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Abstract
Background: Striking interspecific variations in floral traits of the large temperate genus Pedicularis have given rise
to controversies concerning infra-generic classifications. To date, phylogenetic relationships within the genus have
not been well resolved. The main goal of this study is to construct a backbone phylogeny of Pedicularis, with
extensive sampling of species from the Himalaya-Hengduan Mountains. Phylogenetic analyses included 257
species, representing all 13 informal groups and 104 out of 130 series in the classification system of Tsoong, using
sequences of the nuclear ribosomal internal transcribed spacer (nrITS) and three plastid regions (matK, rbcL and
trnL-F). Bayesian inference and maximum likelihood methods were applied in separate and combined analyses of
these datasets.
Results: Thirteen major clades are resolved with strong support, although the backbone of the tree is poorly
resolved. There is little consensus between the phylogenetic tree and Tsoong’s classification of Pedicularis. Only
two of the 13 groups (15.4 %), and 19 of the 56 series (33.9 %) with more than one sampled species were found
to be strictly monophyletic. Most opposite-/whorled-leaved species fall into a single clade, i.e. clade 1, while alternate
leaves species occur in the remaining 12 clades. Excluding the widespread P. verticillata in clade 1, species from Europe
and North America fall into clades 6–8.
Conclusions: Our results suggest that combinations of morphological and geographic characters associated with
strongly supported clades are needed to elucidate a comprehensive global phylogeny of Pedicularis. Alternate leaves
are inferred to be plesiomorphic in Pedicularis, with multiple transitions to opposite/whorled phyllotaxy.
Alternate-leaved species show high diversity in plant habit and floral forms. In the Himalaya-Hengduan Mountains,
geographical barriers may have facilitated diversification of species with long corolla tubes, and the reproductive
advantages of beakless galeas in opposite-/whorled-leaved species may boost speciation at high altitude.
Keywords: Adaptive radiation, Floral diversity, Phyllotaxy, Himalaya-Hengduan Mountains, Orobanchaceae, Pedicularis,
Phylogenetic analysis
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Background
Pedicularis L. comprises approximately 600 species [1, 2],
and as such is the largest genus of Orobanchaceae
(Lamiales) [3, 4]. Species of Pedicularis are biennial or perennial hemiparasitic herbs, and are primarily distributed
in mountain ranges throughout the North Temperate zone
[5, 6]. More than 350 species are recorded in the
Himalaya-Hengduan Mountains, with some 75 % of these
species endemic [7–9]. In this genus, most species have
relatively narrow distributions [2], while only a few species, such as P. oederi Vahl and P. verticillata L., have
much broader ranges that extend across the Northern
Hemisphere [9–12].
Traditionally, Pedicularis was placed in tribe Rhinantheae
of the Scrophulariaceae [1, 13], but on the basis of molecular evidence this tribe has since been transferred to
Orobanchaceae and found to be polyphyletic [4, 14–17].
Phylogenetic analyses show that Pedicularis and Phtheirospermum japonicum (Thunb.) Kanitz, together with several
New World hemiparasitic genera, are excluded from tribe
Rhinantheae, and form a clade that corresponds to an
amended tribe Pedicularideae [3, 14, 16, 18]. Hong [19]
speculated that Pterygiella Oliver and Xizangia D.Y.
Hong, two genera of the traditional tribe Rhinantheae endemic to China, shared morphological similarities with
Pedicularis and Phtheirospermum Bunge ex Fischer &
C.A. Meyer. However, recent molecular phylogenetic studies show that Pterygiella is close to tribe Rhinantheae [16],
and furthermore, Pterygiella + Xizangia is supported as
monophyletic with Pseudobartsia D.Y. Hong and other
three species of Phtheirospermum [20]. Pedicularis is resolved as the sister to the rest of Pedicularideae [16].
The morphological characters that have received most
attention in the taxonomic literature on Pedicularis are
of corolla shape, leaf arrangement, and inflorescence
structure. Floral traits that exhibit greatest interspecific
variation are the shape of the corolla upper lip (galea)
and the length of the corolla tube. In this context, four
general corolla types have been recognized [6, 21, 22]: (i)
short tubular corolla (<25 mm, hereafter) with beakless
and toothless galea, (ii) short tubular corolla with
toothed galea, (iii) short tubular corolla with beaked
galea, and (iv) long tubular corolla (≥25 mm, hereafter)
with beaked galea. It is noteworthy that the fourth type,
i.e. the long tubular corolla bearing beaked galea, is
restricted to the Himalaya-Hengduan Mountains. Li [2]
hypothesized that floral evolution in Pedicularis may
start as beakless and toothless, and subsequently be
transformed to toothed and/or to beaked, culminating in
the long tubular type. Analysis of the evolutionary
histories of floral characters shows that the long tubular
corolla appears to be derived from the short tubular corolla, toothed galea from toothless galea, while beaked
galea arises first in a sub-basal clade corresponding to P.
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section Lasioglossa, then it has been lost several times in
subsequent clades [21]. Phyllotaxy may be alternate,
opposite, or whorled, and flowers may be borne on terminal inflorescences or solitary in the leaf axils. Tsoong
[23] proposed that the opposite/whorled phyllotaxy
should be derived from the alternate leaved phyllotaxy,
rather than the reverse as suggested by Li [2].
Several classification systems have been proposed for
Pedicularis [23] that differ notably in their emphasis on
floral versus vegetative characters in recognizing infrageneric groups. The system of Maximowicz [24] divided
Pedicularis into five “tribes” (misplaced taxonomic rank
in accordance with the Melbourne Code of ICN [25]),
four of them based on corolla types and one (Verticillatae) based on phyllotaxy. The subsequent systems of
Prain [26], Bonati [27] and Limpricht [28] disintegrated
Verticillatae and used floral characters exclusively to
delimit primary infrageneric groups, and phyllotaxy to
delimit lower taxa (subgroups, sections, or series). The
system of Li [2, 29], which focused on the revision of
the 282 species of Pedicularis then known from China,
used vegetative characters to delimit three primary
‘greges’ (= groups [30], an informal taxonomic rank
[25]). These were: group Cyclophyllum, with opposite/
whorled leaves and terminal inflorescences; group Allophyllum, with alternate leaves, erect stems and terminal
inflorescences; and group Poecilophyllum, with alternate or subopposite leaves and slender and diffuse or
short stems and axillary or scattered inflorescences.
Within these three groups, the species were classified
hierarchically into sections and series primarily using
vegetative and floral characters, respectively. This classification structure reflected an explicit hypothesis that
similar corolla forms had evolved independently in different sections [6]. Tsoong [23, 31, 32] concurred with
this view and proposed a global system for Pedicularis
comprising 13 ‘greges’ (5 groups alternate-leaved, 1
group subopposite-/alternate-leaved, and 7 groups opposite/whorled-leaved) and 130 series. The Chinese species were classified into 13 groups and 113 series [9, 33].
The molecular phylogeny of Pedicularis has been investigated by Yang and colleagues [34, 35], Ree and colleagues
[21, 36], Tkach et al. [37], and Robart et al. [38]. These
studies found informative phylogenetic variation in sequences of the nuclear ribosomal internal transcribed
spacer (nrITS) and the plastid regions trnT-trnF, matK,
and rps16. They also revealed a general pattern of low
congruence between morphology-based classifications
and molecular phylogenies: few infra-generic taxa were
confirmed to be monophyletic, and strongly supported
clades did not in general correspond to recognized
infra-generic taxa. Recently, Tkach et al. [37] sampled
218 taxa to reconstruct the largest phylogeny of Pedicularis so far, in which eight major clades were resolved.
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The focus of their study was on the biogeographical
origin and evolution of Arctic species, not infrageneric
classifications. Furthermore, around 100 species from the
biodiversity center, the Himalaya-Hengduan Mountains,
were sampled. Because many endemic series in this region
have not been sampled in previous studies, a global phylogeny of Pedicularis does not yet exist. In addition, an
endemic informal group Cyathophora is resolved as monophyletic; however, potential gene flow between species was
discovered [39, 40]. This phenomenon may reduce phylogenetic resolution or cause phylogenetic incongruence
between different genes. Based on a community sampling
in the Hengduan Mountains, however, Eaton et al. [36]
revealed that divergence in floral characters effectively
reduced pollen transfer among sympatrically and synchronously flowering species. In large-scale phylogenies of
Pedicularis, therefore, incongruence between genes is
found at a low level [21, 37].
In this study, our primary objective was to reconstruct
a phylogeny of Pedicularis with greatly expanded taxon
sampling from China, particularly in the HimalayaHengduan Mountains, in order to provide a more comprehensive framework for infrageneric classification of
Pedicularis. Based on the phylogeny of Pedicularis, our
further aims were to: (i) compare the resulting molecular
topology with traditional classifications; and (ii) explore
systematic implications of vegetative and floral characters. Sequences from both the nuclear and chloroplast
genomes were used to address these questions.

