Orobanche and Phelipanche
shows a significant association of host range and
life form (e.g., perennial or annual) (Schneeweiss,
2007), and may be an important driver of
speciation, similar to the case of animal parasites
(Huyse et al., 2005). Furthermore, a wide host
range may be an important parasite preadaptation
for becoming weedy. It is also interesting that such
changes are believed to be epigenetic modifications
and alternative mRNA splicing may enable new
host species to be parasitized (Schneeweiss,
2013). In addition, parasite-host relationship may
be so unique that a correctly identified host in
many cases facilitates or even enables the species
of parasite to be verified. Molecular evidence
supports the claim that the ancestor of all parasitic
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lineages in this family had a narrowed host range,
while a wide host range evolved independently at
least twice in O. minor and O. cumana (Manen et
al., 2004).
The aim of this study was to assess
phylogenetic relationships of Central European
Orobanche and Phelipanche and address
unresolved issues of their phylogeny. In our study,
nuclear sequences (ITS region) and a plastid trnLtrnF region were used. We focused on problematic
species and aggregates, taxonomy, the correct
names and types of traditional morphology-based
sections and subsections (McNeill et al., 2012:
Art. 4.1), with also recent changes, and relationship
with host ranges.

MATERIALS AND METHODS
PLANT MATERIAL

We studied samples of Orobanche and Phelipanche
of Central European species mainly from Poland,
the Czech Republic, Slovakia, and Austria. For
some species, specimens were collected in other
countries, e.g., O. mayeri in Germany, O. leptantha
and O. loscosii in Spain, O. hederae in Montenegro,
and P. caesia in Ukraine, or from Asia, e.g., O. cernua from Georgia (see supplementary Table S1).
Lindenbergia sinaica from Israel was used as an
outgroup. In each case, the host was precisely identified. In the case of most of these species, more
than one individual was investigated, often from different localities and host species, in order to assess
possible intraspecific variation. These specimens
were mostly collected in the field in 2006–2016.
Voucher information, as well as geographic origin
or GenBank accession numbers are listed in supplementary Table S1.
Plant materials newly collected are deposited in
KTC (herbarium codes according to Thiers, 2017).
Systematic division was adopted according
to Beck (1930) and Teryokhin et al. (1993),
the scheme followed, explicitly or implicitly, by
most researchers, and some recent taxonomic
contributions made conforming to McNeill et
al. (2012).
HOST ANALYSIS

The study was conducted in 2006–2016 in Central
Europe, mainly Poland, the Czech Republic,
Slovakia, Austria, with supplementary work done
in western and southern Europe. Using a gardening
shovel, the soil was exposed to the level of the
attachment of the haustoria to the root of the host.
In the case of host species with a delicate root
system, such as Galium, the soil and then roots
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were rinsed in water to observe for the presence of
haustoria. A total of ca. 400 localities were analyzed
in the field. Additionally, validated literature data
were used (e.g., Uhlich et al., 1995; Zázvorka 1997,
2000; Dakskobler et al., 2010; Pusch, 2009), and
observations were made in herbaria in Poland
(CHRZ, KRA, KRAM, KTC, KTU, LBL, LOD, POZ,
TRN, WA, WRSL), the Czech Republic (PR, PRC),
Slovakia (SAV), Germany (B, GLM), Austria (W),
and comparatively: Russia (LE), Georgia (BATU,
TBI), Armenia (ERE, ERCB), and in private
herbaria.
MOLECULAR METHODS

DNA was extracted primarily from freshly collected
and silica gel-dried material, but in a few instances
the material was obtained from herbarium
vouchers. Total cellular DNA was isolated according
to the manufacturer’s protocol using a Plant
& Fungi DNA Purification Kit (EURx).
The entire nuclear ribosomal DNA ITS region
(internal transcribed spacer 1, 5.8S ribosomal RNA
gene, internal transcribed spacer 2), later described
as ITS, was amplified using primers ITS7A (Fuertes
Aguilar et al., 1999) and ITS4 (White et al., 1990).
The tRNA-Leu (trnL) intron, the partial trnL gene,
and the intergenic spacer between the trnL 3’
exon and tRNA-Phe (trnF) gene region’s plastid
DNA (later described as trnL-trnF) were amplified
using c and f primers (Taberlet et al., 1991). Both,
nuclear and plastid, sequences were amplified as
described in Kwolek et al. (2017).
Special steps were applied in the case of
degraded DNA samples. The approach described
in Piwowarczyk et al. (2015a) with the additional
pairs of primers was used for the amplification of
the ITS regions. For the plastid trnL-trnF region
new primers were designed and used: trn-F1
(5’-RAYGAGAATAAAGATAGAGTCC-3’) and trn-R1
(5’-ATAGAGGGACTTGAACCCTC-3’). The primer
trn-R1 was used with c and trn-F1 was paired
with f. The final sequence was a combination of the
products of these two pairs of primers. The PCR
reaction composition and the program used for
obtaining the nuclear and plastid sequences from
the degraded DNA samples were as described in
Piwowarczyk et al. (2015a).
All the obtained products were sequenced
following the procedure previously described in
Piwowarczyk et al. (2015a).
PHYLOGENETIC METHODS

Information about sequences used in phylogenetic
analysis is presented in supplementary Table S1.
Most of them were obtained by us; however, a few
sequences were found in GenBank. DNA sequences

were aligned using Muscle version 3.8.425 (Edgar,
2004) and then manually corrected and trimmed.
The final alignment of the 65 sequences of ITS was
629 positions, whereas the trnL-trnF alignment
(62 sequences) was 1005 positions long. For these
sequences, Bayesian and Maximum Likelihood
phylogenetic trees were generated. As the outgroup,
sequences of Lindenbergia sinaica were used.
Bayesian phylogenetic trees were generated
using mrBayes v. 3.2.3 (Huelsenbeck and Ronquist,
2001; Ronquist and Huelsenbeck, 2003) with
the following main settings: ngen=10000000,
samplefreq=1000, nchains=4, checkfreq=100000,
diagnfreq=5000, stopval=0.01, stoprule=yes.
Substitution models (GTR+I+G for ITS and
GTR+G for trnL-trnF) were determined by the
jModelTest 2 (Guindon and Gascuel, 2003; Darriba
et al., 2012) for three schemes (JC/F81, K80/HKY,
SYM/GTR) using AIC.
For Maximum Likelihood (ML) trees, IQ-TREE
multicore version 1.5.3 (Nguyen et al., 2015)
was used with ultrafast bootstrap approximation
(2000 bootstrap replicates). Substitution models
(TIM3e+G4 for ITS and K3Pu+G4 for trnL-trnF)
were auto-determined according to BIC by
IQ-TREE.
The trees that were generated were visualized
using iTOL tool (Letunic and Bork, 2016) and
manually adjusted. ML trees contain bootstrap
values, Bayesian trees show Bayesian posterior
probabilities. These values are also mentioned in
the text when support values are described, usually
in parentheses. One value represents Bayesian
posterior probability (if not mentioned else), when
two values are presented the first one is Bayesian
posterior probability, the second is bootstrap.

RESULTS
HOST RANGE

The hosts of Orobanche and Phelipanche in
Central Europe included 102 species from
12 families. The most abundant families are
Asteraceae (39 species), Fabaceae (18), Lamiaceae
(11), Rubiaceae (11), and Apiaceae (8). Other
families contain only 1–5 host species each,
such as Solanaceae, Dipsacaceae, Brassicaceae,
Berberidaceae, Araliaceae, Cannabaceae, and
Geraniaceae (Fig. 1). The most numerous host
species are from six genera: Artemisia, Cirsium,
Centaurea, Achillea, Salvia, and Galium. Some
species of unrelated parasites may have, here, the
same host, such as O. coerulescens, O. artemisiaecampestris, P. arenaria, P. bohemica, which
parasitize Artemisia campestris, or O. elatior and
O. kochii most often parasitizing the same host
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Fig. 1. Parasites and host species. Black squares indicate preferred, gray squares occasional hosts for a given species
of parasite. Parasite species are ordered analogously to their presence in the ITS tree. Numbers near parasite species
show the total number of preferred/occasional hosts, numbers near hosts families show for how many parasites they are
preferred/occasional hosts.
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species, Centaurea scabiosa. The number of hosts
ranges from 1 to 12 species per parasite, but the
preferred number of hosts is significantly lower and
generally does not exceed 5 species (Fig. 1). Our
research has shown that with respect to host range
tolerance, parasitic species are divided into three
groups:
–
monophagous (single host species, 9 parasites):
O. artemisiae-campestris, O. coerulescens,
O. hederae, O. lucorum, O. mayeri, O. picridis,
O. salviae, P. arenaria, P. bohemica;
–
oligophagous (hosts from one genus, rarely
one family, 16 parasites): O. alba subsp. alba,
O. alba subsp. major, O. alsatica, O. bartlingii, O. caryophyllacea, O. elatior, O. flava,
O. gracilis, O. kochii, O. lutea, O. minor,
O. pancicii, O. pallidiflora, O. reticulata,
O. teucrii, P. caesia, P. purpurea;
–
polyphagous (hosts from various families, 3 parasites): O. crenata, O. cernua s.l., P. ramosa.
On the other hand, a given host species in
most cases is parasitized by only one species of
parasite. There are some exceptions, among which,
previously mentioned Artemisia campestris, which
has four parasites, is the most striking one.
PHYLOGENY

Phylogenetic trees obtained for Bayesian and
Maximum Likelihood methods for a given sequence
type were mostly the same, and the differences
did not significantly influence taxonomical
relationships. For this reason, we present here
Bayesian trees (Figs. 2, 3); however, some remarks
to ML trees (that are available in supplementary
Figures S1 and S2) are mentioned below.
In the studied species of Phelipanche and
Orobanche, clearly separated clades (1.0) are
formed (Figs. 2, 3) which are described below.
PHELIPANCHE POMEL

Phelipanche purpurea and P. bohemica have ITS
sequences divergent enough to clearly distinguish
these species (1.00). However, the trnL-trnF region
is much less variable. Both, together with P. arenaria
and P. caesia, are included in the section Arenariae
by Teryokhin et al. (1993), which is not separated
from the section Phelipanche represented here
by P. ramosa. Although in the ITS tree P. ramosa
seems to be closer to P. caesia and P. arenaria
(0.90) than these two species to other members
of the section Arenariae, the trnL-trnF tree shows
a closer relationship to P. purpurea and P. bohemica
(0.98). On both trees, the series Purpureae of the
section Arenariae (P. purpurea and P. bohemica) is
grouped in one clade (1.00). The series Arenariae
(P. arenaria, P. caesia) and series Purpureae

(P. purpurea, P. bohemica) are separated on the
ITS tree. However, on the trnL-trnF tree P. caesia is
located closer to the species of the series Purpureae
and Phelipanche (P. ramosa) than to ser. Arenariae
(P. arenaria), but with low support (0.73).
OROBANCHE L.

