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Species diversity in the marine Antarctic benthos is severely underestimated [1–3]. One of the main
reasons for this problem is still the limited sampling of remote regions and habitats such as the
continental slope [4]. Another major challenge is the presence of cryptic or overlooked species, i.e.
species that are currently not distinguished morphologically but are genetically distinct (see [5] for a
review). With the recent use of molecular techniques, in particular a fragment of the mitochondrial
cytochrome c oxidase subunit I (COI) or ‘barcoding gene’, many highly divergent clades have been found
and interpreted as different species (e.g. [6–10]). The discovery of new species with molecular tools has
not only improved our knowledge about the true magnitude of biodiversity in the Antarctic, it has also
challenged central biogeographic paradigms in the Southern Ocean: traditionally, it has been assumed
that many Southern Ocean marine animal species have a broad circumpolar [11–13] and eurybathic
[14] distribution. Identification of cryptic species with molecular-based tools in a variety of Antarctic
invertebrates has questioned this concept as several of these cryptic species show a very strong regional
differentiation, particularly in brooders with a holobenthic lifestyle (i.e. no planktonic dispersal stage,
see [15] for a review). Lack of dispersal and isolation in independent glacial refugia during the Late
Cenozoic ice-ages have been suggested as the main drivers of regional diversification and speciation
[16–19]. However, some brooders with a regionally differentiated population structure were not found
to contain cryptic species (e.g. the pycnogonid Nymphon australe [20,21]) while others with a planktonic
dispersal stage have widely distributed cryptic species, such as the crinoid Promachocrinus kerguelensis
[22]. In some species groups, several lineages occur in sympatry (e.g. [9,23]), suggesting that ecological
speciation may play an important role. The role of bathymetry in speciation has been reported for other
Southern Ocean invertebrates [24]. In some groups, morphological investigations support the distinction
of previously unrecognized species that were identified with molecular data (e.g. [25–29]).
Most of these molecular studies, however, have been based only on mitochondrial genes. As several
cases have been observed where mitochondrial and nuclear data disagree due to phenomena such as
introgressive hybridization or sex-biased dispersal (reviewed in [30]), this can be misleading. Therefore,
nuclear data should be studied as well before the existence of cryptic species can be established.
In this study, we analysed the diversity of the giant sea spider species Colossendeis megalonyx Hoek,
1881 using both nuclear and mitochondrial gene data. C. megalonyx is one of the most widespread
pycnogonid species in the Southern Ocean [31], with a circumpolar distribution in Antarctic and
Subantarctic waters and also found in South America, South Africa and Madagascar, from 3 to 4900 m
depth [32]. Although other sea spiders are benthic brooders with paternal care, the reproductive mode
of the entire Colossendeidae family is still unknown [33]. Because of its wide distribution and high
morphological variability, it has often been questioned whether C. megalonyx is a single species [34],
and several subspecies and putatively synonymous species have been described (e.g. [35,36]). However,
no detailed systematic morphological study has been published yet.
A recent study by Krabbe et al. [37] investigated C. megalonyx from a molecular perspective. It was
shown that COI sequences of C. megalonyx fall into six major clades with limited distribution ranges
and with interclade genetic distances comparable to those of distinct species. However, the 96 samples
included in that study covered only few areas (South Sandwich Islands, Elephant Island, Bouvet Island,
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Assessing the enormous diversity of Southern Ocean benthic species and their evolutionary histories
is a central task in the era of global climate change. Based on mitochondrial markers, it was recently
suggested that the circumpolar giant sea spider Colossendeis megalonyx comprises a complex of
at least six cryptic species with mostly small and non-overlapping distribution ranges. Here, we
expand the sampling to include over 500 mitochondrial COI sequences of specimens from around
the Antarctic. Using multiple species delimitation approaches, the number of distinct mitochondrial
OTUs increased from six to 15–20 with our larger dataset. In contrast to earlier studies, many of
these clades show almost circumpolar distributions. Additionally, analysis of the nuclear internal
transcribed spacer region for a subset of these specimens showed incongruence between nuclear
and mitochondrial results. These mito-nuclear discordances suggest that several of the divergent
mitochondrial lineages can hybridize and should not be interpreted as cryptic species. Our results
suggest survival of C. megalonyx during Pleistocene glaciations in multiple refugia, some of them
probably located on the Antarctic shelf, and emphasize the importance of multi-gene datasets to
detect the presence of cryptic species, rather than their inference based on mitochondrial data alone.