Methods
Taxon sampling

A total of 337 accessions of Pedicularis representing 257
species were sampled, including 235 out of 365 species
recorded in China (64.4 %). This represents all 13 informal groups and 104 out of 130, or 80 %, of the global
number of series (99 out of 113, or 87.6 %, of the series
represented in China), following the system of Tsoong
[23, 31–33]. To make it comparable, in the following
sections, the numbers in parentheses after group names
of Tsoong’s system refer to the number assigned to the
group as circumscribed in this paper and listed in
Additional file 1. For the outgroups, 15 genera of Orobanchaceae were selected on the basis of previous studies
[4, 14, 16]. Of these, four genera (Melampyrum, Phtheirospermum, Pterygiella and Xizangia) belong to the traditional tribe Rhinantheae [1, 13]. All taxa included in this
study are listed in Additional file 1, with their group and
series assignments, voucher information and GenBank
accession numbers.
DNA extraction and amplification

Total genomic DNA extraction and protocols for polymerase chain reaction (PCR) amplification and sequencing
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followed Yu et al. [41]. One nuclear gene (nrITS) and
three chloroplast gene/regions (matK, rbcL, and trnL-F)
were sequenced in this study (Table 2). Primer information of nrITS, matK and rbcL was presented by Yu et al.
[41]. The plastid trnL-F region (including trnL (UAA)
intron and trnL-F intergenic spacer) was amplified and
sequenced using the primers ‘c’ and ‘f’, and some samples
were sequenced additionally with an internal primer ‘d’ for
the 5′ end [42].

Phylogenetic analysis

All newly obtained raw sequences were assembled and
edited using Geneious version 7.0 [43]. Boundaries of
DNA regions were verified by BLAST searches in GenBank. Preliminary alignments were produced using
MAFFT version 6.0 [44], then adjusted manually in
BioEdit version 7.0 [45]. Aligned matrices of four DNA
regions were combined using SequenceMatrix version
1.7 [46]. The nrITS and concatenated plastid datasets
were analyzed separately and in combination. No nucleotide positions were excluded from the analyses.
Bayesian Inference (BI) and Maximum Likelihood (ML)
methods were used for phylogenetic reconstruction. Partioned BI analyses were performed using MrBayes version
3.2.3 [47], with DNA substitution models selected for each
gene partition by the Bayesian information criterion (BIC)
using jModeltest version 2 [48, 49]. The best-fit models
used for each DNA region are listed in Table 1. Markov
Chain Monte Carlo (MCMC) analyses were run in
MrBayes for 10,000,000 generations for each dataset, with
each run comprising four incrementally heated chains.
The BI analyses were started with a random tree and sampled every 1000 generations. The first 20 % of the trees
were discarded as burn-in, and the remaining trees were
used to generate a majority-rule consensus tree. Posterior
probability values (PP) ≥ 0.95 were considered as well supported [50–52]. ML tree searches and bootstrap estimation of clade support were conducted with RAxML [53].
These analyses used the GTR substitution model with
gamma-distributed rate heterogeneity among sites and the
proportion of invariable sites estimated from the data. For
the ML analyses, bootstrap support (BS) ≥ 70 % were
considered well supported [54]. Both BI and ML analyses,
as well as jModeltest, were performed at the CIPRES
Science Gateway (http://www.phylo.org).
Phylogenetic incongruence between BI and ML analyses using the same dataset was visually compared using
TreeGraph version 2 [55]. The incongruence length difference test (ILD) [56] was not used to assess topological
conflict between the nuclear and concatenated plastid
datasets, because this analysis has been shown to be
misleading [37, 57]. We used a conservative PP ≥ 0.95
and BS ≥ 70 % as threshold for identifying significantly
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Table 1 Basic information for sequence characters and best-fit model of Bayesian information criterion (BIC) for Bayesian inference
Parameters

nrITS

Chloroplast genes

Total

matK

rbcL

trnL-F

Concatenated dataset

No. of accessions (Pedicularis)

341 (326)

327 (314)

321 (309)

322 (307)

343 (328)

352 (337)

Aligned length (bp)

680

777

654

1577

2942

3622

Variable sites/Parsimony informative sites
Pedicularis + outgroups

459/377

427/394

167/99

702/433

1296/836

1755/1213

Pedicularis

428/336

377/267

133/87

619/395

1129/749

1577/1085

BIC model

GTR + I + G

TVM + G

TPM1uf + I + G

TPM1uf + G

–

–

-lnL

22752.7454

10062.8110

3971.1126

14883.0839

–

–

K

690

662

649

648

–

–

Frequency A

0.2147

0.3710

0.2661

0.3534

–

–

Frequency C

0.2449

0.1707

0.2195

0.1775

–

–

Frequency G

0.2362

0.1553

0.2082

0.1546

–

–

A↔C

0.9173

1.1879

1.0000

1.0000

–

–

A↔G

1.6908

2.5747

3.4921

1.8897

–

–

A↔T

1.3062

0.1754

0.4321

0.4951

–

–

C↔G

0.3371

0.7679

0.4321

0.4951

–

–

C↔T

2.8586

2.5747

3.4921

1.8897

–

–

G↔T

1.0000

1.0000

1.0000

1.0000

–

–

Gamma distribution shape parameter of variable sites

0.9960

0.7910

0.7000

0.7790

–

–

Proportion of invariable sites

0.2540

0.0000

0.5790

0.0000

–

–

incongruent clades. Due to only a weak conflict, we
combined the total datasets for the additional phylogenetic analyses.
Reconstruction of ancestral states of morphological
characters

Ancestral states of four morphological characters (phyllotaxy, corolla tube, galea tooth, and galea beak) were
inferred by mapping characters on to the BI tree of
the total dataset. Outgroups were removed. Parsimony
reconstructions were performed using Mesquite version
2.75 [58]. Following Ree [21], each character was coded
categorically with two states, 0 and 1. States were
assigned as follows: phyllotaxy, alternate/sub-opposite
(0) or opposite/whorled (1); corolla tube, short (0) or
long (1); and galea teeth, absent (0) or present (1); galea
beak, absent (0) or present (1).

Results
Nuclear, plastid, and concatenated datasets

Sequence characteristics of four DNA regions, and the
concatenated plastid and total datasets are summarized
in Table 1. The numbers of both variable sites and parsimony informative sites were highest for nrITS, followed
by trnL-F, matK and rbcL. The matK alignment was
shorter than that of trnL-F, but the proportions of both
variable sites and parsimony informative sites of matK

(48.5 % and 34.4 % respectively) were higher than those
of trnL-F (39.2 % and 25.9 % respectively) in the matrix
excluding outgroups. The best-fit BIC models for four
DNA regions were independent, thus the BI analyses of
the concatenated plastid and total datasets were partitioned using a specific model for each DNA region.
Topology was consistent between BI and ML trees.
Both BI and ML analyses strongly supported the genus
Pedicularis as monophyletic (total dataset: Fig. 1, nrITS
dataset: Additional file 2, the plastid dataset: Additional
file 3). However, in all analyses the resolution of backbone branches was generally poorly supported or unresolved. Plastid and total datasets recovered 13 well
supported clades that merit comment (Table 2). In
addition, phylogenetic placements of eight species (P.
petelotii, P. lachnoglossa, P. salviiflora, P. batangensis, P.
mollis, P. moupinensis, P. flexuosa, and P. axillaris) were
not resolved, and they tended to be treated as separated
clades or lineages (Fig. 1). Eight clades have been reported in previous studies [21, 37], so previous clade
numbering (as clades 1–8) was followed. Five new clades
resolved in this study are consequently here labeled
clades 9–13. These clades received congruent support in
separate analyses using the nrITS and plastid datasets,
with the exception of clades 6, and 8, which were not
supported by nrITS dataset (Table 2, Additional file 2).
In general, clade resolution and support values were
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Fig. 1 Phylogeny of Pedicularis inferred from Bayesian Inference (BI), Maximum Likelihood (ML) methods using nuclear ribosomal internal transcribed
spacer (nrITS) and three plastid (matK, rbcL and trnL-F) datasets. Topology shows the majority rule consensus of the Bayesian inference tree using the
combined nrITS and plastid datasets. Values above the branches indicate BI posterior probability (PP) ≥0.50 and ML bootstrap support (BS) ≥50.
Infra-generic group number and series names are listed in parentheses after each species name in accordance with the system of Tsoong
[23, 31–33]. Infra-generic informal group name and number (in parentheses) are summarized under the major clade number. Samples from
the Europe, North America and Japan, are annotated by the pentagram (★), circle (●) and triangle (▲), respectively. Morphological character
states of Pedicularis are represented by the grid of boxes to the right, where columns correspond to phyllotaxy, corolla tube, galea tooth, and
galea beak, respectively; filled boxes (■) indicate spiral phyllotaxy, short corolla tubes, toothless galeas, beakless galeas, while unfilled boxes
(□) indicate opposite/whorled phyllotaxy, elongate corolla tubes, toothed galeas, and beaked galeas
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Table 2 Summary for support values of major clades on the
basis of Bayesian inference (BI) and Maximum likelihood (ML)
methods
Major clades in Pedicularis

