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Abstract
Establishing species boundaries is one of the challenges taxonomists around the world have been tackling
for centuries. The relation between intraspecific and interspecific variability is still under discussion and
in many taxa it remains understudied. Here the hypothesis of single versus multiple species of the crab
spider Synema globosum (Fabricius) is tested. The wide distribution range as well as its high morphological
variability makes this species an interesting candidate for re-evaluation using an integrative approach. This
study combines information from barcoding, phylogenetic reconstruction based on mitochondrial CO1
and ITS2 of more than 60 specimens collected over a wide range of European localities, and morphology.
The findings show deep clades with up to 6% mean pairwise distance in the CO1 barcode without any
biogeographical pattern. The nuclear ITS2 gene did not support the CO1 clades. Morphological assessment of somatic and genital characters in males and females and a morphometric analysis of the male palp
uncovered high intraspecific variation that does not match the CO1 or ITS2 phylogenies or biogeography
either. Screening for endosymbiotic Wolbachia bacteria was conducted and only a single infected specimen was found. Several scenarios might explain these inconsistent patterns. While the deep divergences
in the barcoding marker might suggest cryptic or ongoing speciation or geographical isolation in the past,
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the lack of congruent variation in the nuclear ITS2 gene or the studied morphological character systems,
especially the male palp, indicates that S. globosum might simply be highly polymorphic both in terms of
its mtDNA and morphology. Therefore, more data on ecology and behaviour and full genome sequences
are necessary to ultimately resolve this taxonomically intriguing case.
Keywords

DNA barcoding, genital organs, MRA, multivariate ratio analysis, PCA, principal
component analysis, species delimitation, spider taxonomy

Introduction
To assess species richness is an urgent duty to manage and conserve biodiversity.
Estimation of species richness using various extrapolation methods is one way to tackle
the issue. One influential work of this kind was carried out by Erwin (1982), who
estimated from canopy fogging in Panama that the number of extant arthropod taxa
may be as high as 30 million. The only way to verify such estimates is to approach
real numbers by describing new species. However, assessing species numbers is often
difficult, especially in the case of hyper-diverse groups like arthropods (Colwell 1994).
Traditional taxonomy, which is mainly based on morphological traits, was the most
effective way to describe new species before molecular techniques became widely applicable. Nowadays, combining these two approaches has become the most powerful
method taxonomists use to identify, delimitate, and describe new species (Dayrat 2005;
Schlick-Steiner et al. 2010; Gokhman 2018). However, there are numerous ways in
which morphological and molecular data can disagree which poses challenges to taxonomists (Funk and Omland 2003; Hebert et al. 2003; Fleck et al. 2006). This became especially clear with the advent of DNA barcoding in the last years (Blagoev et al. 2009).
DNA barcoding is nowadays a very common method for species identification,
based on the analysis of a short genetic fragment (Coddington 1996; Hebert et al. 2003;
Čandek et al. 2013). Usually, this fragment is the cytochrome c oxidase 1 gene (CO1)
located in the mitochondrial DNA (mtDNA). To identify a specimen, the sequenced
barcoding fragment is compared with an existing library. There were intensive sampling
and sequencing efforts to build a universal barcode library, i.e., Barcode of Life Data
Systems (BOLD) (Ratnasingham and Hebert 2007, 2013; Blagoev et al. 2016), that
provides a cheap tool to identify specimens quickly with a single-locus approach. Beside
this, DNA barcoding can also aid species discovery (Dayrat 2005; Tyagi et al. 2019),
but the suitability of this method in closely related species or within a species complex
is still under discussion (Whitworth et al. 2007; Slowik and Sikes 2015; Spasojevic et al.
2016; Gibbs 2018). Potential obstacles for barcoding as the sole tool for species discovery include incomplete lineage sorting (Galtier et al. 2009), recent species divergence
in big population size organisms (Maddison 1997), and endosymbiont-mediated introgressive hybridisation (Hurst and Jiggins 2005; Goodacre et al. 2006; Klopfstein et al.
2016). Another constraint is that barcodes sometimes reflect biogeographical patterns
instead of species specificity (Nicholls et al. 2012; Collins and Cruickshank 2013).
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There are two major ways in which barcoding, and morphology can disagree (Funk
and Omland 2003; Hogner et al. 2012). The first scenario concerns morphologically
clearly separable species, but the interspecific variability of the barcode is low or even
zero. The second scenario includes morphologically cryptic species that can only be
identified with molecular data, or with additional data that demonstrate mating barriers between the species (e.g., behavioural data or chemical volatiles) (Töpfer-Hofmann
et al. 2000; Kunz et al. 2012). Both patterns have been reported in a diverse array
of organisms, including spiders (Slowik and Sikes 2015; Ivanov et al. 2018). When
providing equivocal results, barcoding studies should be evaluated carefully, i.e., by
multilocus approaches or by analysis of morphological variation (Lefébure et al. 2006;
Dellicour and Flot 2018).
With almost 50'000 described species (World Spider Catalog 2021), spiders are
the second largest group of arachnids after mites. From the mid of the 18th century
(Clerck et al. 1757) until today, their copulatory organs have been successfully used
for species delimitation and description. Unfortunately, that means that juveniles are
mostly impossible to identify, and females may also cause problems in certain groups.
Therefore, the barcoding approach is especially popular among arachnologists (Hebert
et al. 2003; Blagoev et al. 2016).
The crab spider Synema globosum (Fabricius, 1775) shows a Palaearctic distribution, ranging from Western Europe to Eastern Asia (Ono 1988, World Spider Catalog
2019). Juvenile individuals show some ballooning behaviour (Blandenier and Fürst
1998) that can explain the wide distribution range. Next to the wide distribution,
S. globosum shows high polymorphism in colour pattern and in the morphology of
copulatory organs; this is reflected in many synonyms and subspecies names (World
Spider Catalog 2021). Integrative taxonomy could help in structuring this variation
and may even lead to the discovery of previously overlooked, cryptic species.
Here, we present the results of a combined molecular (based on the two markers
CO1 and ITS2), morphological and morphometrical study on the variation in S. globosum over a wide range of sampling localities. Additionally, we perform a screening for
the bacterial endosymbiont Wolbachia to examine its potential influence on intraspecific variation in the mitochondrial CO1 gene.

Methods
Data collection
Seventy-two adult S. globosum individuals were collected across the species range within
Europe, including Portugal, France, Italy, Cech Republic, North Macedonia, Turkey,
and Greece (Fig. 1; Suppl. material 1). Portuguese specimens were provided from the
University of Nottingham. The distance between the two most distant sample sites was
3'100 km. Calculation of geographical distance was done with QGIS (QGIS Development Team, 2018) and the map shown in Fig. 1 was created in R version 4.0.3, using the
packages maps v. 3.3.0 and sp v 1.4.5 (Pebesma et al. 2005; Becker et al. 2018; RCore
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team 2020). After capture, the specimens were preserved in 100% ethanol and stored
at -80 °C. Specimens were identified using Levy (1985), Utochkin (1960b), Mcheidze
(1997) accessed via World Spider Catalog 2021 and araneae, Version 02.2021 (Nentwig
et al. 2021). From each spider, two legs were used for DNA extraction. The extracted
DNA was then stored at -20 °C at the Natural History Museum of Bern, Switzerland.

Laboratory protocols
For DNA extraction, 180 µl buffer and 20 µl protease K according to Qiagen Easy
Cube digestion protocol were used to digest the two legs. Digestion duration was
14–16 h at 56 °C. After digestion, DNA was purified with the Qiagen Easy Cube
following the rodent blood and tissue protocol.
The PCR mixture was composed as follows: 12.5 µl GoTaq Hot Start Green
Master Mix (Promega, Switzerland), 6.5 µl nuclease free water, 2 µl DNA and 2 µl
forward and reverse primer (10 µM). The PCR conditions were an initial denaturation
for two minutes at 94 °C, 35 cycles with a denaturation phase for 30 sec at 94 °C, an
annealing phase for 30 seconds at adequate temperature for each primer (Table 1), and
an elongation phase for 45 seconds at 72 °C. For the CO1 primer pair LCO1490/
Chelicerata2R, five pre-cycles with the higher annealing temperature were included.