Regarding the problematic complex of Orobanche
alsatica aggr., we chose to study material from
Poland, Slovakia, the Czech Republic, and
Germany (supplementary Table S1), of O. alsatica
(four localities: three on Peucedanum cervaria
[Cervaria rivini] and one on Seseli osseum),
O. bartlingii (five localities: four on Seseli
libanotis, one on S. osseum), and O. mayeri (three
localities on Laserpitium latifolium). It turned
out that O. mayeri is clearly distinct in relation to
O. alsatica and O. bartlingii, and is much closer
to species like O. flava. Sequences of O. mayeri
from Germany (locus classicus) and Poland are
the same. The analyzed samples of O. alsatica and
O. bartlingii are in a very close relationship and
only on the ITS tree these species are separated
(1.00).
The results of analysis of four (ITS) or three
(trnL-trnF) localities of O. pallidiflora parasitizing
different hosts (Cirsium arvense, C. oleraceum
and Carduus personata) and two localities of
O. reticulata (on Carduus glaucinus) showed the
close relationship of these two species (1.00). On
ITS tree the separation of these two species is
rather weak (0.62), in the case of the trnL-trnF
tree, one specimen of O. pallidiflora (KY484497) on
C. personata seemed to be closer to O. reticulata
(0.99) than to other specimens of its own species.
Orobanche elatior and O. kochii were placed
on separate branches, which clearly confirms that
they can be treated as separated species. Moreover,
on the ITS tree, the latter species seems to be closer (0.90) to the members of the subsect. Minores
– O. picridis, O. artemisiae-campestris and subsect. Speciosae – O. crenata, than to the first one
(Fig. 2). On the other hand, molecular results show
that O. leptantha (from Spain) is very closely related to O. elatior (1.00). The phylogenetic position of
O. ritro in trnL-trnF sequences displayed a similarity to O. kochii (1.00) (Fig. 3).
Two subspecies of O. alba (two localities of
subsp. alba parasitizing Thymus pulegioides and
one of subsp. major on Salvia verticillata) show
some differentiation in their sequences. However,
whereas on the ITS tree one specimen of subsp. alba
is closer to subsp. major than the others of subsp.
alba, on the trnL-trnF tree subsp. alba is separated
from subsp. major on a distinct branch (0.98).
We also analyzed some examples of other
poly-/oligophagous species, parasitizing different
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Fig. 2. Rooted Bayesian phylogenetic trees constructed for ITS sequences. As an outgroup, Lindenbergia sinaica was
used. Numbers near branches show Bayesian posterior probabilities. The bar represents the amount of genetic change
(nucleotide substitutions per site).
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Fig. 3. Rooted Bayesian phylogenetic trees constructed for trnL-trnF sequences. As an outgroup, Lindenbergia sinaica
was used. Numbers near branches show Bayesian posterior probabilities. The bar represents the amount of genetic
change (nucleotide substitutions per site).
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hosts, like O. caryophyllacea (Galium mollugo,
G. odoratum, G. boreale), or P. ramosa (Nicotiana
tabacum, Lycopersicon esculentum [Solanum
lycopersicum]). Generally, there was not a clear
differentiation between samples from different plants
of the same species that parasitize different hosts.
The phylogenetic position of O. gracilis (sect.
Orobanche subsect. Cruentae) on the presented
trees seems to be rather unclear. On the trnL-trnF
Bayesian tree, it is, as well as O. cernua and
O. coerulescens which belong to the section
Inflatae, outside the branch containing the rest of
Orobanche species. On the ML tree the situation
is similar, but these three species are grouped on
a common branch (76) with O. gracilis placed
closer to O. coerulescens (83). ITS trees suggest
that O. gracilis is closest to O. foetida (1.00, 100)
and these two species form a common branch with
O. lutea but with rather weak support (0.60, 71).
Although the sequences used in the studies do
not allow all taxonomic problems to be resolved
in the subsection Minores (O. minor, O. picridis,
O. artemisiae-campestris), some interesting
conclusions can be made: i) trnL-trnF tree allows
O. picridis to be distinguished from the rest of
species, however with weak support (0.89), ii) the
ITS tree shows that O. crenata (subsect. Speciosae)
is clustered with the subsect. Minores (0.93), iii)
O. hederae (sect. Inflatae, subsect. Hederae) is
grouped on both trees with the subsection Minores
(1.00) in accordance with Beck’s ideas (1890:
228 “trib.”; 1930: 167 “Grex”) and not with other
species of the section Inflatae, where it is placed
erroneously in the authors’ opinion, according to
Teryokhin et al. (1993).

DISCUSSION
This study is the first one to present phylogenetic
relationships between all Orobanche and
Phelipanche species that are found in Central
Europe. Moreover, in most cases we examined
more than one locality of a species to study possible
intraspecific genetic differentiation in relationships
to their hosts and origin. Most of the specimens
used in the study were newly collected in central
European countries. However, in some cases,
when they were not accessible for us, samples
from other countries, herbaria specimens or data
from GenBank were used. Also some sequences of
species from other regions were added to clarify
phylogenetic relationships.
Most of the molecular studies involving
genetic sequences (dePamphilis, 1997; Young et
al., 1999; Schneeweiss et al., 2004a), chromosomes
(Schneeweiss et al., 2004b), and protein data
(Castillejo et al., 2009) support the division
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between Orobanche and Phelipanche. In contrast,
analyses of rbcL (Manen et al., 2004) and volatile
organic compounds (Tóth et al., 2016) suggest that
Phelipanche and Orobanche should not be divided
into separate clades.
In the present study, two different sequences
(ITS and trnL-trnF) were used to resolve some
taxonomical and phylogenetic problems of
Central European Orobanche and Phelipanche.
Phylogenetic trees gave similar results in most
cases, although in some instances only one of them
could shed light on some of the problems and
in others they gave inconsistent results for some
Central European species (e.g., O. gracilis).
Phylogenetic trees show two clearly separated
clades, in terms of the number of species: large
Orobanche and smaller Phelipanche. Due to this,
the trnL-trnF tree seems not to support, at least for
the species studied, the hypothesis of Park et al.
(2007a) that this sequence was transferred together
with a fragment of (or complete) plastid genome by
the horizontal gene transfer process.
The genus Phelipanche in Central Europe, in
contrast to, e.g., the western and central Asia and
the Mediterranean, contains only 5 species from
the section Phelipanche and two traditionally
recognized subsections (Phelipanche and
Trionychon [Arenariae]). The genus Orobanche,
according to Teryokhin et al. (1993), represents the
largest genus with about 23 representatives of two
sections and several subsections: section Inflatae
with subsection Coerulescentes and Hederae, and
section Orobanche with six subsections: Curvatae
(Piwowarczyk et al., 2017c), Minores, Orobanche,
Glandulosae, Speciosae and Cruentae.
We focused on phylogenetic relationships
regarding problematic species and aggregates,
recent taxonomic changes, and the impact of
host range. The most important ambiguities are
discussed below.
Phelipanche Pomel in Bull. Soc. Sci. Phys. Algérie
11: 102 (1874)
Type: Orobanche ramosa L. (syn. Phelipanche
ramosa (L.) Pomel) (Tzvelev 1981: 325)
According the classical taxonomy based on
morphological characters, the genus we now call
Phelipanche was usually divided into two parts
on the basis that the stem was either simple or
branched (e. g., Reuter, 1847; Beck, 1890; Beck,
1930), later Novopokrovskii and Tzvelev (1958)
treated these parts as subsect. Holoclada (“holo-”,
stem simple) and Pleioclada (“Pleio-”, stem
branched). Likewise, Andary (1994), according
to his morphological, cytological and biochemical
studies, also divides it into two parts (subsections
Ramosae and Arenariae), although previously,
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Teryokhin et al. (1993) had established new
sections using different morphological characters.
We now give the correct names of these sections
conforming to McNeill et al. (2012), additionally,
we take care especially of the problem of some
aggregates indicated above.
Phelipanche sect. Trionychon (Wallr.) Piwow.
& Ó. Sánchez, comb. nov.
Basionym: Orobanche sect. Trionychon Wallr.,
Sched. Crit.: 314 (1822).
Type (designated here): Orobanche comosa Wallr.
[lectotype PR 11757, syn. Phelipanche arenaria
(Borkh.) Pomel] (Skočdopolová & Chrtek 2008: 26)
Syn. Phelypaea sect. [“I”] Trionychon (Wallr.)
C.A. Mey. in Ledeb., Fl. Altaica 2: 460 (1830);
Orobanche sect. Holoclada Novopokr. in Bot.
Mat. Gerb. Bot. Inst. AN SSSR 13(1): 305 (1950);
Phelipanche sect. Arenariae Teryokhin in Opred.
Zarazikhovykh Fl. SSSR: 43 (1993), nom. superfl.;
Phelipanche sect. Holoclada (Novopokr.) Tzvelev in
Novosti Sist. Vyssh. Rast. 46: 200 (2015) (Tzvelev
2015: 200)
Note: We prefer to avoid displacing this
traditional well-established name for the section
because it is the widely used and earliest available
name in that rank (McNeill et al. 2012: Art. 11).
Wallroth based his new section on two main taxa
(O. comosa Wallr. and O. ramosa L.), one of them
was new and described by Wallroth as well and
corresponds better with the original description
of Wallroth section (e.g., “Antherae pilosae”
(Wallroth, 1822) and “Scapus simpliciusculus”
(Wallroth, 1825)). Consequently, the Wallroth taxon
is chosen by us as the type of his new section.
In addittion, the Linnean species is the type of
genus Phelipanche Pomel (see above) and its
autonym P. sect. Phelipanche, the other traditional
section which has been used by the authors for
the branched species of this genus following the
ideas of Reuter (1847), Beck (1890), Beck (1930),
Novopokrovskii and Tzvelev (1958).
Phelipanche ser. Purpurea Teryokhin in Opred.
Zarazikhovykh Fl. SSSR: 43 (1993)
Type: Phelipanche purpurea (Jacq.) Soják
Phelipanche purpurea / P. bohemica
Phelipanche bohemica (Čelak.) Holub was
described from the Czech Republic as a separate
species by Čelakovský (1879). However, it was
later classified at different taxonomic ranks within
P. purpurea, e.g., as a variety by Hayek (1914), Beck
(1930), a subspecies by Zázvorka (2000), Cárlon et
al. (2008), and a species by Holub (1979), Holub
and Zázvorka (1999), Pusch (2006), Pusch and
Günther (2009), Piwowarczyk (2012b).