Phylogenetic analyses (BI/ML)
nrITS

Concatenated
plastid dataset

Total

0.99/69

1.00/92

1.00/100

Subclade 1A

–

1.00/80

1.00/62

Subclade 1B

–

–

1.00/67

Subclade 1C

–

1.00/89

1.00/79

0.89/42

1.00/91

1.00/85

Clade 1

Clade 2
Clade 3
Subclade 3A

0.98/96

1.00/100

1.00/100

–

–

1.00/85

–

–

1.00/88

Clade 4

1.00/80

1.00/100

1.00/81

Clade 5

0.94/45

0.82/38

1.00/86

Clade 6

–

1.00/79

1.00/91

Subclade 3B

Clade 7

0.84/46

0.87/72

1.00/88

Clade 8

–

1.00/42

1.00/92

Subclade 8A

0.89/44

−−/−−

0.95/62

Subclade 8B

1.00/57

0.52/62

1.00/98

a

1.00/100

1.00/100

1.00/100

a

1.00/99

1.00/99

1.00/100

a

0.99/97

0.93/87

1.00/100

a

1.00/78

1.00/99

1.00/100

a

1.00/100

1.00/100

1.00/100

Clade 9
Clade 10
Clade 11
Clade 12
Clade 13

a

Newly-resolved clade

higher in trees from the total dataset analyses compared
with separate analyses of the nrITS and plastid datasets.
Phylogenetic analyses

The phylogenetic tree using the total data is given in Fig. 1.
There was little consensus between this phylogeny and the
taxonomic hierarchy of Tsoong’s system (Additional file 1).
Only two of the 13 informal groups (Polyschistophyllum
and Cyathophora: 15.4 %) and 19 (33.9 %) of the 56 series
with more than one sampled species (series Carnosae, Cernuae, Corydaloides, Hirsutae, Macranthae, Megalanthae,
Pseudoasplenifoliae, Recurvae, Reges, Rhinanthoides,
Rigidae, Rudes, Sceptra, Strobilaceae, Surrectae, Sudeticae, Tatsienenses Trichoglossae, and Tristes) were found
to be strictly monophyletic. In addition, series Aloenses,
Asplenifoliae, Cheilanthifoliae, Craspedotrichae, Lyratae, Microphyllae, Muscicolae, Oliganthae, Oxycarpae,
Paucifoliatae, and Racemosae were paraphyletic, but in
each case forming a clade that included at least twothirds of species from the same series.
Thirteen major clades, labeled 1–13, are addressed
below in ascending order as they appear in the tree
(Fig. 1). Support values are specified in the following text

as BI PP/ML BS, e.g. 1.00/92 (PP/BS value). Phylogenies
of the plastid (1.00/92) and total datasets (1.00/100)
strongly supported clade 6 as the sister clade to the rest
of Pedicularis (1.00/99). However, clade 6 was resolved
as paraphyletic in the nrITS tree (Additional file 2).
Within clade 6, 14 alternate-leaved species were from
the informal groups Sceptrum (1) and Neosceptrum (2)
in Tsoong’s system, with only three species of series
Aloenses from the informal group Cyclocladus (3) with
opposite leaves. Series Aloenses (excluding P. petelotii,
1.00/100), Recurvae (1.00/100), and Sceptra (0.68/51) in
clade 6 were more or less supported as monophyletic.
Two species, P. petelotii (series Aloenses) and P. lachnoglossa (series Lachnoglossae, one species in Himalaya),
formed a grade, followed by the alternate-leaved clade 5.
Clade 5 was strongly supported by the total datasets
(1.00/86), but it was weakly supported using the nrITS
and plastid datasets (Additional files 2, 3 and Table 2).
This clade contains 16 species representing six series of
the informal group Sceptrum (1) in Tsoong’s system.
The monophyly of series Craspedotrichae (1.00/92),
Rudes (1.00/100), Trichoglossae (1.00/94), and Tristes
(1.00/95) was well supported.
The relationship between P. salviiflora (series Salviiflorae, one species in SW China) and clade 9 was not
resolved. Clade 9 contained two species, P. muscoides
(series Roseae) and P. orthocoryne (series Flammeae).
Furthermore, all three datasets strongly supported this
clade as monophyletic (Table 2). This phenomenon was
also found in the newly resolved clade 10, which was
strongly supported as the sister to the remaining eight
clades in the BI analysis (PP = 1.00, Fig. 1). It included
three species from series Asplenifoliae, as well as P.
umbelliformis (series Paucifoliatae). The phylogenetic
relationship of clade 10 was incongruent between nrITS
and the plastid trees. The nrITS dataset supported clade
10 as the sister of clade 12 (1.00/78, see Additional file
2), but the plastid dataset did not resolve its position
(Additional file 3).
Clades 11 and 12 were strongly supported as the sister
to the remaining seven clades in the BI analysis (PP = 0.96,
Fig. 1a). Clades 11 and 12 were strongly supported as
sister groups by the plastid (1.00/98) and total datasets
(1.00/96). However, the nrITS dataset weakly supported
clade 11 close to clade 4 (PP = 0.82, see Additional file 3),
and strongly supported clade 12 as sister to clade 10
(see above). Thus, clades 11 and 12 were treated as two
independent clades in this study. Within clade 11, series
Rhinanthoides (1.00/100) was strongly supported as monophyletic, and the relationship between P. cyclorhyncha
and P. rhinanthoides was well resolved using the total
dataset. Clade 12 corresponded to the informal group
Dolichomischus in Tsoong’s system, including representatives of series Axillares (but excluding the type
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species P. axillaris, which is the sister of clade 3), Omiianae and Muscicolae, although none of these series were
recovered as monophyletic.
Clades 1 and 4, and P. batangensis (series Batangenses,
one species in SW China) formed a clade that was
supported by the plastid (1.00/72, Additional file 3) and
total datasets (PP = 0.88, Fig. 1). The nrITS (PP = 0.51)
and total datasets (PP = 0.63) weakly supported P. batangensis close to clade 1, while the plastid dataset strongly
supported P. batangensis close to clade 4 (1.00/97).
Clade 4 contains all species of the informal group
Cyathophora and five alternate-leaved species (Fig. 1a).
Pedicularis streptorhyncha (series Kialenses) is placed at
the base of this clade, and the remaining four alternateleaved species were the sister subclade of the monophyletic informal group Cyathophora. Within the informal
group Cyathophora, series Reges and another three species
with large purple corollas formed two well-supported
subclades, respectively.
Clade 1 contains 82 species, representing six opposite-/
whorled-leaved informal groups and 27 series (Additional
file 1, Fig. 1b). Informal group Polyschistophyllum and
series Rigidae were both monophyletic and nested within
the clade. The clade did not, however, include any of the
following: the whorled-leaved informal group Cyathophora
(in clade 4); series Molles (P. mollis) and Moupinenses
(P. moupinensis) (both basal to clade 8); series Tantalorhynchae (P. tantalorhyncha in clade 7); the oppositeleaved series Aloenses (three species in clade 6, and the
isolated P. petelotii), Atrovirides (P. sherriffii in clade 7),
Cernuae (P. cernua and P. gongshanensis in clade 7),
Pseudoasplenifoliae (three species in clade 7), Remotilobae (P. remotiloba in clade 7), and Salviiflorae (P. salviiflora, located between clades 5 and 9); and the
isolated P. flexuosa (series Flexuosae: located between
clades 7 and 13). In terms of distribution, only P. chamissonis from Japan, and two samples of P. verticillata
from Japan and Europe, were from outside China or the
Himalayas; the remaining 108 samples representing 81
species (including three samples of P. verticillata) were
from China, extending to Himalayas, particularly in
southwestern (SW) China. Within clade 1, we recognize
three subclades, labeled A-C in Fig. 1b. Subclade 1A
consisted of 12 species (16 samples), 8 of those from
series Verticillatae and only P. smithiana with beaked
galea. Within the subclade of five samples representing
the circumboreal species P. verticillata, the samples
from Europe and Japan grouped together, while the
samples from China tended to be distantly related.
Subclade 1B (1.00/67) contained 20 species (30 samples),
with monophyletic informal group Polyschistophyllum
nested within it. Series Cheilanthifoliae (three species) and
Plicatae (two species), and P. rupicola formed a complex
lineage. Four species with multiple samples did not resolve
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as monophyletic. In addition, P. roylei var. brevigaleata
was close to P. likiangensis, not to other samples of P.
roylei.
Subclade 1C (1.00/62) included 50 species (65 samples),
with two long-tubed species, i.e. P. urceolata (series Urceolatae) and P. oxyrhyncha (series Flexuosae). The monophyletic series Rigidae and Tatsienenses, and paraphyletic
series Lyratae were included in this subclade. It is noteworthy that Pedicularis debilis, with six sampled individuals, tended to be resolved as at least three species.
In addition, P. kansuensis (series Verticillatae) and
P. lutescens (series Lyratae) were paraphyletic.
Pedicularis mollis (series Molles, one species in Himalaya)
and P. moupinensis (series Moupinenses, one species in
SW China) loosely formed a grade (PP = 0.72) underlying
a superclade consisting of clades 2, 3, 7, 8, and 13, plus P.
flexuosa (series Flexuosae) and P. axillaris (PP = 0.93).
This latter superclade was strongly supported clade by BI
analysis (PP = 1.00), while the clade (clades 13 + P.
axillaris + clade 3) was strongly supported by the total
(1.00/70) and plastid (1.00/89) datasets. Pedicularis
axillaris was supported as the sister of clade 3 (total
dataset: 1.00/82; nrITS dataset: PP = 0.72; plastid dataset:
0.74/72), while this species was excluded from clade 3 by
previous treatments [21, 37].
Clade 8 was strongly supported only by the total dataset
(1.00/92) and the plastid dataset using BI analysis (PP =
1.00). The nrITS dataset resolved clade 8 (PP = 0.86) as
paraphyletic, including clade 13 that close to subclade 8A
(PP = 0.52) (Additional file 2). Clade 8 contained 19 species (22 samples) belonging to ten series and four informal
groups (Fig. 1c). Two subclades could be recognized,
labeled 8A (8 species) and 8B (11 species: Fig. 1c). Collectively, the geographic range of clade 8 extends across Asia
(including Japan), Europe, and North America, whereas
none of its species occur in the Himalaya-Hengduan
Mountains. The monophyly of series Hirsutae, Surrectae
(both in subclade 8B) and series Sudeticae (subclade 8A)
was supported.
Clade 2 was resolved by all analyses (Table 2). Pedicularis pantlingii (series Furfuraceae) was resolved at the
base of this clade. The remaining species corresponded
to series Megalanthae, endemic to the Himalaya region.
Morphologically, two samples from Xizang were identified in series Megalanthae, while they were different
from two inland Chinese species P. megalantha and P.
megalochila.
Three samples of P. bella (series Pumiliones) were
monophyletic at the base of clade 7. This clade contained 19 species (28 samples) from two informal groups
presently classified in 12 series: eleven alternate-leaved
species represent seven series of the informal group
Rhizophyllum, and eight opposite-/whorled-leaved species
represent five series of the informal group Dolichophyllum.
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The six samples representing P. oederi (series Flammeae) are not monophyletic: the Japanese and European
samples formed a moderately supported clade (0.89/67)
that also included P. flammea, whereas the Chinese
samples were clustered with P. rhynchodonta and P. stylosa (0.98/61). Monophyly of series Cernuae was weakly
resolved (PP = 0.64).
Clade 13 corresponded to series Corydaloides, including two species endemic to the Himalaya-Hengduan
Mountains. As with clades 9–12, this clade was strongly
supported by all analyses (Table 2). Monophyly of the
two species was well resolved.
Clade 3 contained 59 species (71 samples) from the
informal groups Apocladus (10) and Rhizophyllum
(13) with alternate leaves, representing 15 series. This
clade was divided into two well-supported subclades,
labeled 3A and 3B (Fig. 1c). Subclade 3A included 22
species (27 samples). Species in the clade P. cranolopha –
P. decorissima (1.00/100) belonged to series Longiflorae
except for P. fletcheri. In addition, except for P. macilenta (in subclade 3A, clustering with five species
of series Oliganthae), the remaining five species of
series Oxycarpae clustered together (0.67/72). Series
Albiflorae was paraphyletic, including P. mychophila
(series Mychophilae).
Subclade 3B (1.00/85) contained 37 species (44 samples), of which only two species, P. henryi and P. tenuisecta, were beakless. In this subclade, long tubular species
from series Longiflorae (1.00/100) formed a strongly supported group here termed the P. siphonantha lineage
(Fig. 1c). This group corresponded to species in series
Longiflorae with purple/red/pink corollas with twisted
beaks. In addition, eight beaked species (from series
Amplitubae and Oliganthae) with a reflexed tooth on
either side of the lower margin were strongly supported
to be sister to each other, and they were sister to the
lineage within this subclade. Series Carnosae (1.00/100)
and Strobilaceae (1.00/100) were strictly monophyletic,
and series Microphyllae, Oliganthae and Paucifoliatae
were paraphyletic.
Reconstruction of ancestral states of morphological
characters