Figure 1. Map of localities of 72 Synema globosum individuals used for the CO1 phylogeny. The specimens were collected in Portugal, France, Italy, Czech Republic, North Macedonia, Greece, and Turkey.
Sequences of specimens from Switzerland, Austria, Germany, and Bulgaria were obtained from BOLD.
The colours correspond to the three clades in the CO1 phylogeny of S. globosum.
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Table 1. Primer sequences with references and annealing temperatures.
Gene Primer
CO1
LCO1490
ChelicerataR2
C1-J- 2183
C1-N-2778
ITS2
ITSf
ITSr
Wolbachia
wspF
wspR

Forward (F)
Reverse (R)
–
F
R
F
R

Sequence 5’–3’

Reference

–
GGTCAACAAATCATAAAGATATTGG
GGATGGCCAAAAAATCAAAATAAATG
CAACATTTATTTTGATTTTTTGG
GGATAATCAGAATATCGTCGAGG

–
F
R
–
F
R

–
TCCTCCGCT TATTTATATGC
GGGTCGATGAAGAACGCAGC
–
TGGTCCAATAAGTGATGAAGAAACTAGCTA
AAAATTAAACGCTACTCCAGCTTCTGCAC

–
(Folmer et al. 1994)
(Barrett and Hebert 2005)
(Folmer et al. 1994)
(Simon et al. 1994),
(Barrett and Hebert 2005)
–
(Agnarsson 2010)
–
–
(Jeyaprakash and Hoy 2000)
–

Annealing
°C
–
50/48 °C
–
47 °C
–
–
50 °C
–
–
53 °C
–

The final elongation cycle was for 10 minutes at 72 °C. The quality of the PCR product
was tested on a 1% agarose gel where 1.6 µl of the dye Midori Green (Nippon Genetics,
Europe) was added. The obtained PCR products were sequenced in both directions by
LGC Genomics in Berlin, Germany.
The CO1 alignment consisted of 64 successfully sequenced S. globosum specimens
and 1239 bp of CO1, which included the original “barcode region” amplified by the
Folmer primers (first 648 bp) and the CO1 terminal region obtained with an additional primer set (remaining 591 bp) (Table 1). All CO1 sequences were without
double peaks and overall, of good quality. We added eight S. globosum specimens (from
Germany, Austria, Switzerland and Bulgaria) with the original barcode from BOLD
(Ratnasingham and Hebert 2007, 2013) to this alignment (Suppl. material 2), which
resulted in a final CO1 alignment of 72 S. globosum sequences. The outgroup was built
of eight sequences also obtained from BOLD, which corresponded to seven different species from the family of crab spiders (Thomisidae) and from two closely related
families (Philodromidae and Sparassidae). For the nuclear ITS2 gene, we obtained 379
bp from 64 S. globosum specimens and added two Genbank (Benson et al. 2007) sequences of the outgroup taxon Cymbacha (Thomisidae) (Suppl. material 2). All specimens (N=64) were tested for Wolbachia by trying to amplify specific gene of Wolbachia
DNA in spider samples using the primer pair wspF/wspR (for conditions see Table 1).
Positive amplifications were visualised on an electrophoresis gel.

Molecular data analysis
All sequences were prepared for analysis with MEGA7 (Kumar et al. 2016). Both CO1
and ITS2 alignments were constructed with the MUSCLE package as implemented in
MEGA7 under default parameters. As a quality control, we checked CO1 sequences
for stop codons and gaps, none of which were found.
Bayesian phylogenies were reconstructed in MrBayes version 3.2.6 (Ronquist et
al. 2012). We used PartitionFinder 2.1.1 (Lanfear et al. 2012) to infer the partitions
and whether the substitution models should include among character rate variation
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and proportion of invariable sites (settings: search = greedy, branchlengths = linked,
model_selection = AICc). While the results suggest that all three codon positions
should be analysed as different partitions, we combined first and second positions
because the second positions showed almost no variation at all and thus should not
be used to infer substitution rates. No such partitioning was applied for ITS2 since it
is not a protein coding gene. Finally, a mixed substitution model was used to sample
over the complete model space (Huelsenbeck 2004), while the among character rate
variation and proportion of invariable sites were modelled according to the results of
PartitionFinder. Markov Chain Monte Carlo (MCMC) sampling was conducted with
one cold and three heated chains for 20 million generations, sampling every 1000th.
The starting tree was not specified. For summary statistics, the first 50% of samples
were discarded as a burn-in. We assumed convergence of the analyses when the average
standard deviation of split frequency (ASDSF) was below 0.01, effective sample size
was above 200 and likelihood graphs indicated stabilisation. For maximum likelihood
(ML) estimation, we used RAxML (Stamatakis 2014). We performed 1000 bootstrap
replicates under the GTRCAT model with a rapid search for bootstrap support and an
exhaustive search for the ML tree. For the input files of MrBayes and RAxML and for
the ITS2 consensus tree, see Suppl. material 4, 5. Trees were edited in FigTree Version
1.4.2 (Rambaut 2019) and additionally with Affinity publisher.
To quantitatively assess potentially overlooked species within S. globosum, the
Bayesian Poisson tree processes (bPTP) method was applied, as a single marker method
for species delimitation (Zhang et al. 2013). For the analysis, the Bayesian majority rule
consensus tree with outgroup was used to delimit species. The analysis was ran on the
bPTP server (https://species.h-its.org/ptp/) for 100'000 MCMC iterations with a burn
in of 0.1. The number of generations was enough to reach convergence. For ITS2 and
CO1, a haplotype network with PopArt (Leigh and Bryant 2015) implemented TCS
network (Clement et al. 2002) was made to trace potentially different haplotypes. Because the PopArt software excludes all the sites with ambiguous nucleotides and gaps,
for the haplotype reconstruction of ITS2, we excluded the sequences that introduced
ambiguities at all but one parsimony informative sites. The exempted site contained
too many ambiguities across alignment, thus we preferred that the analysis excludes
this site to loosing substantial number of sequences and geographical information.

Morphological analysis
In total, 61 specimens were successfully used for the morphological analysis. For each
of the 34 adult females, four or five photographs were taken showing the dorsal and
ventral views of the habitus, the ventral view of the opisthosoma, epigyne and vulva.
For each of the 28 adult males, six pictures were made, showing the dorsal and ventral
view of the habitus and the ventral, prolateral, dorsal, and retrolateral view of palps.
Habitus and palp pictures were stacked from multi-focus records under a LEICA
M205 C stereomicroscope with the corresponding IMS client software package. Body
size measurements were also performed with the IMS client software. The pictures
of epigynes and vulvae were taken on the digital microscope Keyence VHX -500F. If
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necessary, pictures were edited (i.e., corrected for brightness and contrast) with paint.
NET (Brewster 2017) and Adobe Photoshop CS4. Additionally, all epigynes, vulvae
and palps in ventral and retrolateral view were drawn in 122 sketches. Palps were fixed
in glycerole gelatine and drawings were made under the Leica MZ 16 stereomicroscope
with a 1.6× Planapo objective. The vulvae were embedded in Hoyer’s medium and
drawn with a Zeiss Axioplan 2 compound microscope. Damaged (N = 1) and juvenile
(N = 3) specimens were excluded from the morphological analysis. The following traits
were examined: continuity of the black pattern on the dorsal side of opisthosoma; red,
yellow or white colouration of the female opisthosoma; variation of the white stripe on
the ventral side of opisthosoma; number of teeth on the prolateral and retrolateral claw
of leg I; number of spines on metatarsus I; colouration pattern of male femora III and
IV; cymbium of male palps, size and overall shape of the retrolateral tibial apophysis
(RTA), the base of the RTA (BRTA), tibial apophysis (TA) and the embolus tip; on
removed epigyne, shape of copulatory duct, receptaculum seminis, fertilisation duct
and vulva hood. A morphological data matrix with all mentioned data was made, see
Suppl. material 6. The four most promising out of these 12 measurements (colour,
teeth of the prolateral claw on leg one, percentage of the white colour in male femora
VI and if the vulval hood extends over the entrance) were then plotted on the CO1
Bayesian consensus tree, to see the evolution of morphology patterns according to
CO1 clades (Fig. 3). The version R 4.1.1 (Rcore Team 2021) and the packages “ape”
(Paradis and Schliep 2019) and “ctv” (Zeileis 2005) were used.