Previous morphological, ecological (e.g., Pusch,
2006; Piwowarczyk, 2012b) and molecular (Carlón
et al., 2005; Schneeweiss et al., 2004a) differences
suggest that P. bohemica is a separate species. It
parasitizes only Artemisia campestris, unlike
P. purpurea s. str., which infects mainly Achillea sp.
In the Czech Republic, the stability of host choice
by these two taxa was reported (Zázvorka, 1989).
Furthermore, it is also confirmed by laboratory
culture (Pusch, 2006) and observations from
Poland (Piwowarczyk, 2012b). Moreover, the seeds
of P. bohemica are characterized by smaller and
thinner cell walls and by different sculpture of the
fibrilla than for P. purpurea (Piwowarczyk, 2015c).
Additionally, palynological analysis also showed
auxiliary micromorphological differences between
these taxa (Piwowarczyk et al., 2015). Our study
shows that whereas the trnL-trnF tree does not
separate these species, the ITS tree shows a clear
difference between P. bohemica and P. purpurea.
Moreover, in this case differences between
sequences are visible in 14 positions. Due to this,
we suggest that these two taxa should be rather
regarded separate species.
Orobanche L., Sp. Pl.: 632 (1753)
Type: Orobanche major L. [lectotype BM
000646202, syn. O. caryophyllacea Sm.]
(Brummitt 2000: 263)
Orobanche sect. Orobanche
Orobanche subsect. Glandulosae Teryokhin in
Opred. Zarazikhovykh Fl. SSSR: 38 (1993) (McNeill
et al., 2012: Art. 46.4). Syn. Orobanche trib.
Glandulosae Beck in Biblioth. Bot. 19: 135 [208]
(1890), nom. inval. (McNeill et al., 2012: Art. 37.6)
Type: Orobanche alba Stephan ex Willd.
Orobanche pallidiflora / O. reticulata
Orobanche pallidiflora Wimm. & Grab. (subsect.
Glandulosae) was described from Poland in 1829
from Koberwitz /Kobierzyce/ (KIEL). O. pallidiflora
is differently classified in various studies: as
a separate species (e.g., Novopokrovskii and
Tzvelev, 1958; Kreutz, 1995; Piwowarczyk et
al., 2010; Tzvelev, 2015) or within O. reticulata
Wallr., either as synonym or with different ranks
(e.g., Chater and Webb, 1972; Zázvorka, 1997,
2000; Pusch, 2009). These oligophagous taxa
prefer various species of the genera Cirsium
and Carduus (supplementary Table S1), while
O. pallidiflora has a broader lowland host range.
However, O. reticulata and O. pallidiflora differ in
morphology, habitat and altitudinal ranges as well
as host preferences (Kreutz, 1995; Piwowarczyk et
al., 2010). Furthermore, a recent study of pollen
grains showed that O. pallidiflora has thinner
exine and smaller equatorial and polar axes than
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O. reticulata, along with differences in sculpture
(Piwowarczyk et al., 2015b). Seed micromorphology
analysis also showed significant differences
between O. pallidiflora and O. reticulata;
O. reticulata differs from O. pallidiflora by
smaller seeds and cells, a distinctly thicker wall,
and a greater perforation diameter by a factor of
even 2 or 3. Additionally, comparison of seeds of
O. pallidiflora parasitic on Carduus personata and
Cirsium arvense, showed only subtle differences
(Piwowarczyk, 2015c).
The altitudinal gradient can cause ecological
variability in the morphology of O. pallidiflora,
especially in color, and may result in the selection
of different hosts that are also related to specific
altitudinal ranges. The locality in the Western
Bieszczady Mts. is the highest Polish site of
the occurrence of O. pallidiflora (on Carduus
personata) recorded so far (995-1205 m a.s.l.). The
sample collected there, in the case of the trnL-trnF
tree, seems to be closer to more mountainous
O. reticulata (Fig. 3) than to the rest of the samples
belonging to the same species.
Sequence analysis of O. pallidiflora parasitizing three different hosts (Cirsium arvense, C. oleraceum and Carduus personata) and of O. reticulata (on Carduus glaucinus) did not result in clear
separation of these two species (Fig. 2, 3). Interspecific differentiation was comparable to differences
between specimens from the same species (especially in the case of O. reticulata) and were visible
only for a few nucleotides. Accordingly, we suggest
that these two taxa should be considered ecological
forms of a single species (Fig. 2, 3).
Orobanche alba
Orobanche alba Stephan ex Willd. (subsect.
Glandulosae) is a very polymorphic species
– almost 30 infraspecific taxa with different
taxonomic value have been described, differentiated
in morphometric traits, color, and preferred hosts
(e.g., Beck, 1890, 1930).
In Central Europe, two subspecies are
traditionally distinguished: subsp. alba, which
here parasitizes Thymus, and subsp. major
(Čelak.) Zázvorka, which parasitizes mainly Salvia
(Kirschner and Zázvorka, 2000; Pusch, 2009;
Piwowarczyk, 2012a, supplementary Table S1).
Orobanche alba subsp. major was described
by Čelakovský (1871) as O. epithymum DC. var.
major Čelak. Next, Beck (1890, 1930) listed it
as O. alba f. maxima, and later Zázvorka (in
Kirschner and Zázvorka, 2000; Zázvorka, 2000)
classified it as a subspecies, O. alba subsp. major
(Čelak.) Zázvorka.
Molecular results did not clearly explain the
relationships between subspecies of O. alba, the
differences were small and ambiguous.
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Conversely, seed analysis showed some
differences relating to perforation diameter, cell
length and wall width, all of which were greater in
subsp. major (Piwowarczyk, 2012a; Piwowarczyk,
2015c). Additionally, palynological analysis also
revealed auxiliary micromorphological differences;
subsp. alba has a thicker exine and larger
equatorial and polar axes, with differences in
sculpture (Piwowarczyk et al., 2015b). We suggest
that these two taxa should be considered ecological
forms of a single species.
Orobanche subsect. Minores Teryokhin in
Opred. Zarazikhovykh Fl. SSSR: 39 (1993). Syn.
Orobanche trib. Minores Beck in Biblioth. Bot.
19: 135 [228] (1890), nom. invalid. (McNeill et
al., 2012: Art. 37.6)
Type: Orobanche minor Sm.
Representative species: O. minor, O. picridis,
O. artemisiae-campestris
Species belonging to the central European representatives of subsection Minores (O. artemisiaecampestris, O. minor, O. picridis) are clearly distinguished from other sections on their morphological
and also micromorphological basis, e.g., perforation
diameter of seed epidermis, which is the smallest
in that group (except subsection Speciosae), usually
not more than 2 μm (Piwowarczyk, 2015c). However,
molecular differences between species in this subsection, unfortunately, are not so clear.
In previous studies, neither nuclear ITS
(Schneeweiss et al., 2004a) nor plastid rbcL
sequences (Manen et al., 2004) revealed separation
of O. picridis and O. artemisiae-campestris from
O. minor, although RFLP analysis of the rbcL was
able to distinguish between two groups of species:
A) O. amethystea, O. hederae and B) O. minor,
O. artemisiae-campestris (Benharrat et al., 2000).
Additionally, the presence of host-specific molecular
markers might suggest additional cryptic species
or host-driven allopatric speciation in O. minor
(Thorogood et al., 2008, 2009). It was suggested
that O. artemisiae-campestris might be only one
of many “races”, within the morphologically very
variable O. minor, which is apparently defined
mainly by its host (Manen et al., 2004), likewise
O. picridis. Although our results show that
trnL-trnF sequences indicate some degree of
separation of O. picridis (by three substitutions)
from two other species of the subsection Minores,
it is rather weakly supported. Moreover, O. hederae
(which is surprisingly regarded a member of the
Inflatae section, following Teryokhin et al., 1993)
is clustered on ITS and trnL-trnF trees with species
belonging to Minores, supporting the supposition
that these species are relatives. Similar results
were obtained by Benharrat et al. (2000) using
RFLP on the rbcL. Generally, O. crenata, which is
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usually placed in the subsection Speciosae, was
not separated from the subsection Minores (ITS)
where it should be included. Additional studies
are needed to better understand this group of
traditional species.
Orobanche subsect. Orobanche
Orobanche ser. Orobanche
Orobanche caryophyllacea
Orobanche caryophyllacea is oligophagous and
parasitizes species of the family Rubiaceae. In
Central Europe, it mostly occurs on G. mollugo
aggr., rarely on other species of Galium (incl.
Asperula) and Cruciata (Piwowarczyk, 2012c,
2014a; Piwowarczyk et al., 2011, supplementary
Table S1). O. caryophyllacea Sm. [= O. major L.]
is the type of the genus Orobanche L. (Brummitt,
2000: 263) and subsection Orobanche according
to McNeill et al. (2012: Art. 22), but it was placed
in the subsection Galeatae by Teryokhin (1993),
partially following the ideas of Beck (1890, 1930),
with other central European representatives like
O. teucrii and O. lutea. The results obtained from
phylogenetic analysis show that O. caryophyllacea
and O. teucrii are more closely related than both
these species to O. lutea (Figs. 2, 3). Based on this,
it might be more appropriate to reserve this series
only for O. caryophyllacea and O. teucrii, leaving
out other species placed here by Teryokhin (1993),
who had already placed outside two other species
(O. gamosepala Reut. [O. sect. Gamosepalae
Teryokhin] and O. macrolepis Coss. [Boulardia
latisquama F.W. Schultz]) included by Beck (1890)
in his “trib.” Galeatae.
The plants of O. caryophyllacea parasitizing
Galium mollugo, G. boreale and G. odoratum did
not show any differences in either ITS or trnL-trnF
sequences (Figs. 2, 3).
Orobanche subsect. Curvatae (Beck) Piwow.,
Ó. Sánchez & Moreno Mor. (Piwowarczyk et
al., 2017c). Syn. Orobanche [unranked] Curvatae
Beck in Halácsy & Braun, Nachtr. Fl. NiederÖsterr.: 128 (1882) (McNeill et al., 2012: Art. 21.4
and 37.3 Ex. 4; Piwowarczyk et al., 2017c)
Type: Orobanche elatior Sutton (Piwowarczyk et
al., 2017c)
Orobanche ser. Curvatae Piwow., Ó. Sánchez
& Moreno Mor. (Piwowarczyk et al., 2017c).
Syn. Orobanche ser. Orobanche sensu Teryokhin
in Opred. Zarazikhovykh Fl. SSSR: 40 (1993), non
Orobanche L. ser. Orobanche
Membrana cellularis exterior (cellula epidermatis
pericarpi) cum dentibus [“Outer epidermis of
pericarp consists of the cells with large toothlike thickenings at the surface of outer tangential