Evolutionary patterns of four morphological characters are shown in Fig. 2. Our results showed that
alternate/sub-opposite leaves had been transformed to
opposite/whorled leaves at least nine times (Fig. 2a),
long-tubed corollas were derived from short-tubed
corollas at least 21 times (Fig. 2b), toothed galea
from toothless galea at least 26 times (Fig. 2c), and
beaked galea had been gained three times in the basal
clade, then it was lost more than 20 times; independent losses were particularly numerous in clade 1
(Fig. 2d).
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Discussion
Comparisons between molecular phylogenies and
morphological classifications

To date, this is the largest phylogeny assembled for Pedicularis, representing all 13 informal groups, 80 % of the
total series and one-third of the total species [23, 31–33].
Overall, the separated nrITS and the plastid datasets, and
the total dataset are informative in resolving relationships
among recently diverged nodes, but provide poor resolution and support for earlier divergences. Short branch
lengths for the stem of 13 well supported clades, and long
branch lengths for some tip branches/nodes, imply that
the most recent common ancestor (MRCA) of Pedicularis
may have undergone rapid radiations at the early evolutionary stages.
It is not rare that phylogenetic topologies are incongruent with traditional classifications, because classical
taxonomy sometimes emphasized homoplastic characters as the key criteria to arrange the system. In Pedicularis, floral characters were emphasized in several
classifications [24, 26–28] before Li [2, 29]; however,
floral characters show a higher degree of homoplasy
than that of phyllotaxy [2, 6, 21, 29]. The current study,
as well as that of Ree [21], both support the hypothesis
that classifications are relatively stable on the basis of
phyllotaxy. Eleven of the 13 clades are alike in vegetative
characters, e.g., clade 1 is composed of opposite-/whorledleaved species, clades 2, 3, 5, and 8–13 share alternate
leaves, and clade 7 has membranous scales at the base of
the stems. Clade 4 comprises both whorled-leaved and
alternate-leaved species, and monophyly of the whorledleaved informal group Cyathophora is strongly supported.
One exception for the floral type is clade 6 which is characterized by having a “Capitata-type” corolla (i.e. corolla
tube straight, lower lip apposed or erect [23]).
Our results agree to some extent with the principles
underlying Tsoong’s system of infrageneric classification,
particularly as to phyllotaxy [23, 31, 32]. In Tsoong’s system, the informal groups Sceptrum (1), Neosceptrum (2),
Pedicularis (7), Apocladus (10) and Rhizophyllum (13) are
alternate-leaved, while informal group Dolichomischus (4)
is opposite-, subopposite- or alternate-leaved with slender
and diffuse stems, and informal groups Cyclocladus (3),
Polyschistophyllum (5), Cyathophora (6), Sigmantha (8),
Orthosiphonia (9), Brachyphyllum (11) and Dolichophyllum (12) are opposite-/whorled-leaved. Among the 13
informal groups, groups Polyschistophyllum (5) and
Cyathophora (6), both of which were thoroughly sampled by us, were strongly supported as monophyletic
(Additional file 1). Species of informal group Cyathophora
(6) are whorled-leaved, while all five sister species are
alternate-leaved. All species of informal group Polyschistophyllum (5) and almost all species of the other five
opposite-/whorled-leaved informal groups fall into clade 1.
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Fig. 2 Evolutionary history of four morphological characters, phyllotaxy (a), corolla tube (b), galea tooth (c), and galea beak (d)