Multivariate ratio analysis
For the morphometric data analysis, we used multivariate ratio analysis (MRA) by
Baur and Leuenberger (2011). MRA comprises a commonly applied set of tools for
explorative data analysis. It is especially useful for addressing questions in systematics
and evolutionary biology (Baur et al. 2014; Petrović et al. 2017; Huber and Schnitter
2020; Selz et al. 2020; Nagy et al. 2021; Schmidt et al. 2021). Here we calculated
a shape PCA and plotted the resulting shape PCs against isometric size (i.e., the
geometric mean of all variables). We furthermore computed the PCA ratio spectrum
for finding the most important character ratios with respect to a particular shape PC.
Reliability of variables used in the morphometric analysis followed the procedure
described by Bailey and Byrnes (1990). However, calculation was done following
Wolak et al. (2012) and by using their implementation in the R package ICC. Note,
that we apply here reliability (R) in relation to measurement error (M) as: R = 1-M.
The morphometric data set contained a few missing values. There were imputed
with the help of the R package MICE (Buuren and Groothuis-Oudshoorn 2011) by
using the default settings of the function mice(). Four measurements of palp were
taken (see Table 2 and Fig. 2). Concerning the male palp, the images showed the palp
from the ventral side. The structures were chosen because of the good defined start
and endpoints. Difficulties to pose the palp in alcohol led to different positions in
the pictures and hindered to take measurements of the bulb, RTA and TA. All four
measurements were repeated 4×, so that we could perform the reliability analysis. One
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male specimen was excluded (AR10769). The measurements were done with IMAGEJ
(Schneider et al. 2012). The morphometric analysis was performed with R Studio
(RCore Team 2020) and the R-script from Baur and Leuenberger (2020). The results
were visualised using package ggplot2 (Wickham 2016). Measurements on the female
genitalia were not conducted because of the structural instability. Images of palps used
for the morphometric analysis as well all R-scripts used for the MRA and reliability
analysis are available on Zenodo (Urfer and Baur 2021).

Table 2. Measurements of the male palp.
Character name

Definition

cym.l

Abbreviation

Cymbium length

Distance of the anterior margin to the tip of the cymbium

cym.b

Cymbium breadth

widest breadth of the cymbium

bul.b

Bulb breadth

widest breadth of the genital bulbus

tib.b

Tibia breadth

breadth of the tibia base at the patella joint

Figure 2. Measurements of the palp: Cym.l is the distance of the anterior margin to the tip of the cymbium, cym.b is the maximum breadth of the cymbium, bul.b is the maximum breadth of the genial bulbus
and tib.b is the breadth of the tibia at the base of the patella joint.
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Results
Molecular analysis
The 1239 bp long CO1 alignment contained 113 polymorphic sites. The CO1 tree
showed clear support for the monophyly of S. globosum. The Bayesian and ML analyses
of CO1 both inferred three clades (Fig. 3). These clades were not geographically separated and occurred sometimes within the same sample location (Figs 1, 3). The mean
uncorrected p-distance between clade one and clade two was approximately 6% and between clade one and clade three 5.5% (Table 3). We recovered the outgroup as expected,
except for S. parvulum (Hentz, 1847) from America which grouped closer to Diaea dorsata (Fabricius, 1777) and rendered the genus Synema Sundevall 1833 paraphyletic. In
the combined CO1 and ITS2 Bayesian analysis, we had poor convergence according to
the ASDSF value (> 0.03). Therefore, we excluded the concatenated tree from our study.
For the CO1 tree with the outgroups, the bTPT analysis suggested between nine
and 13 species. The best ML and Bayesian solution considered seven outgroup species
and three highly supported (pp > 0.7) species within Synema globosum. The haplotype
network of S. globosum showed a slight geographic pattern with two main haplotypes:
one dominantly containing Greek specimens plus one specimen from Switzerland and
the second from Turkey with another haplotype containing Italian and Portuguese
specimens (Fig. 5). The other haplotypes showed no clear geographical pattern and
contained individuals from a few countries.
In ITS2 16 out of 379 positions were variable according to the PopArt setting
based on the reduced dataset; ten of these 16 were parsimony informative. The network showed two dominant haplotypes with no clear geographic pattern (see haplotype network, Fig. 4). According to SeqStat four nucleotide indels were found. There
were three gaps of one nucleotide and one indel of two nucleotids. One of the two nucleotide indels was heterozygous in an individual from Italy. The uncorrected pairwise
distance in ITS2, calculated with MEGA7 ranged from 0.00 to 0.05 with mean of
0.01. In the endosymbiont screening all individuals were tested for Wolbachia but in
only one individual, we had a positive amplification on the electrophoresis gel. Since
there was a proper positive control, the positive specimen was not sent for sequencing.

Morphological analysis
The morphology of S. globosum showed extensive variation in both sexes in almost
every structure that was examined (Figs 6–8), but none of this variation showed any
correspondence to the CO1 clades geography. The number of teeth on the claws of leg
I varied from five to eleven and the difference between the prolateral and the retrolateral claw was small (± 1 tooth). The number of spines on metatarsus I and metatarsus
II varied from three to four.
Female morphology. The average body size in females was 5.5 mm (3.48 mm
to 7.83 mm). The female opisthosoma had a red, yellow or white ground colour. The
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Figure 3. Bayesian majority rule consensus tree for CO1. The analysis included 72 individuals of Synema
globosum and eight outgroup sequences. Node supports represent Bayesian posterior probabilities/ML
bootstrap support based on 1,000 replicates; colours correspond to the three distinct clades. The specimen labels contain country information after the specimen number. Four different symbols before each
specimen correspond to the states of four scored morphological traits; circles indicate the colour of the
opisthosoma, squares the number of teeth on the prolateral claw of leg one, upside triangles the percentage
of white colour starting at the base of leg IV in males, downside triangles the entrance state of the vulval
hood; black filled symbols indicate a not applicable state (NA).
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Table 3. Mean uncorrected p-distances between and within the CO1 clades of S. globosum.
CO1 clades
Clade 1
Clade 2
Clade 3

Clade 1
0.002
0.061
0.053

Clade 2
–
0.004
0.029

Clade 3
–
–
0.004

Figure 4. ITS2 haplotype network of Synema globosum. Nodes represent haplotypes with the size corresponding to the frequency of the haplotype. The short black lines represent mutations. The colours
represent the countries of origin of sequences and have no relation with the CO1 clades.

Figure 5. CO1 haplotype network of Synema globosum. Nodes represent different haplotypes with the
size corresponding to the frequency of the haplotype. The short black lines represent mutations. The colours represent the countries of the origin of the sequences.
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Figure 6. Variation in morphology in the female. A–D opisthosoma, dorsal view, colour and black pattern variation E–G white stripe on the ventral side of opisthosoma E Greece, Peloponnese F Italy, Tuscany
G Greece, west Macedonia H–J variation in the vulva H Greece, Marathonas I France, Savoy J Greece,
west Macedonia K epigyne of the specimen from J with very deep hood. Abbreviations: cd = copulatory
duct, rs = receptaculum seminis, fd = fertilisation duct, ho = hood.

black colour pattern on the dorsal side of the opisthosoma was unique to each specimen, in some being continuous and in others interrupted in various ways (Fig. 6A–D).
Ventrally on the opisthosoma, there was often a white stripe behind the epigyne, but
this could also be entirely absent (Fig. 6E–G). Neither the colour nor the colour patterns covaried with the CO1 clades. The vulvae showed large variation (Fig. 6H–K).
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Figure 7. Variation in morphology in the male I. A, B habitus males with different colour pattern on
femora III and IV A Greece, Marathonas B Portugal C–E Different sizes of palp in ventral view C France,
Savoy D Italy, Siena E Greece, Marathonas F–I palp, ventral view, the variation of the retrolateral tibial
apophysis and the tibial apophysis F Greece, West Macedonia G Czech Republic, Brno H, I Italy, Tuscany
J–M retrolateral view of the palp, variation in the retrolateral tibial apophysis J Czech Republic, Brno
K Greece, Attiki L Italy, Siena M Greece, west Macedonia.
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Figure 8. Variation in morphology in the male II. A palp with all variable structures B outlines of the
palps from two additional males that showadditional variation C–E tips of embolus C Italy, Siena D, E Italy Toskana F–G two out of three individuals where the rta shows a second tip F Greece, Marathonas G
Italy, Tuscany. Abbreviations: cy cymbium, et embolus tip, rta retrolateral tibial apophysis, brta base of the
retrolateral tibial apophysis, ti tibia, vta ventral tibial apophysis