cell walls” (Teryokhin 1997: 18, sub “Seria 2.
Orobanche”)] (McNeill et al., 2012: Art. 39).
Type: type of subsection
Orobanche elatior aggr.
The species parasitizing mainly Centaurea L.
in central Europe was previously considered as
O. elatior s.l. [= O. major auct., non L.] but it is
now recognized as two distinct species, O. elatior
Sutton and O. kochii F.W. Schultz) (Zázvorka,
2010). Centaurea scabiosa is here the main host of
O. kochii, which rarely parasites other Centaurea
s.l. (incl. Cyanus, Psephellus, Rhaponticoides)
or Echinops sp.; O. elatior mainly parasitizes
C. scabiosa (Piwowarczyk and Krajewski, 2015 and
cited references, supplementary Table S1).
However, this separation was quite clear in
Central Europe, but more complicated in other
areas, especially in the southwestern Europe. In
the recent taxonomic treatment, it was preferred to
consider other related to O. elatior Mediterranean
taxa like O. leptantha Pomel (syn. O. icterica
Pau) and O. loscosii L. Carlón & al. (syn. O. ritro
auct. hisp.) as separate species, having different
morphological characters and host plants (Sánchez
Pedraja et al., 2016+). The molecular similarity of
O. elatior and O. leptantha may support the view
that they are very closely related, although they
always parasitize different host plants and their
habitat is very different.
Apart from this, O. ritro Gren. (= O. major f.
ritro (Gren.) Beck, O. major var. ritro (Gren.) Willk.,
O. major subsp. ritro (Gren.) Bonnier), is a yellow
form that was previously considered a separate
species which parasitizes Echinops (Grenier, 1853).
However, this was not the case of O. echinopis
Pančić (O. salviae subsp. echinopis (Pančić) Nyman;
O. major f. typica Beck), another typical color
taxon described as parasitizing Echinops (Beck,
1890: 170, 1930: 250). It is known from scattered
areas in western, central and southern Europe
to the southwestern part of European Russia
(Piwowarczyk in Nobis et al., 2014) and Crimea,
and on the Crimean Peninsula it also seems to be
parasitic on Ptilostemon echinocephalus [Cnicus
echinocephalus], which is apparently a new host
for this species. Some botanists treated O. ritro as
a synonym for O. major or O. elatior (e.g., Chater
and Webb, 1972). Recently, Pujadas Salvà (2012)
reinstated its species rank as O. ritro. Carlón et
al. (2011) used O. loscosii to name the Iberian plants,
with reddish stigma, identified as O. ritro. However,
Pujadas Salvà (2013) claims that this species should
be included among the synonyms for O. ritro.
Zázvorka (2010) or Sánchez Pedraja et al. (2016+)
includes O. ritro and O. echinopis as a synonym of
O. kochii, which seems to be more reasonable.
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Molecular analyses indicated that O. elatior is
clearly separated from O. kochii and is closest to
O. leptantha (ITS sequences of both species are
identical).The phylogenetic position of O. ritro and
O. loscosii remains unclear due to insufficient data.
Seed analysis also showed a significant
difference in epidermis perforation diameter,
which is three times larger in O. elatior s. str.
than in O. kochii (Piwowarczyk and Krajewski,
2015; Piwowarczyk, 2015c). Furthermore, seed
characters, especially epidermis perforation
diameter, place O. kochii closer to the species of
subsections Minores and Speciosae than to those
of section Curvatae (Piwowarczyk, 2015c). This is
supported by the ITS tree, but not by the trnL-trnF
one, so genetic analysis cannot resolve the problem
(Figs. 2, 3). Palynological analysis also showed less
significant, subtle differences between these species
(Piwowarczyk et al., 2015b).
Orobanche ser. Alsaticae Teryokhin in Opred.
Zarazikhovykh Fl. SSSR: 39 (1993)
Orobanche alsatica aggr.
To the best of our knowledge, until now, no
molecular phylogenetic analysis has been used
for resolving taxonomical relationships in the
problematic complex O. alsatica aggr. (Zázvorka,
1997).
Our research concerned the central European
representatives of the aggregate, parasitizing
Apiaceae species, including O. alsatica Kirschl.,
s. str. [= var. typica Beck, nom. illeg., subsp.
alsatica; parasitizing mainly Peucedanum cervaria,
rarely P. alsaticum or Seseli osseum], O. bartlingii
Griseb. [= var. libanotidis (Ruprecht) Beck,
subsp. libanotidis (Ruprecht) Tzvelev; parasitizing
Seseli libanotis much more rarely other Seseli
sp.] and O. mayeri (Suess. & Ronniger) Bertsch
& F. Bertsch [= var. mayeri Suess. & Ronniger,
subsp. mayeri (Suess & Ronniger) C.A.J. Kreutz;
parasitising Laserpitium latifolium, in Slovakia from
a single locality also on Pimpinella major subsp.
rhodochlamys, but this needs confirmation]. These
taxa were included in the various units, as varieties
(Beck, 1930; Süssenguth and Ronniger, 1942; Gilli
1974), subspecies (Pusch, 2009), as a complex
comprising O. alsatica (incl. O. bartlingii), with
O. mayeri as a separate species (Zázvorka,
1997, 2000). Other authors described all of them
as separate species (e.g., Bertsch and Bertsch,
1948; Kreutz, 1995; Pujadas Salvà and Gómez
García, 2000; Carlón et al., 2009; Piwowarczyk,
2011, 2012e; Piwowarczyk et al., 2014; Tzvelev,
2015). However, to this day, there is disagreement
among researchers regarding the status of all taxa
belonging to this aggregate in the whole of its area,
and sometimes they have been considered to be
conspecific (e.g., Domina and Raab-Straube, 2010).
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Orobanche mayeri was first reported from
one locality in Germany (Süssenguth and Ronniger,
1942), and it was recognized as an endemic taxon,
but later was recorded at over ten localities in
Slovakia in the Carpathians: the Low Tatra Mts,
Choč Mts and the Western Beskidy Mts in Orava
(Zázvorka, 1997), and next, from two localities in
the Pieniny Mts in Poland (Piwowarczyk, 2011).
Although O. mayeri, cited by Zázvorka (1997) from
localities from the Western Beskidy Mts (Červená
skala, Biela skala) during fieldwork (Piwowarczyk
unpublished 2013-2014, KTC, supplementary
Table S1) was not found. However, O. bartlingii
parasitizing Seseli libanotis was discovered. This is
also confirmed by our molecular analysis (Fig. 2, 3).
In the course of our research, it turned out
that O. mayeri is a distinct species, not related
to O. alsatica aggr. and ser. Alsaticae, but
much closer to the species from ser. Curvatae,
like O. flava (Fig. 2, 3), as earlier suspected by
Zázvorka (1997), in contrast to the previous
opinion. The distinctiveness of O. mayeri from
the complex of O. alsatica and O. bartlingii is also
supported by detailed micromorphological analysis
of seeds and pollen (Piwowarczyk et al., 2014,
2015b). Moreover, the latest investigations showed
that VOC clearly separates O. mayeri from
O. alsatica s.l. (Tóth et al., 2016).
Furthermore, on the ITS tree O. lucorum
and O. salviae are very similar (Fig. 2), which
suggests that these taxa diverged recently, which
might be connected with adaptation to different
hosts. Also, morphologically, especially in dry
form, they are very difficult to distinguish, so the
host-plant plays an important role in identifying
these species. It seems that in the case of this
related group of mostly mountain range habitats
species (O. lucorum, O. haenseleri, O. salviae, as
well as with O. flava and O. mayeri in herbarium
materials), a taxonomic revision, comprehensive
fieldwork, host analysis and further molecular
study are required.
The analyzed samples of O. alsatica and
O. bartlingii are in a very close relationship,
however, whereas the trnL-trnF tree does not
indicate differences between them; on the ITS
tree these species are clearly separated. Similar
results were obtained by Manen et al. (2004)
involving plastid rbcL sequence; also in that case
O. bartlingii and O. alsatica were distinguished
as two different species. Significant differences
between O. alsatica and O. bartlingii were also
shown in a work on the micromorphology of
seeds and pollen (Piwowarczyk et al., 2014). An
interesting taxon was considered by Zázvorka
(1997) as a morphotype (fewer and smaller
flowers and habit) of O. alsatica s.l. from Slovakia
(e.g., Burda plateau, rocky habitats Festucetalia
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valesiaceae, supplementary Table S1), that
parasitize Seseli osseum, and which in the course
of our studies was clearly closer to O. bartlingii
(and we use that name) than to O. alsatica s.str.
This is confirmed by morphological features, as
well as micromorphological analysis of seeds and
pollen, that clearly associate this morphotype
with O. bartlingii (Piwowarczyk et al., 2014). This
form (perhaps corresponding also to O. cervariae
var. seseli Petitm. from Lorraine in France
(Petitmengin, 1904), a parasite of S. montanum),
may be provisorily referred to as an ecologic
variant, host-related morphotype of O. bartlingii.
However, O. bartlingii in France always parasitizes
S. libanotis except this mention.
Recent surveys in Poland (Piwowarczyk, 2011,
2012c, e; Piwowarczyk et al., 2011), Slovakia and
the Czech Republic (Piwowarczyk, unpublished),
have shown that the three discussed species occur
in different phytocoenoses, on distinct hosts, have
different altitudinal distributions and differences
in their general range. Separation of O. alsatica
and O. bartlingii is difficult to accept in Moravia,
because the lowland and mountain individuals of
O. alsatica s.l. are morphologically variable, these
are the especially mentioned above morphotypes
parasitizing Seseli osseum (Zázvorka, 1997).
However, it may be questioned to what extent this
central European situation is representative for their
entire distribution areas. This includes especially
problematic and currently analyzed morphotypes
on different hosts, such as Heracleum, Prangos,
etc., especially in the Caucasus and Central Asia
(Piwowarczyk unpublished). Orobanche alsatica,
O. bartlingii, and O. mayeri are distinguished
by macromorphology (Pujadas Salvà and Gómez
García, 2000), seed and pollen micromorphology
(Piwowarczyk et al., 2014), host and habitat
preferences, and molecular differences; therefore,
they should be considered separate species.
O. bartlingii has probably two morphotypes in
central Europe, one parasitizing S. libanotis, and
the other on S. osseum (maybe other Seseli sp. too).
Orobanche sect. Inflatae (Beck) Rouy in Rouy
& Foucaud, Fl. France 11: 167 (1909)
Syn. Orobanche sect. Inflatae (Beck) Tzvelev, Fl.
Evropeiskoi Chasti SSSR 5: 328 (1981), comb.
superfl.
Type: Orobanche cernua L. (Tzvelev 1981: 328 et
2015: 212, Teryokhin 1993: 37)
Orobanche subsect. Inflatae Beck in Halácsy
& H. Braun, Nachtr. Fl. Nied.-Oest.: 124 (1882)
Representative species: O. coerulescens, O. cernua,
O. cumana