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Figure 1. Map of the Southern Ocean with sampling sites of the specimens of Colossendeis megalonyx analysed in this study. Colours
correspond to those in figures 3 and 4. For a detailed overview of samples and sampling sites, see electronic supplementary material, S1
and S2. Photo of Colossendeis megalonyx: Claudia P. Arango.
Burdwood Bank). Here, we substantially expanded the dataset of Krabbe et al. [37] by adding COI data
for over 300 specimens from the same areas as well as from other regions in South America, along the
Scotia Arc, and from the West and East Antarctic shelf. We further included data from an additional
locus, the nuclear ribosomal gene region internal transcribed spacer (ITS), for a subset of individuals.
This region, which includes the gene for 5.8S rRNA as well as the non-coding ITS1 and ITS2, has been
found to be useful to distinguish closely related species in many different animal groups (e.g. [38–40]),
including pycnogonids [41]. With the new dataset, we tested (i) whether there are further overlooked
mitochondrial clades additional to the six clades found by Krabbe et al. [37]; (ii) whether the proposed
narrow distribution ranges of the clades were supported by the new data from many more regions;
(iii) whether or not the nuclear data support the pattern revealed by the mitochondrial data; and
(iv) whether C. megalonyx colonized the Antarctic from the Subantarctic or vice versa. We discuss the
new findings in the context of marine Antarctic evolution during the Pleistocene glaciations.

2. Material and methods
A 658 bp fragment of the mitochondrial COI gene was sequenced for a total of 418 putative C. megalonyx
specimens from different parts of the Southern Ocean (see figure 1 for a map of the sampling sites)
and for an additional 82 specimens belonging to other colossendeid species (table S1). Individuals were
determined to species level with the keys of Child [34] and Pushkin [42] prior to completing any genetic
analyses. DNA extractions were performed using the Qiagen DNeasy Blood & Tissue Kit following the
manufacturer’s protocol with the exception of using only 100 µl elution buffer (EB) to increase final DNA
concentration. PCR for COI was performed as outlined by Krabbe et al. [33].
An approximate 1000 bp fragment of the ITS (18S–ITS1–5.8S–ITS2–28S) was sequenced for a subset of
76 C. megalonyx specimens and 34 other colossendeids. PCR was performed as follows: 94◦ C for 2 min,
followed by 37 cycles of 94◦ C for 20 s, 55◦ C for 30 s and 65◦ C for 80 s, with a final extension at 65◦ C for
10 min. Primers used for PCR were ITSRA2 and ITS2.2 [43].
For both gene regions, the PCR mix consisted of 2 µl 10× HotMaster Taq Buffer (5Prime, Hilden,
Germany), 2 µl of 2 mM dNTPs, 0.1 µl of 100 µM HCO or ITSRA2 primer, 0.1 µl of 100 µM LCO or ITS2.2
primer [43,44], 0.1 µl of 5 U µl−1 HotMaster Taq (5Prime, Hilden, Germany), 1 µl DNA (approx. 20 ng),
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Chile
Falklands/Burdwood Bank
Bouvet Island
S. Georgia
S. Sandwich Islands
S. Orkneys/S. Shetlands
Amundsen Sea
East Antarctic Peninsula
Eastern Weddell Sea
Terre Adélie
Ross Sea
Scott Seamounts

After removal of poorly represented regions at the 3 and 5 end, the COI alignment had a length of
545 sites, of which 265 were variable and 226 parsimony-informative. The 549 C. megalonyx sequences
grouped into 156 haplotypes. The ITS alignment had a total length of 1145 sites, of which 393 were
variable and 293 parsimony-informative. The 76 ITS sequences of C. megalonyx grouped into 36
haplotypes. After removing ambiguously aligned regions from the ITS alignment with GBLOCKS, the
number of bases was reduced to 965 sites, of which 313 were variable and 236 were parsimonyinformative. The ITS alignment also contained several gaps. For COI and the cropped ITS alignment, the
model GTR + I + G was chosen by JMODELTEST, while GTR + G was chosen for the full ITS alignment.