The copulatory duct contained cashew nut-shaped structures with various degrees of
bending. The position of the receptaculum seminis varied, as does the position of the
fertilisation duct. The two structures were closely connected and may influenced each
other’s position. The vulva hood showed large depth variation ranging from almost
absent to the point where the hood overlapped the copulatory opening (Fig. 6H–K).
No correspondence between these structures and the CO1 clades was found.
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Male morphology. The average body size in males was 3.8 mm (2.94–4.56 mm).
In contrast to females, they showed only black and white opisthosoma colour, with
a much higher amount of black than white, sometimes small white coloured females
could be confused with males. The black pattern on the opisthosoma was not always
continuous (Fig. 7A, B). The ventral white stripe was short (usually) or absent (only
in few individuals). Notable variation occurred in femora III and IV, which were either brownish or black or they were basally bright and then darker towards the apical
part (Fig. 7A, B).
One trait used for identifying S. globosum males was the tibia of the palp, which
was longer than wide (Levy 1985). This was confirmed in every examined male. However, the palps differed strongly in size (Fig. 7C–E), the height and shape of the cymbium, and the shape and size of the RTA. The TA showed less variation in shape and
more in its position (Figs 7F–M, 8A, B). The embolar duct twisted 1.5× and ended
distally with the embolus tip (Fig. 8A; Levy 1985). The tip of the embolus was without
a thickened end (Fig. 8C–E). The tip of the RTA was needle-like. In three specimens
from Italy and Greece, the base of the RTA is extended, seemingly forming a second,
shorter tip (Fig. 8F, G). None of the examined structures matched the CO1 clades or
showed geographical clustering.

Morphometric data analysis
Body measurements were first inspected concerning reliability (R). The latter was generally high to very high, with only a single character showing R = 89%. All other
character had R > 95%. A table with confidence intervals together with a bar plot were
available in the Zenodo repository (Urfer and Baur 2021).
Only shape PC1 was significant, which explained 72.2% of the variation. It showed
only very slight differentiation among the clades, which overlapped strongly (Fig. 9A).

Figure 9. A Shape PC1 plotted against isometric size of 28 males. Colours correspond to the CO1
clades. B PCA Ratio Spectrum for shape PC1. The three specimens with grey symbols could not be included in the molecular analysis and therefore could not be attributed to a clade. Regression lines follow
a least-squares model.
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The PCA ratio spectrum revealed that shape variation was mostly related to the ratio of
tibia breadth to cymbium length (tib.b/cym.l), and the importance of the other ratios
must be considered negligible.

Discussion
The analysis of 64 S. globosum specimens showed an astonishingly high variation in
morphological traits as well as in the mitochondrial gene CO1 and, to a much less
extent, in the nuclear gene ITS2. While this could indicate overlooked species within
S. globosum, the lack of a clear relationship between the groups delimited by molecular data and morphological variation or geographical distribution is not in favour of
the cryptic species hypothesis or of an ongoing speciation process. The results rather
suggest a single, highly variable species. However, for a final solution of this problem,
more molecular data are needed, for example obtained with whole genome or ddRAD
sequencing together with testing for mating barriers in S. globosum.

CO1 gene with three distinct clades
Barcoding can be used to accurately distinguish higher taxonomic groups, e.g., genus
and family level in spiders (Čandek and Kuntner 2015; Coddington et al. 2016; Kennedy et al. 2020) and is nowadays commonly used as a helpful tool to support red list
assessments and species inventories (Blagoev et al. 2013; Astrin et al. 2016; Crespo et al.
2018; Gregorič et al. 2020). Finding such deep CO1 clades within one species was thus
unexpected. Deep CO1 mitochondrial divergence without speciation has been reported
for several organisms such as the common redstart Phoenicurus phoenicurus (Hogner et
al. 2012), gall wasps (Nicholls et al. 2012) and in the butterfly genus Heliconius (Muñoz
et al. 2011). In arachnids, similar findings concern groups with a low dispersal ability
such as mygalomorphs (Arnedo and Ferrández 2007) or species with major geographical
barriers in their distribution area (Chamberland et al. 2020). Since there is evidence that
S. globosum is able to balloon (Blandenier and Fürst 1998) and it is quite common in
Europe, the low dispersal ability should not be the reason of the deep CO1 divergence.
The bTPT analysis suggested three species that correspond to the three CO1 clades
identified in the phylogenetic analyses. It is a helpful tool for single-locus species delimitation, however Blair and Bryson (2017) suggested to treat the results with caution
and to analyse at least a second nuclear marker, as single markers (and especially uniparentally inherited ones) might provide an incomplete picture.

Discordant patterns of nuclear and mitochondrial phylogenies in S. globosum
The ITS2 phylogeny of 64 S. globosum specimens did not reflect the CO1 clade
pattern. ITS2 is a nuclear rRNA marker that is assumed to mutate via concerted
evolution (Elder and Turner 1995). The number of ITS2 copies is very high in the
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genome, and the individual copies usually show no variation among each other
because DNA repair mechanisms homogenise their sequences within the genome
(Zimmer et al. 1980; Elder and Turner 1995; Álvarez 2003). Ortiz et al. (2021)
found the pattern of over-splitting CO1 when testing ddRAD sequencing in an
ant-eating Zodarion species. The species was assumed to consists of two cryptic
lineages based on ecological traits. They found over-splitting in number of species
when only the CO1 barcode gap was analysed. This gap was not supported by the
variation in ITS2.
On the other hand, it is a plausible assumption, that CO1 barcodes can reflect
cryptic speciation and ITS2 has low substitution rate which is too low to catch
the interspecific distances. However, this should always be verified with a larger
molecular study.
Haplotype analyses based on mtDNA markers can indicate ancient geographic
structures (Nicholls et al. 2012). Thus, we could suggest that the slight geographic
pattern identified in the CO1 haplotype network may reflect isolated populations in
glacial refugia. However, ITS2-based networks do not support such an interpretation.
A constraint to testing this hypothesis is the biased sampling towards eastern Europe,
leading to an incomplete representation of west European haplotypes. To assess population structuring more appropriately in S. globosum, we suggest additional taxon
sampling, especially of populations on the Iberian Peninsula, and application of more
suitable molecular markers for population-level genetic analyses.
Introgression from a related species by past hybridisation events is a second scenario that could explain deep CO1 clades (Galtier et al. 2009). However, it does not
explain the morphological variation to the extent we found it. Alternatively, despeciation after secondary contact might explain the CO1 clades as well as the high genetic
and morphologic variation in S. globosum. Finding traces of despeciation could thus
explain the patterns observed here. However, de-speciating lineages are very difficult to
trace, even with large amounts of genetic data and are beyond the scope of our study
(Taylor et al. 2006; Kearns et al. 2018).
Infection with endosymbiotic bacteria that may alter the mitochondrial structure
of species (Hurst and Jiggins 2005; Goodacre et al. 2006) is an additional possible scenario. It offers a possibility for hybridisation and introduction of haplotypes into a species, in this way distorting single locus CO1 barcoding (Narita et al. 2006; Klopfstein
et al. 2016). Since we found only a single infection, the probability of this scenario is
also unlikely. But it should be kept in mind that an endosymbiotic infection has occurred very early and no traces of it are left today.