Orobanche coerulescens (O. ser. Coerulescentes
Novopokr. & Tzvelev (1958) (syn. Orobanche
trib. Coerulescentes Beck in Biblioth. Bot. 19:
133 (1890) nom. invalid. [McNeill et al., 2012:
Art. 37.6 and Art. 46.4]) and O. cernua s.l. (O. ser.
Cernua Novopokr. (1930) (McNeill et al., 2012:
Art. 22.6)) are placed on phylogenetic trees outside
the rest of Orobanche, which correlates with
some phenotypic features (such as violet color of
flowers) or tricolpatae pollen (in O. coerulescens)
(Piwowarczyk et al., 2015b) that make them
similar to Phelipanche species. O. cernua s.l.
(incl. O. cernua subsp. parviflora Kotov (1935)
[O. cernua subsp. cumana (Wallr.) Soó (1972)] and
subsp. cernua) with a wide range of distribution
and hosts is a highly polymorphic species. However,
in the studied area (as subsp. cumana [subsp.
parviflora]), it is known only from Slovakia, and
noticed on Artemisia santonicum and in cultivation
of Helianthus annuus (Zázvorka, 1997). The
differences between these two taxa/subsp. and
their hosts cannot always be easily distinguished
(Pujadas Salvà and Velasco, 2000; Piwowarczyk et
al., 2015a).
HOST RANGE

The data on host species of Orobanche s.l. from
Europe included over 800 species belonging to
280 genera and 54 families (Uhlich et al., 1995).
However, many of these data require verification,
and the currently created worldwide database of
holoparasitic Orobanchaceae is constantly being
updated (Sánchez Pedraja et al., 2016+). In some
European countries, and especially in Asia, for
most species of the genus Orobanche s.l., with
a few exceptions, the hosts was mainly reported to
the family or to the genus, sometimes not specified.
Finding hosts of particular species of parasites may
be very difficult. Frequently, they were misidentified,
because often the researchers considered the hostspecies to be the species growing closest to the
parasite. Moreover, plant configurations above
ground often do not correspond to the root systems
underground. This is mainly the case when the host
species are characterized by a strongly branched
root system that can be confused with the root
system of neighbouring species. In practice, the
shoot of a root-parasite above ground can be
located even about a meter from the above ground
shoot of the host. It has resulted in numerous
errors in the identification of species of Orobanche
and their host-plants. Precise identification of the
host clearly helps to identify species, because they
are usually in strict dependencies. Host specificity
and host-switching are probably essential in
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diversification and speciation, and may be an
important driver of the evolutionary divergence of
parasitic plants (Schneider et al., 2016).
Our results indicated that in Central Europe
there are 102 host-species from 12 families,
especially from Asteraceae, less frequently
Fabaceae, Lamiaceae, Rubiaceae, and Apiaceae
(Fig. 1), which corresponds to the most speciesrich families in the world’s flora. It seems that the
Orobanche and Phelipanche in the whole range
definitely most frequently parasitize species of the
Asteraceae family, which is also confirmed by the
present study, as well as by data from the western
hemisphere (Schneider et al., 2016) and western
Asia (Piwowarczyk unpublished). In addition,
in our recent work (Kwolek et al., 2017), we
demonstrated a host-to-parasite horizontal transfer
(HGT) of the mitochondrial atp6 gene in euroasiatic
O. coerulescens, which parasitizes Artemisia
sp. (Asteraceae). Moreover, our data suggest the
occurrence of a second HGT event from Asteraceae
to Phelipanche, and confirm that the HGT from
hosts to parasites influences mitochondrial genome
evolution in the latter (Kwolek et al., 2017).
In Central Europe, many Orobanchaceae
parasitize peculiar host, or often common species
from genera like Artemisia, Cirsium, Centaurea,
Achillea, Salvia and Galium, and some species
of unrelated parasites may parasitize the same
host-species. In the studied area, oligophagous
parasites are definitely dominant, there are far
fewer monophagous parasites, meaning taxa
with a narrow host range, and only sporadic
polyphagous parasites. It is important to note
that some species in Central Europe may be
oligophagous, such as O. minor or P. purpurea, but
in other parts of the world, with a warmer climate,
e.g., in the Mediterranean Basin or Asia, they
have a much broader range of hosts. P. ramosa,
O. crenata, O. minor or O. cumana in the warmer
regions of the world have a much larger and more
diverse range of hosts and are also a significant
threat of economic importance (Joel et al., 2013).
In contrast, in central Europe they are currently not
economically significant but the situation may be
changed in the future, due to climate warming.
The molecular and host analysis of Central
European species presented here, together with
references to systematics, as well as earlier
palynological (Piwowarczyk et al., 2015b) and
carpological studies (Piwowarczyk, 2015c) from
the same area, may help to resolve the unclear
relationships between problematic taxa and set new
questions that need future studies.

59

AUTHORS’ CONTRIBUTIONS
RP – originator of the research topic, field studies,
provision of plant material, drafting manuscript;
MD-B – study design, laboratory analysis, drafting
manuscript, data collection; GG – study design,
bioinformatic analysis, analysis presentation
and interpretation of data, drafting manuscript;
DK – study design, laboratory analysis, analysis
and interpretation of data, drafting manuscript;
ÓSP – correction and critical revision of
manuscript; PM – drafting manuscript, ideas about
presentation of data; MC – laboratory analysis,
drafting manuscript; AJJ – critical revision of
manuscript.

ACKNOWLEDGEMENTS
The authors thank the curators of herbaria and
other people who kindly made their data on
the species available. We are also grateful to our
colleagues for the assistance during field studies.
Special thanks are due to Jiri Zázvorka for valuable
comments and for several years of discussion and
inspiration. We also thank Holger Uhlich, Łukasz
Krajewski, Mateusz Wolanin, Michał Smoczyk and
Paweł Pluciński for some samples (supplementary
Table S1). Two reviewers are also thanked for their
helpful comments on the manuscript.
This work was partially supported (field
study) by the Polish State Committee for Scientific
Research (KBN grant no. NN303357733 (2008–
2009), NN303551939 (2010–2013) and Principal
Research Project 612419 (2014–2017) for Renata
Piwowarczyk, and (molecular study) statutory
research funds (K/DSC/002305) of the Institute
of Botany, Faculty of Biology and Earth Sciences,
Jagiellonian University, Cracow, Poland.

REFERENCES
ANDARY C. 1994. Chemotaxonomical study of the genus
Orobanche. In: Pieterse AH, Verkleij, JAC, and Borg
SJ ter [eds]. Biology and management of Orobanche.
Proceedings of the International Workshop on
Orobanche and Related Striga Research. Amsterdam,
The Netherlands, Royal Tropical Institute, pp. 121–126.
BECK G. 1882. Die nieder-österreichischen Orobanchen. In:
Halácsy E, and Braun H. [eds], Nachträge zur Flora von
Nieder-Oesterreich, 114–137. Wien.
BECK G. 1890. Monographie der Gattung Orobanche. In:
Luerssen C, and Haenlein FH. [eds], Bibliotheca
Botanica, IV.3 (Heft 19), 1–275. Verlag von Theodor
Fischer, Cassel.
BECK G. 1930. Orobanchaceae L. In: Engler A. [ed.], Das
Pflanzenreich IV, 261 (Heft 96), 1–348. Verlag von
Wilhelm Engelmann, Leipzig.

60

Piwowarczyk et al.

BENHARRAT H, DELAVAULT P, THEODET C, FIGUREAU C, and
THALOUARN P. 2000. rbcL plastid pseudogene as a tool
for Orobanche (subsection Minores) identification. Plant
Biology 2: 34–39. DOI: 10.1055/s-2000-9457
BENNETT JR, and MATHEWS S. 2006. Phylogeny of the parasitic plant family Orobanchaceae inferred from phytochrome A. American Journal of Botany 93: 1039–1051.
DOI:10.3732/ajb.93.7.1039
BENHARRAT H, VERONESI C, THEODET C, and THALOURAN P. 2001.
Orobanche species and population discrimination using
intersimple sequence repeat (ISSR). Weed Research 42:
470–475. DOI: 10.1046/j.1365-3180.2002.00305.x
BERTSCH K, and BERTSCH F. 1948. Flora von Württemberg
und Hohenzollern. Zum Gebrauch auf Wanderungen.
In: Bertsch K, and Bertsch F. [eds], Schulen und
beim Selbstunterricht. Ed. 2. Wissenschaftliche
Verlagsgesellschaft, Stuttgart, Germany.
BREMER K, BACKLUND A, SENNBLAD B, SWENSON U, ANDREASEN K,
HJERTSON M, LUNDBERG J, BACKLUND M, and BREMER B.
2001. A phylogenetic analysis of 100, genera and 50,
families of euasterids based on morphological and
molecular data with notes on possible higher level
morphological synapomorphies. Plant Systematics and
Evolution 229: 137–169. DOI: 10.1007/s006060170009
BREMER B, BREMER K, HEIDARI N, ERIXON P, OLMSTEAD RG,
ANDERBERG AA, KALLERSJO M, and BARKHORDARIAN E.
2002. Phylogenetics of asterids based on 3 coding and
3 non-coding chloroplast DNA markers and the utility of
non-coding DNA at higher taxonomic levels. Molecular
Phylogenetics and Evolution 24: 274–301.
BRUMMITT RK (Secretary). 2000. Proposals to Conserve or Reject.
Report of the Committee for Spermatophyta: 49. (1318)
To reject Orobanche major L. (Orobanchaceae). Proposed
by Turland N, and Rumsey F. in Taxon 46: 787–789
(1997). Votes: 12: 0 (recommended). Taxon 49: 263.
CARLÓN L, GÓMEZ CASARES G, LAÍNZ M, MORENO MORAL G,
SÁNCHEZ PEDRAJA Ó and SCHNEEWEISS GM. 2005. Más,
a propósito de algunas Orobanche L. y Phelipanche
Pomel (Orobanchaceae) del oeste del Paleártico.
Documentos del Jardín Botánico Atlántico (Gijón) 3:
1–71.
CARLÓN L, GÓMEZ CASARES G, LAÍNZ M, MORENO MORAL G,
SÁNCHEZ PEDRAJA Ó, and SCHNEEWEISS GM. 2008. Más,
a propósito de algunas Phelipanche Pomel, Boulardia F.
W. Schultz y Orobanche L. (Orobanchaceae) del oeste del
Paleártico. Documentos del Jardín Botánico Atlántico
(Gijón) 6: 1–128.
CARLÓN L, GÓMEZ CASARES G, LAÍNZ M, MORENO MORAL G, and
SÁNCHEZ PEDRAJA Ó. 2009. Distribución de Orobanche
bartlingii Griseb. (Orobanchaceae) en los Pirineos
y otros datos. Yesca 21: 15–24.
CARLÓN L, LAÍNZ M, MORENO MORAL G, and SÁNCHEZ PEDRAJA Ó.
2011. A new species (Orobanche loscosii), a prioritary
name for O. icterica (O. leptantha) and a new member
of the Spanish flora (O. elatior). Flora Montiberica 48:
89–101.
CASTILLEJO MA, FERNÁNDEZ-APARICIO M, SATOVIC Z, and
RUBIALES D. 2009. Comparative proteomic analysis of
Orobanche and Phelipanche species inferred from
seed proteins. Weed Research 49(1): 81–87. DOI:
10.1111/j.1365-3180.2009.00747.x