Nine alternate-leaved species of informal group Dolichomischus (4) fall into clade 12, whereas of three excluded
species, the strictly opposite-leaved P. batangensis is close
to clade 1, the subopposite-leaved P. axillaris is close to
clade 3, and the alternate-leaved P. fargesii falls in clade
11. However, because of the fact that species of the five
other alternate-leaved informal groups fall into 12 of the
13 clades (i.e. all except clade 1), the evolutionary significance of phyllotaxy should be treated with caution.
As to the other informal groups, species of group Sceptrum (1) are clustered in clades 5 and 6, except P. streptorhyncha of series Kialenses (in clade 4); P. streptorhyncha is
the only sampled species with twisted corolla beak in informal group Sceptrum and the phylogenetic placement
suggests that its taxonomic position may be incorrect.
Three species of informal group Neosceptrum (2) fall
into clade 6; of the other three species, the position of
P. lachnoglossa is not resolved, while P. striata and P.
proboscidea are located in clade 8. As for informal
group Pedicularis (7), series Carnosae, Microphyllae
and Polyphyllatae (all endemic to SW China) form a
well-supported subclade in clade 3, while series Pedicularis and Racemosae (which occur throughout the North
Temperate Zone) are clustered in clade 8. In addition,

P. pantlingii of series Furfuraceae is nested as the base of
clade 2.
The situation of the informal group Apocladus (10) resembles that of group Pedicularis (7). Five series endemic
to SW China are included in clade 3, and five series distributed throughout the North Temperate Zone in clade 8.
The two sampled species of series Rhinanthoides form
clade 11, which also includes P. fargesii (series Phaceliifoliae). Species of the informal group Rhizophyllum (13) was
highly polyphyletic, with sampled species being distributed
in eight clades (3, 4, 7, 8–10, 12, and 13). Among these,
clades 9, 10 and 13 contain species only from this
group. Except for P. umbelliformis, all species of series
Franchetianae, Longiflorae, Mychophilae, Paucifoliatae
and Pseudomacranthae fall into the clade 3, with all
species of series Albiflorae and Pseudomacranthae being
included in subclade 3B. The sampled species of series
Filiculae (excluding P. tsangchanensis), Flammeae, Macrorhynchae, Pseudo-oederianae, and Rhynchodontae form a
strongly-supported clade 7. Series Hirsutae is monophyletic in clade 8. Interestingly, of the two species of series
Pumiliones, P. bella falls into clade 7, but P. przewalskii is
the sister of informal group Cyathophora in clade 4. This
result strongly suggests that series Pumiliones is artificial
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and confirms the work of Ree [21] who also found that
these two species were resolved in very different positions
on the tree.
Based on the above comparisons of traditional classifications with molecular phylogenies, we reconfirm
that vegetative traits are more reliable than floral
traits in the infra-generic classification in Pedicularis
[2, 21, 23]. Phyllotaxy is a key trait for understanding
the classification of Pedicularis, while leaf morphology
(e.g., petiole, blade and leaflets) and stem form are
significant in the subdivisions of the classification.
Some floral characters are conservative in the clades
with mixed phyllotaxy, such as the “Capitata-type”
corolla in clade 6 and the “Flammea-type” corolla (i.e.
corolla tube abruptly bent forwards near apex, lower
lip spreading at ± right angles to the tube and upper
lip [23]) in clade 7. In addition, geographic distribution appears to carry some important phylogenetic
signals. For example, most species of clades 6 and 8
are distributed throughout the Northern Temperate
zone or are endemic to Japan or Europe and North
America, whereas all species of clades 2, 4, 5, and 9–13
are endemic to SW China or the Himalaya-Hengduan
Mountains. It seems that the Japanese/European/North
American species have been derived from Himalayan
ancestors [2, 6, 28, 38]. Nevertheless, molecular dating
and biogeographic analyses should be applied to validate
these hypotheses in the future.
Systematic implications of vegetative characters

Whether the alternate or the opposite/whorled leaf arrangement is the ancestral trait in Pedicularis has been
a matter for debate. Li [2] favored the view that the opposite/whorled status was primitive, while Tsoong [23]
took the opposite viewpoint. Our results support the
viewpoint of Tsoong [23] that alternate leaves could be
plesiomorphic in Pedicularis, because the most basal clade
6 is mainly alternate-leaved (except series Aloenses).
Alternate-leaved species of Pedicularis occur in 12 clades,
indicating that alternate leaves may be a symplesiomorphic trait. Alternate leaves have independently evolved
to opposite/whorled leaves at least nine times, such as in
clades 6 (series Aloenses), 4 (informal group Cyathophora),
1, and 7 (series Cernuae). In addition, some stem characters are associated with alternate leaves. For example,
membranous scales at the stem base occur in clades 7, 9
and 10, and slender and diffuse stems with axillary flowers
are found in species of clade 12, P. axillaris (sister to clade
3) and P. gruina (in clade 3). Generally, species with slender, diffuse stems grow under moist forests or shrubs and
have long corolla-tubes or long pedicels, which may serve
to elevate flowers away from diffuse, leafy stems. The
membranous scales represent the persistent petioles of
the withered basal leaves, and this character may be a
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byproduct of the perennial habit and high-altitude/latitude habitat of these species.
In Pedicularis, leaf morphology may also have significant implications for systematics. Characters of the petiole
(leaf base) provide evidence for supporting the monophyly
of clade 5 and the informal group Cyathophora in clade 4.
Informal group Cyathophora is characterized by having
perfoliate leaf bases that form a cup-like structure around
the stem at each node. All classification systems have
emphasized this special character for placing the
species of this group as a cohesive unit, although it
includes all four general corolla types of Pedicularis
[2, 23]. Molecular phylogeny strongly supported the
morphological basis of this group [21, 34, 40]. The
cup-like bracts filling with rainwater may repel nectar
robbers and/or seed herbivores [59].
Clade 5 is characterized by having clasping leaf bases,
with pinnatifid leaves and pubescent corolla beaks. Short
branch lengths of the clade suggest that clade 5 may
have undergone a rapid radiation at high altitudes.
Fleshy leaves rarely occur in Pedicularis, and this feature
can be used to identify the lineage of P. dichotoma – P.
scolopax in the subclade 1B and the lineage of series
Carnosae in clade 3. The former lineage prefers dry and
warm riverside habitats, and the latter lineage mainly
occurs in limestone-associated meadows. Pedicularis
integrifolia in subclade 1B also has fleshy leaves, and
it is widely distributed in dry alpine meadows. Fleshy
leaves may thus be a trait of functional importance in
dry habitats, and it has been gained at least twice in
clades 1 and 3.
Floral diversification and radiation in the
Himalaya-Hengduan Mountains