High morphological variation in S. globosum
The morphometric analysis of the male palp showed only a very slight differentiation
among clades in the first shape PC, but in general the clades overlapped strongly. We
found high and continuous variation in the colour pattern and the shape of the epigyne,
vulva and palp in all examined populations of S. globosum (Fig. 3). Unusually high
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morphological variation is reflected by the number of described subspecies (Dahl 1907;
Franganillo 1913, 1926b; World Spider Catalog 2021), which are nowadays considered
unfounded and were probably described due to insufficient knowledge of the extent of
intraspecific variation in this species. This shows that the assessment of intraspecific variation is underestimated and should be included more in taxonomic studies.
The main characters used to delimit species of spiders are found in the genitalia
(e.g., Huber 2004). However, intraspecific genitalic variation in spiders is largely understudied and rarely accounted for in identification keys (e.g., Levy 1985; Mcheidze
1997; Utochkin 1960b). Genitalic variation, especially in male copulatory organs, is
predicted by the theory of cryptic female choice, which states that parts of the male’s
genital bulb are supposed to serve as copulatory courtship devices enabling the female to evaluate the male’s quality during mating (e.g., Eberhard 1996; Kuntner et al.
2009). Cryptic female choice could therefore play a role in shaping the morphological
diversity of S. globosum palps. However, for a deeper understanding of these problems,
further studies on the mating behaviour and mechanic coupling of the copulatory
organs are necessary.
In our study we had a biased sample size mostly towards easter Europe. In this region, the species Synema caucasicum Utochkin, 1960, occurs regularly. The separation
of S. caucasicum from S. globosum is based on the colour pattern on the ventral side of
the opisthosoma, where S. caucasicum shows five brighter marks. The palp of S. caucasicum looks almost identical to that of S. globosum, and the epigyne structure lies within
the variation that we recorded in S. globosum. S. caucasicum is endemic to Georgia and
Azerbaijan (Khasayeva and Huseynov 2019; Utochkin 1960b) and it remains unclear
if it just represents a local morph of S. globosum, as there are only insufficient drawings,
sketches and descriptions of S. caucasicum available. Because a precise examination of
the S. caucasicum taxonomy was beyond the scope of this study, this problem should
be addressed in further investigations.

Conclusions
Based on a large set of specimens of S. globosum from a wide geographical range, we
found three deep clades in the CO1 gene tree and large variation but no resolution in
the ITS2 gene tree. We also found remarkable intraspecific morphological variation in
sexual organs and in other characters that are commonly used for species delimitation.
However, this variation does not show any geographical pattern or correspondence
with the CO1 clades. In order to better understand the high morphological variability
in S. globosum, we suggest looking at a larger molecular dataset, such as multilocus
phylogeny based on restriction-site associated DNA markers (Peterson et al. 2012) or
whole genome sequences conducted on a broader geographic range, which can capture
processes at or below the current species level of S. globosum.

Incongurent variation in Synema globosum

125

Acknowledgements
We would like to thank Estée Bochud and Jonas Oerli for the support with taking and
editing pictures and Yvonne Kranz Baltensberger for the support concerning technical
questions. We are also grateful to Miriam Frutiger and Gabriel Ulrich for the fruitful
discussions. Furthermore, we thank Maria Chatzaki and Wolfgang Nentwig for organising the fieldtrip to Greece and Antje Hundermark, Petr Dolejš, Lenka Sentenská and
André Miguet for providing specimens. We thank the editor Jeremy Miller and the
reviewers Miguel Arnedo and Ingi Agnarsson for helpful comments which significantly
improved this manuscript.

References
Agnarsson I (2010) The utility of ITS2 in spider phylogenetics: notes on prior work and
an example from Anelosimus. The Journal of Arachnology 38: 377–382. https://doi.
org/10.1636/B10-01.1
Álvarez I (2003) Ribosomal ITS sequences and plant phylogenetic inference. Molecular Phylogenetics and Evolution 29: 417–434. https://doi.org/10.1016/S1055-7903(03)00208-2
Arnedo MA, Ferrández M-A (2007) Mitochondrial markers reveal deep population subdivision in the European protected spider Macrothele calpeiana (Walckenaer, 1805)(Araneae,
Hexathelidae). Conservation Genetics 8: 1147–1162. https://doi.org/10.1007/s10592006-9270-2
Astrin JJ, Höfer H, Spelda J, Holstein J, Bayer S, Hendrich L, Huber BA, Kielhorn K-H, Krammer
H-J, Lemke M, Monje JC, Morinière J, Rulik B, Petersen M, Janssen H, Muster C (2016) Towards a DNA Barcode Reference Database for Spiders and Harvestmen of Germany. Kuntner
M (Ed.). PLOS ONE 11: e0162624. https://doi.org/10.1371/journal.pone.0162624
Bailey RC, Byrnes J (1990) A New, Old Method for Assessing Measurement Error in Both
Univariate and Multivariate Morphometric Studies. Systematic Zoology 39: e124.
https://doi.org/10.2307/2992450
Barrett RDH, Hebert PDN (2005) Identifying spiders through DNA barcodes. Canadian
Journal of Zoology 83: 481–491. https://doi.org/10.1139/z05-024
Baur H, Leuenberger C (2011) Analysis of Ratios in Multivariate Morphometry. Systematic
Biology 60: 813–825. https://doi.org/10.1093/sysbio/syr061
Baur H, Leuenberger C (2020) Multivariate Ratio Analysis (MRA): R-scripts and tutorials
for calculating Shape PCA, Ratio Spectra and LDA Ratio Extractor. Zenodo. https://doi.
org/10.5281/zenodo.4250142
Baur H, Kranz-Baltensperger Y, Cruaud A, Rasplus J-Y, Timokhov AV, Gokhman VE (2014)
Morphometric analysis and taxonomic revision of Anisopteromalus Ruschka (Hymenoptera: Chalcidoidea: Pteromalidae) – an integrative approach. Systematic Entomology
39: 691–709. https://doi.org/10.1111/syen.12081

126

Karin Urfer et al. / ZooKeys 1078: 107–134 (2021)

Benson DA, Karsch-Mizrachi I, Lipman DJ, Ostell J, Wheeler DL (2007) GenBank. Nucleic
Acids Research 35: D21–25. https://doi.org/10.1093/nar/gkl986
Becker R.A., Allan R. Wilks. R version by Ray Brownrigg. Enhancements by Thomas P Minka
and Alex Deckmyn. (2018). maps: Draw Geographical Maps. R package version 3.3.0.
https://CRAN.R-project.org/package=maps
Blagoev G, Hebert P, Adamowicz S, Robinson E (2009) Prospects for using DNA barcoding to identify spiders in species-rich genera. ZooKeys 16: 27–46. https://doi.org/10.3897/zookeys.16.239
Blagoev GA, Nikolova NI, Sobel CN, Hebert PD, Adamowicz SJ (2013) Spiders (Araneae)
of Churchill, Manitoba: DNA barcodes and morphology reveal high species diversity and
new Canadian records. BMC Ecology 13: e44. https://doi.org/10.1186/1472-6785-13-44
Blagoev GA, deWaard JR, Ratnasingham S, deWaard SL, Lu L, Robertson J, Telfer AC, Hebert
PDN (2016) Untangling taxonomy: a DNA barcode reference library for Canadian spiders.
Molecular Ecology Resources 16: 325–341. https://doi.org/10.1111/1755-0998.12444
Blair C, Bryson RW (2017) Cryptic diversity and discordance in single-locus species delimitation methods within horned lizards (Phrynosomatidae: Phrynosoma). Molecular Ecology
Resources 17: 1168–1182. https://doi.org/10.1111/1755-0998.12658
Blandenier G, Fürst PA (1998) Ballooning spiders caught by a suction trap in an agricultural
landscape in switzerland. In: Proceedings of the 17th European Colloquium of Arachnology, (Ed.), Edinburgh.
Brewster R (2017) Paint .NET-Free Software for Digital Photo Editing. Getpaint.net. Ultimo
acceso 15.
Buuren S van, Groothuis-Oudshoorn K (2011) mice: Multivariate Imputation by Chained Equations in R. Journal of Statistical Software 45: 1–67. https://doi.org/10.18637/jss.v045.i03
Čandek K, Kuntner M (2015) DNA barcoding gap: reliable species identification over morphological and geographical scales. Molecular Ecology Resources 15: 268–277. https://doi.
org/10.1111/1755-0998.12304
Čandek K, Gregorič M, Kostanjšek R, Frick H, Kropf C, Kuntner M (2013) Targeting a portion of central European spider diversity for permanent preservation. Biodiversity Data
Journal 1: e980. https://doi.org/10.3897/BDJ.1.e980
Chamberland L, Salgado-Roa FC, Basco A, Crastz-Flores A, Binford GJ, Agnarsson I (2020)
Phylogeography of the widespread Caribbean spiny orb weaver Gasteracantha cancriformis. PeerJ 8: e8976. https://doi.org/10.7717/peerj.8976
Clement M, Snell Q, Walke P, Posada D, Crandall K (2002) TCS: estimating gene genealogies.
In: Proceedings 16th International Parallel and Distributed Processing Symposium. IEEE,
Ft. Lauderdale, FL, 7 pp. https://doi.org/10.1109/IPDPS.2002.1016585
Clerck C, Bergquist C, Borg E, Gottman L, Salvius L (1757) Svenska spindlar : uti sina
hufvud-slägter indelte samt under några och sextio särskildte arter beskrefne : och med
illuminerade figurer uplyste. Literis Laur. Salvii, Stockholmiae, 204 pp. Available from:
https://www.biodiversitylibrary.org/bibliography/119890
Coddington JA, Young LH, Coyle FA (1996) Estimating Spider Species Richness in a Southern
Appalachian Cove Hardwood Forest. The Journal of Arachnology 24: 111–128.