CHATER AO, and WEBB DA. 1972. Orobanche. In: Tutin TG,
Heywood VH, Burges NA, Moore DM, Valentine DH,
Walters SM, and Webb DA. [eds], Flora Europaea. Vol. 3,
286–293, Cambridge University Press, Cambridge.
CUSIMANO N, and WICKE S. 2016. Massive intracellular gene
transfer during plastid genome reduction in nongreen
Orobanchaceae. New Phytologist 210(2): 680–693. DOI:
10.1111/nph.13784
ČELAKOVSKÝ L. 1871. Prodromus der Flora von Böhmen. 2:
955, Praha.
ČELAKOVSKÝ L. 1879. Ueber eine neue oder verkannte
Orobanche. Österreichische botanische Zeitschrift 29:
361–364.
DAKSKOBLER I, VREŠ B, and PUSCH J. 2010. Orobanche pancicii
Beck, a new species to the flora of Slovenia. Hacquetia
9(2): 171–176. DOI: 10.2478/v10028-010-0008-9
DARRIBA D, TABOADA GL, DOALLO R, and POSADA D. 2012.
jModelTest 2: More Models, New Heuristics and Parallel
Computing. Nature Methods 9(8): 772. DOI: 10.1038/
nmeth.2109
DEPAMPHILIS CW, YOUNG ND, and WOLFE AD. 1997. Evolution
of plastid gene rps2 in a lineage of hemiparasitic and
holoparasitic plants: many losses of photosynthesis and
complex patterns of rate variation. Proceedings of the
National Academy of Sciences of the United States of
America 94: 7367–7372.
DOMINA G. 2017. Phelipanche, 92-94. In: Raab-Straube von
E, Raus T. [eds], Euro+Med-Checklist Notulae, 7.
Willdenowia 47: 89–96. DOI: 10.3372/wi.47.47112
DOMINA G, and RAAB-STRAUBE E. 2010. Orobanche bartlingii.
Orobanchaceae. In: Euro+Med Plantbase – the information resource for Euro-Mediterranean plant diversity.
Published on the Internet, URL: http://ww2.bgbm.org/
EuroPlusMed/ (accessed 8 Apr 2017).
EDGAR RC. 2004. MUSCLE: multiple sequence alignment
with high accuracy and high throughput. Nucleic Acids
Research 32(5): 17921797. DOI: 10.1093/nar/gkh340
FUERTES AGUILAR J, ROSSELLÓ JA, and NIETO FELINER G. 1999.
Molecular evidence for the compilospecies model of
reticulate evolution in Armeria (Plumbaginaceae).
Systematic Biology 44: 735–754.
GILLI A. 1974. Orobanchaceae. In: Hartl D, and Wagenitz G.
[eds], Gustav Hegi, Illustrierte Flora von Mitteleuropa.
Ed. 2, Vol. 6/1, Lief. 7/8, 470–505, Verlag Paul Parey,
Berlin and Hamburg.
GRENIER JCM. 1853. XC. Orobanchées. In: Grenier JCM, and
Godron DA, Flore de France 2. Paris: JB. Baillière.
GUINDON S, and GASCUEL O. 2003. A simple, fast, and accurate
algorithm to estimate large phylogenies by Maximum
Likelihood. Systematic Biology 52(5): 696–704. DOI:
10.1080/10635150390235520
HAYEK A. 1914. Orobanchaceae-Sommerwurzgewächse. In:
Hegi G. [ed.], Illustrierte Flora von Mitteleuropa, 6(1):
132–155, München.
HILU KW, and LIANG H. 1997. The matK gene: sequence
variation and application in plant systematic. American
Journal of Botany 84: 830–839.
HOLUB J. 1979. Some novelties of the Czechoslovak flora.
Preslia 51: 281–282.
HOLUB J. 1990. Some taxonomic and nomenclature changes
within Orobanche L. Preslia 62: 193–198.

Phylogenetic relationships within central European Orobanche and Phelipanche
HOLUB J, and ZÁZVORKA J. 1999. Phelipanche bohemica.
In: Čeřovský J. et al. [eds], Červená kniha ohrožených
a vzácných druhů rostlin a živočichů ČR a SR 5 – Vyšší
rostliny. Príroda, 279, Bratislava.
HUELSENBECK JP, and RONQUIST F. 2001. MRBAYES: Bayesian
inference of phylogeny. Bioinformatics 17: 754–755.
DOI: 10.1093/bioinformatics/17.8.754
HUYSE T, POULIN R, and THÉRON A. 2005. Speciation in parasites:
a population genetics approach. Trends in Parasitology
21: 469–475. DOI: 10.1016/j.pt.2005.08.009
JOEL DM. 2009. The new nomenclature of Orobanche
and Phelipanche. Weed Research 49(1): 6–7. DOI:
10.1111/j.1365-3180.2009.00748.x
JOEL DM, GRESSEL J, and MUSSELMAN LJ. 2013. In: Joel
DM, Gressel J, and Musselman LJ. [eds], Parasitic
Orobanchaceae: Parasitic Mechanisms and Control
Strategies. Springer, Heidelberg, Germany. DOI:
10.1007/978-3-642-38146-1
KIRSCHNER J, and ZÁZVORKA J. 2000. New names of taxa
included in the 6th volume of “Flora of the Czech
Republic”. Preslia 72: 87–89.
KREUTZ CAJ. 1995. Orobanche. The European Broomrape
Species. Central and northern Europe. Natuurhistorisch
Genootschap: Maastricht, the Netherlands.
KWOLEK D, DENYSENKO M, GÓRALSKI G, CYGAN M, MIZIA P,
PIWOWARCZYK R, SZKLARCZYK M, and JOACHIMIAK AJ. 2017.
The first evidence of a host-to-parasite mitochondrial
gene transfer in Orobanchaceae. Acta Biologica
Cracoviensia Series Botanica 59(1): 13–22. DOI:
10.1515/abcsb-2016-0021
LETUNIC I, and BORK P. 2016. Interactive tree of life (iTOL)
v3: an online tool for the display and annotation of
phylogenetic and other trees. Nucleic Acids Research 44
(W1): W242W245. DOI: 10.1093/nar/gkw290
MANEN JF, HABASHI C, JEANMONOD D, PARK JM, and
SCHNEEWEISS GM. 2004. Phylogeny and intraspecific
variability of holoparasitic Orobanche (Orobanchaceae)
inferred from plastid rbcL sequences. Molecular
Phylogenetics and Evolution 33: 482–500. DOI:
10.1016/j.ympev.2004.06.010
MCNEAL JR, BENNETT JR, WOLFE AD, and MATHEWS S. 2013.
Phylogeny and origins of holoparasitism in Orobanchaceae. American Journal of Botany 100: 971–983.
DOI: 10.3732/ajb.1200448
MCNEILL J, BARRIE FR, BUCK WR, DEMOULIN V, GREUTER W,
HAWKSWORTH DL, HERENDEEN PS, KNAPP S, MARHOLD K,
PRADO J, PRUD’HOMME VAN REINE WF, SMITH GF,
WIERSEMA JH, and TURLAND NJ. 2012. International Code
of Nomenclature for algae, fungi, and plants (Melbourne
Code), adopted by the Eighteenth International Botanical
Congress, Melbourne, Australia, July 2011. Regnum
Vegetabile 154: 208. ISBN 978-3-87429-425-6.
NGUYEN L-T, SCHMIDT HA, VON HAESELER A, and MINH BQ. 2015.
IQ-TREE: A fast and effective stochastic algorithm for
estimating Maximum-Likelihood phylogenies. Molecular
Biology and Evolution 32(1): 268–274. DOI: 10.1093/
molbev/msu300
NICKRENT DL. 2002. Plantas parásitas en el mundo. In: López
Sáez JA, Catalán P, and Sáez L. [eds], Plantas Parásitas
de la Península Ibérica e Islas Baleares 2: 7–27. MundiPrensa Libros, S.A., Madrid.

61

NICKRENT DL, DUFF RJ, COLWELL AE, WOLFE AD, YOUNG NO,
STEINER KE, and DEPAMPHILIS CW. 1998. Molecular
phylogenetic and evolutionary studies of parasitic plants.
In: Soltis DE, Soltis PS, and Doyle JJ. [eds], Plant
molecular systematics II, 211–241. Chapman and Hall,
New York.
NOBIS M, NOWAK A, NOBIS A, PASZKO B, PIWOWARCZYK R, NOWAK S,
and PLÁŠEK V. 2014. Contribution to the flora of Asian
and European countries: new national and regional
vascular plants records. Acta Botanica Gallica 160(1):
81–89. DOI: 10.1080/12538078.2013.871209
NOVOPOKROVSKII IV, and TZVELEV NN. 1958. Zarazichovye
Orobanchaceae Lindl. In: Shishkin BK. [ed], Flora SSSR
[Flora of the U.S.S.R.] 23: 19–117, Izdatel’stvo Akademii
Nauk SSSR, Moskva and Leningrad.
OLMSTEAD RG, DEPAMPHILIS CW, WOLFE AD, YOUNG ND,
ELISONS WJ, and REEVES PA. 2001. Disintegration of
the Scrophulariaceae. American Journal of Botany 88:
348–361.
PARK JM, MANEN JF, COLWELL AE, and SCHNEEWEISS GM. 2008.
A plastid gene phylogeny of the non-photosynthetic
parasitic Orobanche (Orobanchaceae) and related
genera. Journal of Plant Research 121: 365–376. DOI:
10.1007/s10265-008-0169-5
PARK JM, MANEN JF, and SCHNEEWEISS GM. 2007a. Horizontal
gene transfer of a plastid gene in the non-photosynthetic
flowering
plants
Orobanche
and
Phelipanche
(Orobanchaceae). Molecular Phylogenetics and Evolution
43: 974–985. DOI: 10.1016/j.ympev.2006.10.011
PARK J, SCHNEEWEISS G, and WEISS-SCHNEEWEISS H. 2007b.
Diversity and evolution of Ty1-copia and Ty3-gypsy
retroelements in the nonphotosynthetic flowering plants
Orobanche and Phelipanche (Orobanchaceae). Gene
387(12): 75–86. DOI: 10.1016/j.gene.2006.08.012
PETITMENGIN M. 1904. Hybrides nouveaux observes en
Lorraine. Le Monde des Plantes 2(6): 47–48.
PIEDNOËL M, ABERER AJ, SCHNEEWEISS GM, MACAS J, NOVAK P,
GUNDLACH H, TEMSCH EM, and Renner SS. 2012. Nextgeneration sequencing reveals the impact of repetitive
DNA across phylogenetically closely related genomes
of Orobanchaceae. Molecular Biology and Evolution
29(11): 3601–3611. DOI: 10.1093/molbev/mss168
PIWOWARCZYK R. 2011. Orobanche mayeri (Suess. & Ronniger)
Bertsch & F. Bertsch the new species to Poland. Acta
Societatis Botanicorum Poloniae 80: 179–183. DOI:
10.5586/asbp.2011.020
PIWOWARCZYK R. 2012a. Orobanche alba subsp. alba and
subsp. major (Orobanchaceae) in Poland: current
distribution, taxonomy, plant communities, hosts, and
seed micromorphology. Biodiversity: Research and
Conservation 26: 23–38. DOI: 10.2478/v10119-0120005-6
PIWOWARCZYK R. 2012b. Orobanche bohemica Čelak.
(Orobanchaceae) at the eastern limit of its geographical
range: new data on its distribution in Poland. Biodiversity:
Research and Conservation 26: 53–59. DOI: 10.2478/
v10119-012-0001-x
PIWOWARCZYK R. 2012c. The genus Orobanche L.
(Orobanchaceae) in the Małopolska Upland (S Poland):
distribution, habitat, host preferences and taxonomic
problems. Biodiversity: Research and Conservation 26:
3–22. DOI: 10.2478/v10119-012-0009-2