Corolla tube length and galea structure show striking interspecific variations in Pedicularis. Long-tubed corollas
appear to have been derived from short-tubed corollas
several times, while the directionality of change in galea
structure is less certain [21]. Short-tubed species can
bear all three types of galea (beakless and toothless,
beakless and toothed, and beaked), while all long-tubed
species are beaked (only P. cyathophylloides has an obscure beak). Studies of development of the upper lip
show that different expansion patterns of the two upper
petals determine whether the galea will or not develop a
beak or teeth [60]. The evolution of galea teeth shows
high levels of homoplasy [21], but galea teeth are synapomorphic for the monophyletic series Lyratae, Rigidae
and Reges. Developmental patterns of the two major
teeth are consistent across three toothed species, P.
comptoniifolia, P. lutescens and P. rex [60], while the unsealed petal tips of P. lutescens (series Lyratae) have
jagged or spinose margins on both inner sides that develop into pairs of small teeth. Two major teeth resulted
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from the expansion and elongation of the separated tips
of the two upper petals. Initiation of two teeth occurs in
the beaked species P. cephalantha (series Oliganthae)
during the development of the beak [60] showing that
the beak and tooth can simultaneously develop within
the same flower. In the traditional classifications [29, 33],
species of series Amplitubae and Oliganthae have beaked
corollas with a pair of teeth at the margin of the galea.
However, these species fell into two lineages in subclade
3A, indicating that the evolution of galea teeth in the
species with a beaked galea may be similar to that of
species with beakless galea.
In Pedicularis, the galea beak is the result of elongation of the two fused upper petals [60]. Transitions
from beakless to beaked galeas appear to be associated
with dramatic changes in nectar production and the foraging behavior of pollinators [21, 61, 62]. The nectarless
beaked corollas force bumblebees to dislodge pollen
through the funnel-shaped beak by vibrating their wings
(buzz-pollination), so the beak can ensure pollination
accuracy and efficiency [63–65]. Meanwhile, a pollen dispensing mechanism for the beaked corollas [66] enhances
pollination success of the nectarless species of Pedicularis
by increasing the visitation times [63, 67]. Increased pollination accuracy may reduce the probability of interspecific pollen deposition [36, 68, 69]. Specialization of the
corolla beak may be associated with species diversity in
Pedicularis, since beaked species account for 66 % of the
352 species in China [9] as well as 96.6 % of the species in
clade 3. However, this hypothesis may not hold true in the
case of clade 1, in which beakless species (toothless and
toothed) account for 45 of the 82 (54.9 %) species in the
clade. Why do opposite-/whorled-leaved species tend to
have more beakless corollas? We suggest that beakless corollas are adapted to generalized pollination [61, 70]; this
may be of great advantage in the opposite-/whorled-leaved
species, because most such species are annual or biennial
and monocarpic. Diverse pollinators [61, 71, 72] and autonomous selfing [73, 74] are only found in the beakless
species, which may provide reproductive assurance when
bumblebees are scarce at the high altitudes and latitudes
where these species occur. In addition, a long and upright
inflorescence with 2–4 flowers at each node enlarges floral
displays for pollination attractiveness in the opposite-/
whorled-leaved species. This may reduce reproductive resources to invest in development of corolla beak and tube,
indicating a trade-off hypothesis between flower number
and corolla size [75, 76]. Therefore, pollinators and/or
reproductive adaptation put high selective pressure on
evolution of corolla galea of Pedicularis in the HimalayaHengduan Mountains. Morphological diversification of
corolla galea may reduce reproductive interference among
co-occurring Pedicularis [36, 64], but also facilitate speciation in the recently derived group.
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A total of 45 long-tubed species were sampled in this
study. Of these, 22 species are in clade 3; six species in
clades 2 and 12; three species in clade 4; and two species
in clades 1, 7 and 11, respectively. In addition, positions
of the remaining two long-tubed species, P. batangensis
and P. flexuosa, are unresolved. It is curious that around
half of the sampled long-tubed species are restricted to
clade 3. In particular, the species of the P. siphonantha
lineage are characterized by their purple/red/pink corollas with twisted beak. This implies that there is an
association between having twisted-beaked corollas and
geographic isolation. Except for P. siphonantha and its
varieties [77], which have a relatively wide range of
distribution, the other five species are each endemic to
a small region, i.e., P. dolichantha endemic to the Huize
region of northeastern Yunnan; P. sigmoidea and Pedicularis sp. (11) endemic to the Dali-Lijiang region and
Ninglang region of northwestern Yunnan, respectively;
and P. leptosiphon and P. variegata endemic to the
Muli region of southwestern Sichuan [9, 29]. Moreover,
geographic vicariance is found for the varieties of P.
siphonantha, with var. siphonantha being restricted to
the middle and western Himalayan region, var. stictochila widely occurring in western Sichuan at altitudes
above 4000 m, and two unknown samples, Pedicularis
sp. (12) and sp. (13) mainly distributed in northwestern
Yunnan at altitudes below 4300 m. These latter two
taxa have previously been generally misidentified as
P. siphonantha var. delavayi or P. delavayi. However,
Fig. 1c clearly demonstrates that P. delavayi is phylogenetically not part of the P. siphonantha lineage. Instead, it
appears as the sister species of P. obliquigaleata of series
Dissectae. Therefore, geographic isolation is an important
mechanism to understand the diversification of Pedicularis in the Himalaya-Hengduan Mountains.
Systematic implications for unresolved species

Among eight unresolved species, P. axillaris tended to
be close to clade 3, P. batangensis to clade 1 or 4, while
the systematic positions of the remaining six species
(P. flexuosa, P. lachnoglossa, P. mollis, P. moupinensis,
P. petelotii and P. salviiflora) are isolated (Fig. 1). Conservatively, these eight unresolved species are not
treated as independent clades in this study. All eight
are endemic to the Himalaya-Hengduan Mountains.
Comparing them with the large clades 1, 3, 5 and 7, we
suggest that the MRCAs of these eight species might
not have experienced rapid radiation in the HimalayaHengduan Mountains, or else their relatives may have
become extinct during the recent radiation, or be not
yet sampled. Five unresolved species (P. batangensis, P.
lachnoglossa, P. mollis, P. moupinensis, and P. salviiflora) belong to monotypic series [33], suggesting that
the recently derived relatives might be extinct, or recent
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speciation might not have happened. Excluding P. axillaris
and P. lachnoglossa with short (stem) branch lengths, the
long (stem) branch lengths of the remaining six opposite-/
whorled-leaved species indicate that they may have
been derived at an early stage of the rapid radiation of
Pedicularis. Due to the backbone of the tree being
weakly supported, molecular dating may misinterpret
their evolutionary histories. To improve phylogenetic
resolution of the backbone, more DNA markers or next
generation sequencing data should be applied.

Conclusions
The flowers of Pedicularis show a great diversity in the
form of the galea, with an extensive variation in the
length of the corolla tube. Some natural groups are
strongly supported by current phylogenetic analyses.
Both nrITS and plastid datasets are relatively informative
in Pedicularis; however, the relationships of the backbone
branches of the phylogenetic tree are poorly resolved.
Short branch lengths for the stem of 13 well-supported
clades, together with long branch lengths for some tip
branches/nodes, indicate that the MRCAs of Pedicularis
may have undergone rapid radiations early. There is little
consensus between this phylogeny and the taxonomic
hierarchy of Tsoong’s system. Only two informal groups
(15.4 %) and 19 series (33.9 %) are found to be strictly
monophyletic. Our results suggest that combinations of
morphological and geographic characters associated with
strongly supported clades may be useful in developing a
comprehensive global phylogeny of Pedicularis.
Phyllotaxy is a key character for infrageneric classification in Pedicularis. Most opposite-/whorled-leaved species fall into clade 1, and all whorled-leaved species with
and perfoliate leaf bases that form a cup-like structure
around the stem at each node are monophyletic in
clade 4. Our results indicate that alternate leaves are
inferred to be a symplesiomorphic character in Pedicularis, with multiple transitions to opposite/whorled
phyllotaxy. Alternate-leaved species show high diversity in plant habit and floral forms, with most longtubed species. In contrast whorled-leaved species are
concentrated in the Himalaya-Hengduan Mountains and
have many toothless species. Long-tubed corollas appear
to have been derived from short-tubed corollas several
times. Short-tubed species can bear all three types of
galea (beakless and toothless, beakless and toothed,
and beaked), while all long-tubed species are beaked.
Our results suggest that geographical barriers may have
facilitated diversification of long tubular species in the
Himalaya-Hengduan Mountains. In addition, reproductive
advantages may boost radiations of beakless galeas in
opposite-/whorled-leaved species at high altitudes in the
Himalaya-Hengduan Mountains.
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Availability of supporting data

The phylogenetic datasets (including amino acid sequence)
supporting the results of this article are available in
TreeBase (http://purl.org/phylo/treebase/phylows/study/
TB2:S17733).
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Additional file 1: Table S1. DNA accession and voucher information
for taxa included in phylogenetic analysis.
Additional file 2: Figure S1. Topology shows the majority rule
consensus of the Bayesian inference tree using nrITS sequences. Values
above the branches indicate ML bootstrap support (BS) ≥50, and those
below the branches indicate BI posterior probability (PP) ≥0.50.
Additional file 3: Figure S2. Topology shows the majority rule
consensus of the Bayesian inference tree using the concatenated plastid
dataset. Labeling details as Additional file 2.

Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
HW and D-ZL conceived and designed the experiments; M-LL, W-BY and
J-BY performed experiments and analyzed the data; W-BY, M-LL, HW, RHR,
RRM and D-ZL wrote the paper. All authors read and approved the final
manuscript.
Acknowledgments
This study was supported by grants from the National Key Basic Research
Program of China (2014CB954100), the National Natural Science Foundation
of China (grants 31470323, 31200185, 30970201 and 30570115), the Major
International Joint Research Project of National Natural Science Foundation
of China (31320103919), the 1000 Talents Program (WQ20110491035), and
the West Light Foundation of the Chinese Academy of Sciences
(Y2227111W1). The Royal Botanic Garden Edinburgh is supported by the
Scottish Government’s Rural and Environment Science and Analytical
Services Division. We are grateful to J Cai, Y-W Duan, L-N Dong, L-M Gao, H-J
He, J He, P-H Huang, X-Y Huang, W Jiang, Y-S Liang, B Liu, J Liu, E-D Liu, Z-W
Liu, L Lu, Y Luo, P-F Ma, Z-X Ren, H Sun, X-L Sui, Z-B Tao, D Wu, Z-K Wu, C-L
Xiang, J-D Ya, Q-L Yang, X-L Yang, Y Yang and S-D Zhang, T Zhang, and C-H
Zhou for their kind help in the field and/or providing samples for this study;
to P-H Huang, J Yang, C-X Zeng and Y-X Zhang for their assistance in molecular
experiments and data analysis; and to three anonymous reviewers and
Associate Editor for their valuable comments and suggestions.
Author details
1
Key Laboratory for Plant Diversity and Biogeography of East Asia, Kunming
Institute of Botany, Chinese Academy of Sciences, Kunming 650201, PR
China. 2Center for Integrative Conservation, Xishuangbanna Tropical
Botanical Garden, Chinese Academy of Sciences, Mengla 666303, PR China.
3
Plant Germplasm and Genomics Center, Germplasm Bank of Wild Species,
Kunming Institute of Botany, Chinese Academy of Sciences, Kunming
650201, PR China. 4Kunming College of Life Sciences, University of Chinese
Academy of Sciences, Kunming 650201, PR China. 5Royal Botanic Garden
Edinburgh, 20A Inverleith Row, Edinburgh EH3 5LR, Scotland, UK.
6
Department of Botany, Field Museum of Natural History, Chicago, IL 60605,
USA.
Received: 13 April 2015 Accepted: 10 June 2015

References
1. Fischer E. Scrophulariaceae. In: Kadereit JW, editor. The Families and genera
of vascular plants. Berlin: Springer; 2004. p. 333–432.
2. Li H-L. A revision of the genus Pedicularis in China. part I. Proc Acad Natl Sci
Phila. 1948;100:205–378.