Incongurent variation in Synema globosum

127

Coddington JA, Agnarsson I, Cheng R-C, Čandek K, Driskell A, Frick H, Gregorič M, Kostanjšek
R, Kropf C, Kweskin M, Lokovšek T, Pipan M, Vidergar N, Kuntner M (2016) DNA barcode
data accurately assign higher spider taxa. PeerJ 4: e2201. https://doi.org/10.7717/peerj.2201
Collins RA, Cruickshank RH (2013) The seven deadly sins of DNA barcoding. Molecular
Ecology Resources 13: 969–975. https://doi.org/10.1111/1755-0998.12046
Colwell R (1994) Estimating terrestrial biodiversity through extrapolation. Philosophical
Transactions of the Royal Society of London. Series B: Biological Sciences 345: 101–118.
https://doi.org/10.1098/rstb.1994.0091
Crespo LC, Domènech M, Enguídanos A, Malumbres-Olarte J, Cardoso P, Moya-Laraño J,
Frías-López C, Macías-Hernández N, De Mas E, Mazzuca P, Mora E, Opatova V, Planas
E, Ribera C, Roca-Cusachs M, Ruiz D, Sousa P, Tonzo V, Arnedo MA (2018) A DNA
barcode-assisted annotated checklist of the spider (Arachnida, Araneae) communities associated to white oak woodlands in Spanish National Parks. Biodiversity Data Journal:
e29443. https://doi.org/10.3897/BDJ.6.e29443
Dahl F (1907) 3 Synaema marlothi, eine neue Laterigraden-Art und ihre Stellung im System. Mitteilungen aus dem Zoologischen Museum in Berlin 3(3): 369–395. https://doi.
org/10.1002/mmnz.4830030304
Dayrat B (2005) Towards integrative taxonomy. Biological Journal of the Linnean Society 85:
407–415. https://doi.org/10.1111/j.1095-8312.2005.00503.x
Dellicour S, Flot J-F (2018) The hitchhiker’s guide to single-locus species delimitation. Molecular Ecology Resources 18: 1234–1246. https://doi.org/10.1111/1755-0998.12908
Eberhard W (1996) Female Control: Sexual Selection by Cryptic Female Choice. Princeton
University Press, NJ, 519 pp. https://doi.org/10.1515/9780691207209
Elder, JF, Turner BJ (1995) Concerted Evolution of Repetitive DNA Sequences in Eukaryotes.
The Quarterly Review of Biology 70: 297–320. https://doi.org/10.1086/419073
Erwin TL (1982) Tropical Forests: Their Richness in Coleoptera and Other Arthropod Species.
The Coleopterists Bulletin 36: 74–75.
Fleck G, Brenk M, Misof B (2006) DNA Taxonomy and the identification of immature insect
stages: the true larva of Tauriphila argo (Hagen 1869) (Odonata: Anisoptera: Libellulidae).
Annales de la Société entomologique de France (N.S.) 42: 91–98. https://doi.org/10.108
0/00379271.2006.10697453
Folmer O, Black M, Wr H, Lutz R, Vrijenhoek R (1994) DNA primers for amplification of
mitochondrial Cytochrome C oxidase subunit I from diverse metazoan invertebrates. Molecular marine biology and biotechnology 3: 294–299.
Funk DJ, Omland KE (2003) Species-Level Paraphyly and Polyphyly: Frequency, Causes,
and Consequences, with Insights from Animal Mitochondrial DNA. Annual Review of
Ecology, Evolution, and Systematics 34: 397–423. https://doi.org/10.1146/annurev.ecolsys.34.011802.132421
Franganillo BP (1926b) Arácnidos de Asturias y Galicia. Brotéria (Ser. Zool.) 11: 119–133.
Franganillo BP (1913) Arácnidos de Andalucía. Boletín de la Sociedad Entomológica de España 9: 69–82.

128

Karin Urfer et al. / ZooKeys 1078: 107–134 (2021)

Galtier N, Nabholz B, Glémin S, Hurst GDD (2009) Mitochondrial DNA as a marker of
molecular diversity: a reappraisal. Molecular Ecology 18: 4541–4550. https://doi.
org/10.1111/j.1365-294X.2009.04380.x
Gibbs J (2018) DNA barcoding a nightmare taxon: assessing barcode index numbers and barcode gaps for sweat bees. Genome 61: 21–31. https://doi.org/10.1139/gen-2017-0096
Gokhman VE (2018) Integrative Taxonomy and Its Implications for Species-Level Systematics
of Parasitoid Hymenoptera. Entomological Review 98: 834–864. https://doi.org/10.1134/
S0013873818070059
Goodacre SL, Martin OY, Thomas CFG, Hewitt GM (2006) Wolbachia and other endosymbiont infections in spiders. Molecular Ecology 15: 517–527. https://doi.org/10.1111/
j.1365-294X.2005.02802.x
Gregorič M, Kutnjak D, Bačnik K, Gostinčar C, Pecman A, Ravnikar M, Kuntner M (2020)
Spider webs as eDNA tool for biodiversity assessment of life’s domains, 1–47. https://doi.
org/10.3390/BDEE2021-09414
Hebert PDN, Cywinska A, Ball SL, deWaard JR (2003) Biological identifications through
DNA barcodes. Proceedings of the Royal Society of London. Series B: Biological Sciences
270: 313–321. https://doi.org/10.1098/rspb.2002.2218
Hogner S, Laskemoen T, Lifjeld JT, Porkert J, Kleven O, Albayrak T, Kabasakal B, Johnsen A
(2012) Deep sympatric mitochondrial divergence without reproductive isolation in the
common redstart Phoenicurus phoenicurus. Ecology and Evolution 2: 2974–2988. https://doi.org/10.1002/ece3.398
Huber B (2004) The significance of copulatory structures in spider systematics. In ‘Biosemiotik–praktische Anwendung und Konsequenzen für die Einzelwissenschaften’. VWB Verlag:
Berlin, Germany 89–100.
Huber C, Schnitter PH (2020) Nebria (Pseudonebriola) tsambagarav sp. nov., a new alpine
species from the Mongolian Altai (Coleoptera, Carabidae). Alpine Entomology 4: 29–38.
https://doi.org/10.3897/alpento.4.50408
Huelsenbeck JP (2004) Bayesian Phylogenetic Model Selection Using Reversible Jump Markov Chain Monte Carlo. Molecular Biology and Evolution 21: 1123–1133. https://doi.
org/10.1093/molbev/msh123
Hurst GDD, Jiggins FM (2005) Problems with mitochondrial DNA as a marker in population,
phylogeographic and phylogenetic studies: the effects of inherited symbionts. Proceedings of the
Royal Society B: Biological Sciences 272: 1525–1534. https://doi.org/10.1098/rspb.2005.3056
Ivanov V, Lee KM, Mutanen M (2018) Mitonuclear discordance in wolf spiders: Genomic
evidence for species integrity and introgression. Molecular Ecology 27: 1681–1695.
https://doi.org/10.1111/mec.14564
Jeyaprakash A, Hoy MA (2000) Long PCR improves Wolbachia DNA amplification: wsp sequences found in 76% of sixty-three arthropod species. Insect Molecular Biology 9: 393–405.
https://doi.org/10.1046/j.1365-2583.2000.00203.x
Kearns AM, Restani M, Szabo I, Schrøder-Nielsen A, Kim JA, Richardson HM, Marzluff JM,
Fleischer RC, Johnsen A, Omland KE (2018) Genomic evidence of speciation reversal in ravens. Nature Communications 9, 906: 1–13 https://doi.org/10.1038/s41467-018-03294-w
Kennedy SR, Prost S, Overcast I, Rominger AJ, Gillespie RG, Krehenwinkel H (2020) Highthroughput sequencing for community analysis: the promise of DNA barcoding to uncov-