62

Piwowarczyk et al.

PIWOWARCZYK R. 2012d. Revised distribution and phytosociological data of Orobanche coerulescens Stephan
in Willd. (Orobanchaceae): Poland in relation to Central
Europe. Biodiversity: Research and Conservation 26:
61–72. DOI: 10.2478/v10119-012-0007-4
PIWOWARCZYK R. 2012e. Revised distribution and plant
communities of Orobanche alsatica and notes on the
Orobanchaceae series Alsaticae in Poland. Biodiversity:
Research and Conservation 26: 39–51. DOI: 10.2478/
v10119-012-0008-3
PIWOWARCZYK R. 2012f. Orobanche purpurea (Orobanchaceae)
in Poland: current distribution, taxonomy, plant
communities, and preferred hosts. Biodiversity:
Research and Conservation 26: 73–81. DOI: 10.2478/
v10119-012-0006-5
PIWOWARCZYK R. 2012g. A revision of distribution and historical
analysis of preferred hosts of Orobanche ramosa
(Orobanchaceae) in Poland. Acta Agrobotanica 65(1):
53–62. DOI: 10.5586/aa.2012.043
PIWOWARCZYK R. 2012h. A revision of distribution and
the ecological description of Orobanche picridis
(Orobanchaceae) at the NE limit of its geographical range
from Poland and Ukraine. Acta Agrobotanica 65(1):
91–106. DOI: 10.5586/aa.2012.047
PIWOWARCZYK R. 2013. Seed productivity in relation to other
shoot features for endangered parasitic plant Orobanche
picridis F. W. Schultz (Orobanchaceae). Polish Journal of
Ecology 61: 55–64.
PIWOWARCZYK R. 2014a. Orobanche caryophyllacea Sm.
(Orobanchaceae) in Poland: current distribution,
taxonomy, plant communities and hosts. Acta
Agrobotanica 67(3): 97–118. DOI: 10.5586/aa.2014.035
PIWOWARCZYK R. 2014b. Orobanche flava (Orobanchaceae) in
Poland: current distribution, taxonomy, hosts and plant
communities. Biodiversity: Research and Conservation
34: 41–52. DOI: 10.2478/biorc-2014-0009
PIWOWARCZYK
R.
2015a.
Orobanche
zajaciorum
(Orobanchaceae): a new species from the Caucasus.
Phytotaxa
201(3):
214–220.
DOI:
10.11646/
phytotaxa.201.3.5
PIWOWARCZYK R. 2015b. Seed morphology of Boschniakia
sensu lato (Orobanchaceae) and its taxonomical
implications. Phytotaxa 231: 156–164. DOI: 10.11646/
phytotaxa.231.2.4
PIWOWARCZYK R. 2015c. Seed micromorphology of central
European Orobanche and Phelipanche (Orobanchaceae)
in relation to preferred hosts and systematic implications.
Australian Systematic Botany 28: 124–136. DOI:
10.1071/SB15007
PIWOWARCZYK R, CHMIELEWSKI P, GIERCZYK B, PIWOWARSKI B, and
STACHYRA P. 2010. Orobanche pallidiflora Wimm. & Grab.
in Poland: distribution, habitat and host preferences.
Acta Societatis Botanicorum Poloniae 79(3): 197–205.
DOI: 10.5586/asbp.2010.025
PIWOWARCZYK R, CHMIELEWSKI P, and CWENER A. 2011. The
distribution and habitat requirements of the genus
Orobanche L. (Orobanchaceae) in SE Poland. Acta
Societatis Botanicorum Poloniae 80(1): 37–48.
PIWOWARCZYK R, HALAMSKI AT, and DURSKA E. 2014. Seed and
pollen morphology in the Orobanche alsatica complex
(Orobanchaceae) from central Europe and its taxonomic

significance. Australian Systematic Botany 27(2):
145–157. DOI: 10.1071/SB14013
PIWOWARCZYK R, and KASIŃSKA J. 2017. Petal epidermal
micromorphology in holoparasitic Orobanchaceae and
its significance for systematics and pollination ecology.
Australian Systematic Botany 30: 48–63.
PIWOWARCZYK R, and KRAJEWSKI Ł. 2014. Orobanche lutea
Baumg. (Orobanchaceae) in Poland: revised distribution,
taxonomy, phytocoenological and host relations.
Biodiversity: Research and Conservation 34: 17–39.
PIWOWARCZYK R, and KRAJEWSKI Ł. 2015. Orobanche elatior
and O. kochii (Orobanchaceae) in Poland: distribution,
taxonomy, plant communities and seed micromorphology.
Acta Societatis Botanicorum Poloniae 84(1): 103–123.
PIWOWARCZYK R, KWOLEK D, DENYSENKO M, CYGAN M, GÓRALSKI G,
ŚLESAK H, TULEJA M, and JOACHIMIAK AJ. 2015a.
Orobanche grenieri (Orobanchaceae), a southwestern
European species newly found in Asia. Annales Botanici
Fennici 52: 411–418. DOI: 10.5735/085.052.0524
PIWOWARCZYK R, MADEJA J, and NOBIS M. 2015b. Pollen morphology of the Central European broomrapes (Orobanchaceae: Orobanche, Phelipanche and Orobanchella) and its taxonomical implications. Plant Systematics
and Evolution 301: 795–808.
PIWOWARCZYK R, and PRZEMYSKI A. 2009. New locality of
Orobanche coerulescens Stephan ex Willd. (Orobanchaceae) at the NW limit of its geographical range. Acta
Societatis Botanicorum Poloniae 78(4): 291–295. DOI:
10.5586/asbp.2009.038
PIWOWARCZYK R, and PRZEMYSKI A. 2010. The distribution and
habitat preferences of the declining species Orobanche
arenaria (Orobanchaceae) at the northern limit of
its geographical range. Acta Societatis Botanicorum
Poloniae 79(1): 43–50. DOI: 10.5586/asbp.2010.007
PIWOWARCZYK R, SÁNCHEZ PEDRAJA Ó, and MORENO MORAL G.
2017a. Phelipanche sevanensis (Orobanchaceae): a new
species from the Caucasus, and nomenclatural notes
on similar species. Phytotaxa 292(3): 231–242. DOI:
10.11646/phytotaxa.292.3.3
PIWOWARCZYK R, SÁNCHEZ PEDRAJA Ó, MORENO MORAL G,
NANAGULYAN S, ZAKARYAN N, and KARTASHYAN N. 2017b.
Phelipanche hajastanica (Orobanchaceae), a new
species from Armenia. Annales Botanici Fennici 54:
117–123. DOI: 10.5735/085.054.0318
PIWOWARCZYK R, SÁNCHEZ PEDRAJA Ó, MORENO MORAL G,
DENYSENKO-BENNETT M, GÓRALSKI G, KWOLEK D,
KOSACHEV P, and JOACHIMIAK AJ. 2017c. Orobanche
mlokosiewiczii (Orobanchaceae): a new species from the
Greater Caucasus, and nomenclatural notes on similar
species. Phytotaxa 319(2): 123–135. DOI: 10.11646/
phytotaxa.319.2.1
PLAZA L, FERNANDEZ I, JUAN R, PASTOR J, and PUJADAS SALVÀ AJ.
2004. Micromorphological studies on seeds of Orobanche
species from the Iberian Peninsula and the Balearic
Islands, and their systematic significance. Annals of
Botany 94: 167–178. DOI: 10.1093/aob/mch124
PRESS MC. 1998. Dracula or Robin Hood? A functional role for
root hemiparasites in nutrient poor ecosystems. Oikos
82: 609–611.
PRESS MC, and PHOENIX GK. 2005. Impacts of parasitic
plants on natural communities. New Phytologist166(3):
737751. DOI: 10.1111/j.1469-8137.2005.01358.x