Yu et al. BMC Plant Biology (2015) 15:176

3.
4.
5.
6.
7.

8.

9.

10.
11.
12.
13.
14.

15.
16.

17.

18.
19.
20.

21.
22.

23.
24.
25.

26.
27.

28.
29.
30.

31.
32.

Olmstead RG. A synoptical classification of the Lamiales (version 2.4). 2012.
http://depts.washington.edu/phylo/Classification.pdf.
Wolfe A, Randle C, Liu L, Steiner K. Phylogeny and biogeography of
Orobanchaceae. Folia Geobotanica. 2005;40(2):115–34.
Wu Z-Y, Lu A-M, Tang Y-C, Chen Z-D, Li D-Z. The families and genera of
angiosperms in China: a comprehensive analysis. Beijing: Science Press; 2003.
Li H-L. Evolution in the flowers of Pedicularis. Evolution. 1951;5:158–64.
Mill RR. Pedicularis L. (Scrophulariaceae). In: Grierson AJC, Long DG,
editors. Flora of Bhutan. Edinburgh: Royal Botanic Garden Edinburgh; 2001.
p. 1156–234.
Yamazaki T. A revision of the genus Pedicularis in Nepal. In: Ohba H, Malla
SB, editors. The Himalayan Plants. Tokyo: University Museum, University of
Tokyo; 1988. p. 91–161.
Yang H-B, Holmgren NH, Mill RR. Pedicularis Linn. In: Wu Z-Y, Raven P-H,
editors. Flora of China. St. Louis, Beijing: Missouri Botanical Garden Press &
Science Press; 1998. p. 97–209.
Mayer E. Pedicularis L. In: Tutin TG, Heywood VH, Burges NA, Valentine DH,
editors. Flora Europaea. Cambridge: Cambridge University Press; 1972. p. 269–76.
Hultén E. Flora of Alaska and neighboring territories: a manual of the
vascular plants. Stanford: Stanford University Press; 1968.
Yamazaki T. Pedicularis. In: Iwatsuki K, Yamazaki T, Boufford DE, Ohba H,
editors. Flora of Japan. Tokyo: Kodansha; 1993. p. 364–71.
Takhtajan A. Flowering plants. Berlin: Springer; 2009.
Bennett JR, Mathews S. Phylogeny of the parasitic plant family
Orobanchaceae inferred from phytochrome A. Am J Bot. 2006;93(7):1039–51.
doi:10.3732/ajb.93.7.1039.
Olmstead RG, DePamphilis CW, Wolfe AD, Young ND, Elisons WJ, Reeves PA.
Disintegration of the Scrophulariaceae. Am J Bot. 2001;88(2):348–61.
McNeal JR, Bennett JR, Wolfe AD, Mathews S. Phylogeny and origins
of holoparasitism in Orobanchaceae. Am J Bot. 2013;100:971–83.
doi:10.3732/ajb.1200448.
Scheunert A, Fleischmann A, Olano-Marin C, Brauchler C, Heubl G. Phylogeny
of tribe Rhinantheae (Orobanchaceae) with a focus on biogeography, cytology
and re-examination of generic concepts. Taxon. 2012;61(6):1269–85.
Duby JE. Aug. Pyrami de Candolle Botanicon Gallicum. Paris: Desray; 1828.
Hong D-Y. A new genus of Scrophulariaceae from Xizang, China. Acta
Phytotaxonomica Sinica. 1986;24(2):139–42.
Dong LN, Wang H, Wortley AH, Lu L, Li DZ. Phylogenetic relationships
in the Pterygiella complex (Orobanchaceae) inferred from molecular
and morphological evidence. Bot J Linn Soc. 2013;171(3):491–507.
doi:10.1111/j.1095-8339.2012.01326.x.
Ree RH. Phylogeny and the evolution of floral diversity in Pedicularis
(Orobanchaceae). Int J Plant Sci. 2005;166(4):595–613. doi:10.1086/430191.
Wang H, Yu W-B, Chen J-Q, Blackmore S. Pollen morphology in relation to
floral types and pollination syndromes in Pedicularis (Orobanchaceae). Plant
Syst Evol. 2009;277(3–4):153–62. doi:10.1007/s00606-008-0112-1.
Tsoong P-C. A new system for the genus Pedicularis. Acta Phytotaxonomica
Sinica. 1955;4:71–147.
Maximowicz CJ. Diagnoses des plantes nouvelles asiatiques. VII. Bulletin de
l’Academie Imperiale des Sciences de St-Petersbourg. 1888;32(4):477–629.
McNeill J, Barrie FR, Buck WR, Demoulin V, Greuter W, Hawksworth DL, et al.
editors. 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). Ruggell:
A.R.G. Gantner Verlag; 2012.
Prain D. The species of Pedicularis of the Indian Empaire and its frontiers.
Annals of the Royal Botanical Garden. 1890;3:1–196.
Bonati G. Le genre Pedicularis L. Morphologie, classification, distribution
géographique, évolution et hybridation. [Ph.D.]. Université de Nancy:
Berger-Levrault; 1918.
Limpricht W. Studien über die Gattung Pedicularis. Repertorium Specierum
Novarum Regni Vegetabilis. 1924;20:161–265.
Li H-L. A revision of the genus Pedicularis in China. part II. Proc Acad Natl
Sci Phila. 1949;101:1–214.
Wang H, Mill RR, Blackmore S. Pollen morphology and infra-generic evolutionary
relationships in some Chinese species of Pedicularis (Scrophulariaceae). Plant Syst
Evol. 2003;237(1–2):1–17. doi:10.1007/s00606-002-0188-y.
Tsoong P-C. A new system for the genus Pedicularis (continued). Acta
Phytotaxonomica Sinica. 1956;5(1):19–73.
Tsoong P-C. A new system for the genus Pedicularis (continued). Acta Bot
Sin. 1961;9(3–4):230–74.