Incongurent variation in Synema globosum

129

er diversity, relatedness, abundances and interactions in spider communities. Development
Genes and Evolution 230: 185–201. https://doi.org/10.1007/s00427-020-00652-x
Khasayeva ShI, Huseynov EF (2019) New records of spiders (Arachnida, Aranei) from Azerbaijan.
Euroasian Entomological Journal 18: 357–361. https://doi.org/10.15298/euroasentj.18.5.09
Klopfstein S, Kropf C, Baur H (2016) Wolbachia endosymbionts distort DNA barcoding in
the parasitoid wasp genus Diplazon (Hymenoptera: Ichneumonidae). Zoological Journal of
the Linnean Society 177: 541–557. https://doi.org/10.1111/zoj.12380
Kumar S, Stecher G, Tamura K (2016) MEGA7: Molecular Evolutionary Genetics Analysis Version 7.0 for Bigger Datasets. Molecular Biology and Evolution 33: 1870–1874.
https://doi.org/10.1093/molbev/msw054
Kuntner M, Coddington JA, Schneider JM (2009) Intersexual Arms Race? Genital Coevolution in Nephilid Spiders (araneae, Nephilidae). Evolution 63: 1451–1463. https://doi.
org/10.1111/j.1558-5646.2009.00634.x
Kunz K, Garbe S, Uhl G (2012) The function of the secretory cephalic hump in males of the
dwarf spider Oedothorax retusus (Linyphiidae: Erigoninae). Animal Behaviour 83: 511–517.
https://doi.org/10.1016/j.anbehav.2011.11.028
Lanfear R, Calcott B, Ho SYW, Guindon S (2012) PartitionFinder: Combined Selection of
Partitioning Schemes and Substitution Models for Phylogenetic Analyses. Molecular Biology and Evolution 29: 1695–1701. https://doi.org/10.1093/molbev/mss020
Lefébure T, Douady CJ, Gouy M, Gibert J (2006) Relationship between morphological
taxonomy and molecular divergence within Crustacea: Proposal of a molecular threshold to help species delimitation. Molecular Phylogenetics and Evolution 40: 435–447.
https://doi.org/10.1016/j.ympev.2006.03.014
Leigh, Bryant (2015) PopART: Full-feature software for haplotype network construction Methods Ecol Evol 6(9):1110–1116. https://doi.org/10.1111/2041-210X.12410
Levy G (1985) Araneae: Thomisidae. In Fauna Palestina, Arachnida II. The Israel Academy of
Sciences and Humanities, Jerusalem, 114 pp.
Maddison WP (1997) Gene Trees in Species Trees. Systematic Biology 46: 523–536. https://doi.
org/10.1093/sysbio/46.3.523
Mcheidze T (1997) Georgian spiders : systematics, ecology and zoogeographic analysis. (May
10, 2019). http://publikationen.ub.uni-frankfurt.de/frontdoor/index/index/docId/32536
Muñoz AG, Baxter SW, Linares M, Jiggins CD (2011) Deep mitochondrial divergence within
a Heliconiusbutterfly species is not explained by cryptic speciation or endosymbiotic bacteria. BMC Evolutionary Biology 11: e358. https://doi.org/10.1186/1471-2148-11-358
Nagy B, Watters BR, Raspopova AA (2021) Nothobranchius nikiforovi, a new species of seasonal
killifish from the lower Matandu drainage in south-eastern coastal Tanzania (Cyprinodontiformes: Nothobranchiidae). Zootaxa 4950: 103–122. https://doi.org/10.11646/
zootaxa.4950.1.5
Narita S, Nomura M, Kato Y, Fukatsu T (2006) Genetic structure of sibling butterfly species affected by Wolbachia infection sweep: evolutionary and biogeographical implications.
Molecular Ecology 15: 1095–1108. https://doi.org/10.1111/j.1365-294X.2006.02857.x
Nicholls JA, Challis RJ, Mutun S, Stone GN (2012) Mitochondrial barcodes are diagnostic of
shared refugia but not species in hybridizing oak gallwasps. Molecular Ecology 21: 4051–4062.
https://doi.org/10.1111/j.1365-294X.2012.05683.x

130

Karin Urfer et al. / ZooKeys 1078: 107–134 (2021)

Ortiz D, Pekár S, Bilat J, Alvarez N (2021) Poor performance of DNA barcoding and the
impact of RAD loci filtering on the species delimitation of an Iberian ant-eating spider. Molecular Phylogenetics and Evolution 154: e106997. https://doi.org/10.1016/j.
ympev.2020.106997
Paradis E, Schliep K (2019) ape 5.0: an environment for modern phylogenetics and evolutionary
analyses in R. Bioinformatics 35: 526–528. https://doi.org/10.1093/bioinformatics/bty633
Pebesma, E.J., Bivand R.S. (2005) Classes and methods for spatial data in R. R News 5 (2),
https://cran.r-project.org/doc/Rnews/.
Peterson BK, Weber JN, Kay EH, Fisher HS, Hoekstra HE (2012) Double Digest RADseq: An Inexpensive Method for De Novo SNP Discovery and Genotyping in Model and Non-Model Species. Orlando L (Ed.). PLoS ONE 7: e37135. https://doi.org/10.1371/journal.pone.0037135
Petrović TG, Vukov TD, Tomašević Kolarov N (2017) Morphometric ratio analyses: Locomotor mode in anurans. Comptes Rendus Biologies 340: 250–257. https://doi.org/10.1016/j.
crvi.2017.02.004
QGIS Development Team, 2018 QGIS Geographisches Informationssystem. Open Source
Geospatial Foundation Projekt. (June 3, 2019) https://qgis.org/de/site/
R Core Team (2020/2021). R: A language and environment for statistical computing. R Foundation for Statistical Computing, Vienna, Austria. https://www.R-project.org/
Rambaut A (2019) Automatically exported from code.google.com/p/figtree: rambaut/figtree.
Java. (June 3, 2019). https://github.com/rambaut/figtree
Ratnasingham S, Hebert PDN (2007) bold: The Barcode of Life Data System (http://www.
barcodinglife.org). Molecular Ecology Notes 7: 355–364. https://doi.org/10.1111/j.14718286.2007.01678.x
Ratnasingham S, Hebert PDN (2013) A DNA-Based Registry for All Animal Species: The
Barcode Index Number (BIN) System. Fontaneto D (Ed.). PLoS ONE 8: e66213.
https://doi.org/10.1371/journal.pone.0066213
Ronquist F, Teslenko M, van der Mark P, Ayres DL, Darling A, Höhna S, Larget B, Liu L,
Suchard MA, Huelsenbeck JP (2012) MrBayes 3.2: Efficient Bayesian Phylogenetic Inference and Model Choice Across a Large Model Space. Systematic Biology 61: 539–542.
https://doi.org/10.1093/sysbio/sys029
Schlick-Steiner BC, Steiner FM, Seifert B, Stauffer C, Christian E, Crozier RH (2010) Integrative Taxonomy: A Multisource Approach to Exploring Biodiversity. Annual Review of
Entomology 55: 421–438. https://doi.org/10.1146/annurev-ento-112408-085432
Schmidt M, Liu Y, Hou X, Haug JT, Haug C, Mai H, Melzer RR (2021) Intraspecific variation in
the Cambrian: new observations on the morphology of the Chengjiang euarthropod Sinoburius
lunaris. BMC Ecology and Evolution 21: e127. https://doi.org/10.1186/s12862-021-01854-1
Schneider CA, Rasband WS, Eliceiri KW (2012) NIH Image to ImageJ: 25 years of image
analysis. Nature Methods 9: 671–675. https://doi.org/10.1038/nmeth.2089
Selz O, Doenz C, Vonlanthen P, Seehausen O (2020) A taxonomic revision of the whitefish of
lakes Brienz and Thun, Switzerland, with descriptions of four new species (Teleostei, Coregonidae). ZooKeys 989: 79–162. https://doi.org/10.3897/zookeys.989.32822
Simon C, Frati F, Beckenbach A, Crespi B, Liu H, Flook P (1994) Evolution, Weighting, and
Phylogenetic Utility of Mitochondrial Gene Sequences and a Compilation of Conserved