Phylogenetic relationships within central European Orobanche and Phelipanche
PUJADAS SALVÀ AJ. 2007. Novedades taxonómicas y nomenclaturalers en el género Orobanche L. (Orobanchaceae).
Acta Botanica Malacitana 32: 1–3.
PUJADAS SALVÀ AJ. 2012. Typification and characterization
of Orobanche ritro Gren. & Godr. (Orobanchaceae) of
central and southern Europe. Acta Botanica Gallica
159: 67–72. DOI: 10.1080/12538078.2012.671644
PUJADAS SALVÀ AJ. 2013. Orobanche icterica Pau and
Orobanche ritro Gren. & Godr. (Orobanchaceae) in the
Iberian Flora. Acta Botanica Malacitana 38: 160–162.
PUJADAS SALVÀ AJ, and GÓMEZ GARCÍA D. 2000. Orobanche
montserratii A. Pujadas & D. Gómez (Orobanchaceae),
especie nueva del Pirineo oscense. Anales del Jardín
Botánico de Madrid 57: 267–275.
PUJADAS SALVÀ AJ, and VELASCO L. 2000. Comparative
studies on Orobanche cernua L. and O. cumana Wallr.
(Orobanchaceae) in the Iberian Peninsula. Botanical
Journal of the Linnean Society 134: 513–527. DOI:
10.1111/j.1095-8339.2000.tb00548.x
PUSCH J. 2006. Die Böhmische Sommerwurz (Orobanche
bohemica Čelak.) Ein Beitrag zur Abgrenzung, Verbreitung
und Gefährdung dieses zentraleuropäischen Endemiten.
Veröffentlichungen des Naturkundemuseums Erfurt 25:
127–148.
PUSCH J. 2009. Orobanche. In: Wagenitz G. [ed], Gustav Hegi,
Illustrierte Flora von Mitteleuropa. 6/1A, Lieferung 1, 3:
14–99, Weissdorn-Verlag, Jena, Germany.
PUSCH J, and GÜNTHER K-F. 2009. Familie Orobanchaceae
(Sommerwurzgewächse). In: Wagenitz G. [ed], Gustav
Hegi, Illustrierte Flora von Mitteleuropa. 6/1A, Lieferung
1, 3: 1–13, Weissdorn-Verlag, Jena, Germany.
REUTER G. 1847. Orobanchaceae. In: De Candolle A. [ed],
Prodromus systematis naturalis regni vegetabilis...
11: 145. Addenda et Corrigenda: 717–720. Parisiis:
Sumptibus Victoris Masson.
ROMÁN B, ALFARO C, TORRES AM, MORENO MT, SATOVIC Z,
PUJADAS A, and RUBIALES D. 2003. Genetic relationships
among Orobanche species as revealed by RAPD analysis.
Annals of Botany 91: 637–642. DOI: 10.1093/aob/
mcg060
RONQUIST F, and HUELSENBECK JP. 2003. MrBayes 3:
Bayesian phylogenetic inference under mixed models.
Bioinformatics
19:
1572–1574.
DOI:
10.1093/
bioinformatics/btg180
SÁNCHEZ PEDRAJA Ó, MORENO MORAL G, CARLÓN L, PIWOWARCZYK
R, LAÍNZ M, and SCHNEEWEISS GM. 2016. Index of Orobanchaceae. Liérganes, Cantabria, Spain. ISSN 23869666. URL: http://www.farmalierganes.com/Otrospdf/
publica/Orobanchaceae%20Index.htm (accessed Oct.
2016).
SCHNEEWEISS GM. 2007. Correlated evolution of life history and
host range in the nonphotosynthetic parasitic flowering
plants Orobanche and Phelipanche (Orobanchaceae).
Journal of Evolutionary Biology 20(2): 471–478. DOI:
10.1111/j.1420-9101.2006.01273.x
SCHNEEWEISS G. 2013. Phylogenetic relationships and
evolutionary trends in Orobanchaceae. 243–265. In:
Joel DM, Gressel J, and Mussleman LJ. [eds], Parasitic
Orobanchaceae. Springer, Berlin Heidelberg.
SCHNEEWEISS GM, COLWELL A, PARK JM, JANG CG, and STUESSY
TF. 2004a. Phylogeny of holoparasitic Orobanche

63

(Orobanchaceae) inferred from nuclear ITS sequence.
Molecular Phylogenetics and Evolution 30: 465–478.
DOI: 10.1016/S1055-7903(03)00210-0
SCHNEEWEISS GM, PALOMEQUE T, COLWELL A, and WEISSSCHNEEWEISS H. 2004b. Chromosome numbers and
karyotype evolution of holoparasitic Orobanche
(Orobanchaceae) and related genera. American Journal
of Botany 91(13): 439–448. DOI: 10.3732/ajb.91.3.439
SCHNEEWEISS GM, FRAJMAN B, and DAKSKOBLER I. 2009.
Orobanche lycoctoni Rhiner (Orobanchaceae), a poorly
known species of the Central European flora. Candollea
64: 91–99.
SCHNEIDER AC. 2016. Resurrection of the genus Aphyllon for
New World broomrapes (Orobanche s.l., Orobanchaceae). PhytoKeys 75: 107–118. DOI: 10.3897/phytokeys.75.10473
SCHNEIDER AC, COLWELL AE, SCHNEEWEISS GM, and BALDWIN
BG. 2016. Cryptic host-specific diversity among
western hemisphere broomrapes (Orobanche s.l.,
Orobanchaceae). Annals of Botany 118(6): 1101–1111.
DOI: 10.1093/aob/mcw158
SKOČDOPOLOVÁ B, and CHRTEK J. 2008. Wallroth’s collection of
vascular plants in the herbarium of the National Museum
in Prague. Acta Musei Nationalis Pragae series B,
Historia Naturalis 64(1): 9–42.
SÜSSENGUTH K, and RONNIGER K. 1942. Über Orobanche alsatica Kirschl. var. Mayeri Sss. et Ronniger, eine neue
Orobanche aus der Schwäbischen Alb. Beiträge zur naturkundlichen Forschung im Oberrheingebiet Alb 7:
123–127.
TABERLET P, GIELLY L, PAUTOU G, and BOUVET J. 1991. Universal
primers for amplification of three non-coding regions of
chloroplast DNA. Plant Molecular Biology 17: 1105–1109.
TERYOKHIN ES. 1997. Weed Broomrapes: systematics,
ontogenesis, biology, evolution. Aufstieg-Verlag: Landshut,
Germany.
TERYOKHIN ES, SCHIBAKINA GV, SERAFIMOVITSCH NB, and
KRAVTZOVA TI. 1993. Opredelitel’ Zarazichovych Flory
SSSR. Nauka, Sankt Petersburg.
THIERS, B. [continuously updated]. Index Herbariorum:
A global directory of public herbaria and associated staff.
New York Botanical Garden’s Virtual Herbarium. URL:
http://sweetgum.nybg.org/science/ih/ (accessed 30 Aug
2014).
TÓTH P, UNDAS AK, VERSTAPPEN F, and BOUWMEESTER H. 2016.
Floral volatiles in parasitic plants of the Orobanchaceae.
Ecological and Taxonomic Implications. Frontiers in
Plant Science 7: 3–12. DOI: 10.3389/fpls.2016.00312
THOROGOOD CJ, RUMSEY FJ, HARRIS SA, and HISCOCK SJ. 2008.
Host-driven divergence in the parasitic plant Orobanche
minor Sm. (Orobanchaceae). Molecular Ecology 17:
4289–4303. DOI: 10.1111/j.1365-294X.2008.03915.x
THOROGOOD CJ, RUMSEY FJ, HARRIS SA, and HISCOCK SJ.
2009. Gene flow between alien and native races of
the holoparasitic angiosperm Orobanche minor
(Orobanchaceae). Plant Systematics and Evolution 282:
31–42. DOI: 10.1007/s00606-009-0204-6
TSYMBALYUK ZM, and MOSYAKIN SL. 2013. Palynomorphology
of species of Orobanche L. subgenus Orobanche
(Orobanchaceae) in the flora of Ukraine. Ukrainian
Botanical Journal 70(6): 723–731.

64

Piwowarczyk et al.

TZVELEV NN. 1981. Sem. 146. Orobanchaceae Vent. –
zarazikhovye. In: Fedorov AnA, [ed.], Flora evropejskoj
chasti SSSR 5: 317–336. Nauka, Leningrad.
TZVELEV NN. 2015. O rode zarazikha (Orobanche L. sensu lato,
Orobanchaceae) v Rossii [On the genus Orobanche L.
sensu lato (Orobanchaceae) in Russia]. Novosti
Sistematiki Vysshikh Rastenii 46: 189–215.
UHLICH H, PUSCH J, and BARTHEL K-J. 1995. Die
Sommerwurzarten Europas, Gattung Orobanche.
Westarp Wissenschaften, Magdeburg, Germany.
VELASCO L, GOFFMAN FD, and PUJADAS SALVÀ AJ. 2000. Fatty
acids and tocochromanols in seeds of Orobanche.
Phytochemistry 54(3): 295–300.
WALLROTH CFW. 1822. Schedulae criticae de Plantis Florae
Halensis selectis, 1. C.A. Kummel, Halle, 516.
WALLROTH CFW. 1825. Orobanches generis ΔΙΑΣΚΕΥΗ.
Francofurti ad Moenum.
WESTWOOD JH, YODER JI, TIMKO MP, and DEPAMPHILIS CW. 2010.
The evolution of parasitism in plants. Trends in Plant
Science 15: 227–235. DOI: 10.1016/j.tplants.2010.01.004
WHITE TJ, BRUNS T, LEE S, and TAYLOR J. 1990. Amplification
and direct sequencing of fungal ribosomal RNA genes for
phylogenetics. In: Innis MA, Gelfand DH, Sninsky JJ,
and White TJ. [eds], PCR protocols: a guide to methods
and applications, 315–322. Academic Press, New York.
WICKE S, MÜLLER KF, DE PAMPHILIS CW, QUANDT D, WICKETT NJ, ZHANG Y, RENNER SS, SCHNEEWEISS GM. 2013.
Mechanisms of functional and physical genome reduc-

tion in photosynthetic and nonphotosynthetic parasitic
plants of the Broomrape family. The Plant Cell 25(10):
3711–3725. DOI: 10.1105/tpc.113.113373
YOUNG ND, and DEPAMPHILIS CW. 2000. Purifying selection
detected in the plastid gene matK and flanking ribozyme
regions within a group II intron of nonphotosynthetic
plants. Molecular Biology and Evolution 17: 1933–1941.
DOI: 10.1093/oxfordjournals.molbev.a026295
YOUNG ND, STEINER KE, and DEPAMPHILIS CW. 1999. The evolution
of parasitism in Scrophulariaceae/Orobanchaceae:
plastid gene sequences refute an evolutionary transition
series. Annals of the Missouri Botanical Garden 86:
876–893.
ZARE G, DÖNMEZ AA, and DÖNMEZ EO. 2014. Pollen morphology
and evolution in the genus Orobanche L. s.l. and its
allied genera (Orobancheae/Orobanchaceae) in Turkey.
Plant Systematics and Evolution 300: 783802.
ZÁZVORKA J. 1989. Zárazy (Orobanche L. s.l.) v Českém
Středohoří. Severočeskou Přírodou, Litoměřice 23: 19–44.
ZÁZVORKA J. 1997. Orobanchaceae Vent.: zárazovité. In:
Goliašová K. [ed.], Flóra Slovenska 5: 460529, Veda:
Bratislava, Slovakia.
ZÁZVORKA J. 2000. Orobanchaceae Vent.: zárazovité. In:
Slavík B. [ed.], Květena České Republiky 6: 477–513.
Academia: Prague, Czech Republic.
ZÁZVORKA J. 2010. Orobanche kochii and O. elatior
(Orobanchaceae) in central Europe. Acta Musei Moraviae
Scientiae Biologicae 95(2): 77–119.