Page 13 of 14

33. Tsoong P-C. Scrophulariaceae (Pars II). In: Chien S-S, Chun W-Y,
editors. Flora Reipublicae Popularis Sinacae. Beijing: Science Press;
1963. p. 1–378.
34. Yang F-S, Wang X-Q. Extensive length variation in the cpDNA trnT-trnF region
of hemiparasitic Pedicularis and its phylogenetic implications. Plant Syst Evol.
2007;264(3–4):251–64. doi:10.1007/s00606-006-0510-1.
35. Yang F-S, Wang X-Q, Hong D-Y. Unexpected high divergence in nrDNA ITS
and extensive parallelism in floral morphology of Pedicularis (Orobanchaceae).
Plant Syst Evol. 2003;240(1–4):91–105. doi:10.1007/s00606-003-0005-2.
36. Eaton DAR, Fenster CB, Hereford J, Huang S-Q, Ree RH. Floral diversity and
community structure in Pedicularis (Orobanchaceae). Ecology.
2012;8(Suppl):S182–94. doi:10.1890/11-0501.1.
37. Tkach N, Ree RH, Kuss P, Roser M, Hoffmann MH. High mountain origin,
phylogenetics, evolution, and niche conservatism of arctic lineages in the
hemiparasitic genus Pedicularis (Orobanchaceae). Mol Phylogenet Evol.
2014;76:75–92. doi:10.1016/j.ympev.2014.03.004.
38. Robart BW, Gladys C, Frank T, Kilpatrick S. Phylogeny and biogeography of
North American and Asian Pedicularis (Orobanchaceae). Syst Bot.
2015;40(1):229–58. doi:10.1600/036364415X686549.
39. Eaton DAR, Ree RH. Inferring phylogeny and introgression using RADseq
data: an example from flowering plants (Pedicularis: Orobanchaceae). Syst
Biol. 2013;62(5):689–706. doi:10.1093/sysbio/syt032.
40. Yu W-B, Huang P-H, Li D-Z, Wang H. Incongruence between nuclear and
chloroplast DNA phylogenies in Pedicularis section Cyathophora (Orobanchaceae).
PLoS One. 2013;8(9):e74828. doi:10.1371/journal.pone.0074828.
41. Yu W-B, Huang P-H, Ree RH, Liu M-L, Li D-Z, Wang H. DNA barcoding of
Pedicularis Linn. (Orobanchaceae): testing four candidate DNA barcoding
loci in a large and hemiparasitic genus. Journal of Systematics and. Evolution.
2011;49:425–37. doi:10.1111/j.1759-6831.2011.00154.x.
42. Taberlet P, Gielly L, Pautou G, Bouvet J. Universal primers for amplification
of three non-coding regions of chloroplast DNA. Plant Mol Biol.
1991;17(5):1105–9. doi:10.1007/bf00037152.
43. Kearse M, Moir R, Wilson A, Stones-Havas S, Cheung M, Sturrock S, et al.
Geneious Basic: An integrated and extendable desktop software platform
for the organization and analysis of sequence data. Bioinformatics.
2012;28(12):1647–9. doi:10.1093/bioinformatics/bts199.
44. Katoh K, Kuma K, Toh H, Miyata T. MAFFT version 5: improvement in
accuracy of multiple sequence alignment. Nucleic Acids Res. 2005;33(2):511–8.
doi:10.1093/Nar/Gki198.
45. Hall TA. BioEdit: a user-friendly biological sequence alignment editor and
analysis program for Windows 95/98/NT. Nucleic Acids Symp Ser.
1999;41:95–8.
46. Vaidya G, Lohman DJ, Meier R. SequenceMatrix: concatenation software for
the fast assembly of multi-gene datasets with character set and codon
information. Cladistics. 2011;27(2):171–80. doi:10.1111/j.1096-0031.2010.00329.x.
47. Ronquist F, Huelsenbeck JP. MrBayes 3: Bayesian phylogenetic
inference under mixed models. Bioinformatics. 2003;19(12):1572–4.
doi:10.1093/bioinformatics/btg180.
48. Darriba D, Taboada GL, Doallo R, Posada D. jModelTest 2: more models,
new heuristics and parallel computing. Nat Methods. 2012;9(8):772.
49. Guindon S, Gascuel O. A simple, fast, and accurate algorithm to estimate
large phylogenies by maximum likelihood. Syst Biol. 2003;52(5):696–704.
doi:10.1080/10635150390235520.
50. Alfaro ME, Zoller S, Lutzoni F. Bayes or bootstrap? A simulation study
comparing the performance of Bayesian Markov chain Monte Carlo
sampling and bootstrapping in assessing phylogenetic confidence. Mol Biol
Evol. 2003;20(2):255–66. doi:10.1093/molbev/msg028.
51. Erixon P, Svennblad B, Britton T, Oxelman B. Reliability of Bayesian
posterior probabilities and bootstrap frequencies in phylogenetics.
Syst Biol. 2003;52(5):665–73.
52. Kolaczkowski B, Thornton JW. Effects of branch length uncertainty on
Bayesian posterior probabilities for phylogenetic hypotheses. Mol Biol Evol.
2007;24(9):2108–18. doi:10.1093/molbev/msm141.
53. Stamatakis A, Hoover P, Rougemont J. A rapid bootstrap algorithm for the
RAxML web servers. Syst Biol. 2008;57(5):758–71. doi:10.1080/10635150802429642.
54. Hillis DM, Bull JJ. An empirical test of bootstrapping as a method for
assessing confidence in phylogenetic analysis. Syst Biol. 1993;42(2):182–92.
doi:10.1093/sysbio/42.2.182.
55. Stover BC, Muller KF. TreeGraph 2: combining and visualizing evidence
from different phylogenetic analyses. BMC Bioinformatics. 2010;11:7.
doi:10.1186/1471-2105-11-7.

Yu et al. BMC Plant Biology (2015) 15:176

56. Farris JS, Källersjö M, Kluge AG, Bult C. Constructing a significance test for
incongruence. Syst Biol. 1995;44(4):570–2. doi:10.1093/sysbio/44.4.570.
57. Baker WJ, Norup MV, Clarkson JJ, Couvreur TLP, Dowe JL, Lewis CE, et al.
Phylogenetic relationships among arecoid palms (Arecaceae: Arecoideae).
Ann Bot. 2011;108(8):1417–32. doi:10.1093/Aob/Mcr020.
58. Maddison WP, Maddison DR. Mesquite: a modular system for evolutionary
analysis. Version 2.75. 2011. http://mesquiteproject.org. Accessed 24 Feb, 2015.
59. Sun S-G, Huang S-Q. Rainwater in cupulate bracts repels seed herbivores
in a bumblebee-pollinated alpine flower. Aob Plants. 2015.
doi:10.1093/aobpla/plv019.
60. Yu W-B, Cai J, Li D-Z, Mill RR, Wang H. Floral ontogeny of Pedicularis
(Orobanchaceae), with an emphasis on the corolla upper lip. J Syst Evol.
2013;51:435–50.
61. Macior LW. Plant community and pollinator dynamics in the evolution of
pollination mechanisms in Pedicularis (Scrophulariaceae). In: Armstrong JA,
Powell JM, Richards AJ, editors. Pollination and Evolution. Sydney: Royal
Botanic Gardens; 1982. p. 29–45.
62. Macior LW, Sood SK. Pollination ecology of Pedicularis megalantha D.
Don (Scrophulariaceae) in the Himachal Himalaya. Plant Species Biology.
1991;6(2):75–81.
63. Yu W-B, Li D-Z, Wang H. Highly efficient pollination by bumblebees
ensures seed production in Pedicularis lachnoglossa (Orobanchaceae),
an early-flowering Himalayan plant. J Syst Evol. 2012;50(3):218–26.
doi:10.1111/j.1759-6831.2012.00180.x.
64. Armbruster WS, Shi X-Q, Huang S-Q. Do specialized flowers promote
reproductive isolation? Realized pollination accuracy of three sympatric
Pedicularis species. Ann Bot. 2014;113(2):331–40. doi:10.1093/aob/mct187.
65. Huang S-Q, Shi X-Q. Floral isolation in Pedicularis: how do congeners with
shared pollinators minimize reproductive interference? New Phytol.
2013;199(3):858–65. doi:10.1111/nph.12327.
66. Harder LD. Pollen removal by bumble bees and its implications for pollen
dispersal. Ecology. 1990;71(3):1110–25.
67. Kawai Y, Kudo G. Effectiveness of buzz pollination in Pedicularis chamissonis:
significance of multiple visits by bumblebees. Ecol Res. 2009;24(1):215–23.
doi:10.1007/s11284-008-0500-6.
68. Grant V. Mechanical and ethological isolation between Pedicularis
groenlandica and P. attollens (Scrophulariaceae). Biologisches Zentralblatt.
1994;113(1):43–51.
69. Yang C-F, Gituru RW, Guo Y-H. Reproductive isolation of two sympatric
louseworts, Pedicularis rhinanthoides and Pedicularis longiflora (Orobanchaceae):
how does the same pollinator type avoid interspecific pollen transfer? Biol J
Linn Soc. 2007;90(1):37–48.
70. Macior LW, editor. Behavioral coadaptation of Bombus pollinators and
Pedicularis flowers. Versailles: Proceedings of the 5th International Pollination
Symposium; 1984.
71. Macior LW, Tang Y. A preliminary study of the pollination ecology of
Pedicularis in the Chinese Himalaya. Plant Species Biology. 1997;12(1):1–7.
72. Xia J, Sun S-G, Guo Y-H. Honeybees enhance reproduction without affecting
the outcrossing rate in endemic Pedicularis densispica (Orobanchaceae).
Plant Biolology. 2007;9(6):713–9.
73. Eriksen B, Molau U, Svensson M. Reproductive strategies in two arctic
Pedicularis species (Scrophulariaceae). Ecography. 1993;16(2):154–66.
74. Sun S-G, Guo Y-H, Gituru RW, Huang S-Q. Corolla wilting facilitates delayed
autonomous self-pollination in Pedicularis dunniana (Orobanchaceae). Plant
Syst Evol. 2005;251(2–4):229–37. doi:10.1007/s00606-004-0260-x.
75. Burd M. Flower number and floral components in ten angiosperm species:
an examination of assumptions about trade-offs in reproductive evolution.
Biol J Linn Soc. 1999;68(4):579–92.
76. Charlesworth D, Morgan MT. Allocation of resources to sex functions in
flowering plants. Philos Trans R Soc Lond B Biol Sci. 1991;332(1262):91–102.
77. Yu W-B, Zhang S-D, Wang H. New taxa of Pedicularis (Scrophulariaceae) from
the Hengduan Mountains, southwestern China. Novon. 2008;18(1):125–9.
doi:10.3417/2006032.

Page 14 of 14

Submit your next manuscript to BioMed Central
and take full advantage of:
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at
www.biomedcentral.com/submit