Incongurent variation in Synema globosum

131

Polymerase Chain Reaction Primers. Annals of the Entomological Society of America 87:
651–701. https://doi.org/10.1093/aesa/87.6.651
Slowik J, Sikes DS (2015) Molecular systematics of the Pardosa groenlandica species complex
(Araneae: Lycosidae): large sample sizes fail to find monophyletic species. The Canadian
Entomologist 147: 643–664. https://doi.org/10.4039/tce.2014.87
Spasojevic T, Kropf C, Nentwig W, Lasut L (2016) Combining morphology, DNA sequences,
and morphometrics: revising closely related species in the orb-weaving spider genus Araniella
(Araneae, Araneidae). Zootaxa 4111: 448–470. https://doi.org/10.11646/zootaxa.4111.4.6
Stamatakis A (2014) RAxML version 8: a tool for phylogenetic analysis and post-analysis of large
phylogenies. Bioinformatics 30: 1312–1313. https://doi.org/10.1093/bioinformatics/btu033
Taylor EB, Boughman JW, Groenenboom M, Sniatynski M, Schluter D, Gow JL (2006)
Speciation in reverse: morphological and genetic evidence of the collapse of a threespined stickleback (Gasterosteus aculeatus) species pair. Molecular Ecology 15: 343–355.
https://doi.org/10.1111/j.1365-294X.2005.02794.x
Töpfer-Hofmann G, Cordes D, Helversen O v (2000) Cryptic species and behavioural isolation in the Pardosa lugubris group (Araneae, Lycosidae), with description of two new species. Bulletin of the British Arachnological Society 11: 257–274.
Tyagi K, Kumar V, Kundu S, Pakrashi A, Prasad P, Caleb JTD, Chandra K (2019) Identification of Indian Spiders through DNA barcoding: Cryptic species and species complex.
Scientific Reports 9: e14033. https://doi.org/10.1038/s41598-019-50510-8
Urfer K, Baur H 2021. Morphometric data from: Incongruent molecular and morphological
variation in the crab spider Synema globosum (Araneae: Thomisidae) in Europe. Zenodo.
https://doi.org/10.5281/zenodo.5232770
Utochkin AS (1960b) Spiders of the genus Synaema, the group globosum (F.) in the USSR.
Zoologicheskiĭ Zhurnal: 1018–1024.
Whitworth TL, Dawson RD, Magalon H, Baudry E (2007) DNA barcoding cannot reliably identify
species of the blowfly genus Protocalliphora (Diptera: Calliphoridae). Proceedings of the Royal
Society B: Biological Sciences 274: 1731–1739. https://doi.org/10.1098/rspb.2007.0062
Wickham H (2016) ggplot2: Elegant Graphics for Data Analysis. 2nd ed. Springer International
Publishing. https://doi.org/10.1007/978-3-319-24277-4
Wolak ME, Fairbairn DJ, Paulsen YR (2012) Guidelines for estimating repeatability: Guidelines
for estimating repeatability. Methods in Ecology and Evolution 3: 129–137. https://doi.
org/10.1111/j.2041-210X.2011.00125.x
World Spider Catalog. Version 22.5. Natural History Museum Bern, [accessed on 01 November 2021] http://wsc.nmbe.ch
Zeileis A (2005). “CRAN Task Views.” _R News_, *5*(1), 39–40. https://CRAN.R-project.
org/doc/Rnews/
Zhang J, Kapli P, Pavlidis P, Stamatakis A (2013) A general species delimitation method with
applications to phylogenetic placements. Bioinformatics 29: 2869–2876. https://doi.
org/10.1093/bioinformatics/btt499
Zimmer EA, Martin SL, Beverley SM, Kan YW, Wilson AC (1980) Rapid duplication and loss
of genes coding for the alpha chains of hemoglobin. Proceedings of the National Academy
of Sciences 77: 2158–2162. https://doi.org/10.1073/pnas.77.4.2158

132

Karin Urfer et al. / ZooKeys 1078: 107–134 (2021)

Supplementary material 1
Coordinates of the collected specimens
Authors: Karin Urfer , Tamara Spasojevic , Seraina Klopfstein , Hannes Baur , Liana
Lasut , Christian Kropf
Data type: occurences
Copyright notice: This dataset is made available under the Open Database License
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License
(ODbL) is a license agreement intended to allow users to freely share, modify, and
use this Dataset while maintaining this same freedom for others, provided that the
original source and author(s) are credited.
Link: https://doi.org/10.3897/zookeys.1078.64116.suppl1

Supplementary material 2
Genbank and Bold numbers of the Synema globosum specimens that were obtained from these databases
Authors: Karin Urfer , Tamara Spasojevic , Seraina Klopfstein , Hannes Baur , Liana
Lasut , Christian Kropf
Data type: genomic
Copyright notice: This dataset is made available under the Open Database License
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License
(ODbL) is a license agreement intended to allow users to freely share, modify, and
use this Dataset while maintaining this same freedom for others, provided that the
original source and author(s) are credited.
Link: https://doi.org/10.3897/zookeys.1078.64116.suppl2

Supplementary material 3
GenBank accession numbers
Authors: Karin Urfer , Tamara Spasojevic , Seraina Klopfstein , Hannes Baur , Liana
Lasut , Christian Kropf
Data type: Genomic
Copyright notice: This dataset is made available under the Open Database License
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License
(ODbL) is a license agreement intended to allow users to freely share, modify, and
use this Dataset while maintaining this same freedom for others, provided that the
original source and author(s) are credited.
Link: https://doi.org/10.3897/zookeys.1078.64116.suppl3

Incongurent variation in Synema globosum

133

Supplementary material 4
Input file Mr Bayes and RAxML
Authors: Karin Urfer , Tamara Spasojevic , Seraina Klopfstein , Hannes Baur , Liana
Lasut , Christian Kropf
Data type: Phylogenetic
Explanation note: The exact input scripts that we used to run RAxML and MrBayes analysis.
Copyright notice: This dataset is made available under the Open Database License
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License
(ODbL) is a license agreement intended to allow users to freely share, modify, and
use this Dataset while maintaining this same freedom for others, provided that the
original source and author(s) are credited.
Link: https://doi.org/10.3897/zookeys.1078.64116.suppl4

Supplementary material 5
Bayesian majority rule consensus tree of ITS2
Authors: Karin Urfer , Tamara Spasojevic , Seraina Klopfstein , Hannes Baur , Liana
Lasut , Christian Kropf
Data type: Image
Explanation note: The analysis included 64 S. globosum specimens and two outgroup sequences. Node supports represent Bayesian posterior probabilities/ML bootstrap support based on 1,000 replicates. Colours correspond to the CO1 clades, black indicates
the absence of a CO1 sequence. The last two letters are the country code according
to ISO 3166.
Copyright notice: This dataset is made available under the Open Database License
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License
(ODbL) is a license agreement intended to allow users to freely share, modify, and
use this Dataset while maintaining this same freedom for others, provided that the
original source and author(s) are credited.
Link: https://doi.org/10.3897/zookeys.1078.64116.suppl5

134

Karin Urfer et al. / ZooKeys 1078: 107–134 (2021)

Supplementary material 6
Morphomatrix of the examined Synema globosum individuals
Authors: Karin Urfer , Tamara Spasojevic , Seraina Klopfstein , Hannes Baur , Liana
Lasut , Christian Kropf
Data type: Morphological
Copyright notice: This dataset is made available under the Open Database License
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License
(ODbL) is a license agreement intended to allow users to freely share, modify, and
use this Dataset while maintaining this same freedom for others, provided that the
original source and author(s) are credited.
Link: https://doi.org/10.3897/zookeys.1078.64116.suppl6