3.1. Species delimitation
3.1.1. Cytochrome c oxidase subunit I data
The COI data showed consistency with morphological identifications as specimens determined as
C. megalonyx formed a clearly delimited monophyletic group. Only two specimens from Kerguelen
initially determined as C. megalonyx grouped outside that clade, suggesting that they do not belong to the
C. megalonyx complex. The K2P genetic distances showed a clear bimodal distribution, with a barcoding
gap at approximately 4% (figure 2).
GMYC analysis showed that a single-threshold GMYC model was better than a single population
model (p = 5.5 × 10−10 ) and maximum-likelihood (ML) resulted in a number of 20 ML entities
(confidence interval: 19–43), including the six clades already recognized by Krabbe et al. [37]. Material
was available for 17 of the ML entities, while three clades (J, K, L) were only based on GenBank
specimens. The number of samples in each clade ranged from one (clades J, M) to 161 (clade A). Average
intraclade distances ranged from 0 to 1.9%, while interclade distances ranged from 2.7 to 12.5%. The same
clades are also distinguished in the bGMYC analysis. These groupings are shown in table 1.
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filled up to 20 µl with sterile H2 O. PCR products were purified with a 1 : 2 mix of Exo and FastAP for
15 min at 37◦ C followed by inactivation for 15 min at 85◦ C. Sequencing was performed at GATC Biotech
(Cologne, Germany).
For COI, the colossendeid sequences from Krabbe et al. [37] (96 C. megalonyx, 19 from other species)
and all sequences from GenBank that were identified as members of the Colossendeidae by BLASTn
searches (37 C. megalonyx, 113 from other species) were added to the total resulting dataset for analyses.
For both gene regions, sequences were edited with GENEIOUS v. 6.1.6 [45]. COI was aligned using
MUSCLE [46] with the default parameters as implemented in GENEIOUS, using eight iterations. The ITS
region was aligned with MAFFT 7 [47] using the E-INS-I algorithm with a gap opening penalty of 1.53
and offset value 0. For COI, we verified that all codons could be translated into amino acids without
stop codons using the invertebrate mitochondrial genetic code. For ITS, a version of the alignment with
ambiguously aligned regions removed was produced with GBLOCKS 0.91b [48] using less stringent
parameters (smaller blocks, gaps in final alignment allowed, less strict flanking positions). Bayesian
phylogenetic analysis was performed with MRBAYES v. 3.2.1 [49] using 5 000 000 MCMC generations,
of which the first 25% were discarded as burn-in (test for convergence: split divergence less than 0.01).
The most suitable model of molecular evolution for the analyses was selected with JMODELTEST v. 2.1.2
[50]. Maximum-likelihood analysis was performed with RAXML v. 7.03 [51] and support was assessed
with 1000 rapid bootstrap replicates.
For COI, sequences were collapsed into haplotypes with the online Fabox haplotype collapse tool [52].
A p-distance matrix was created using MEGA v. 6.06 [53].
For species delimitation, a general mixed Yule coalescent (GMYC) analysis was performed. For this,
a linearized tree of the haplotypes was calculated using BEAST v. 1.8 [54] with the model specified by
J M ODELTEST . Convergence and effective sampling size (ESS > 200) of parameter estimates were checked
using TRACER v. 1.5 [55], and a consensus tree was calculated using TREEANNOTATOR v. 1.8 of the
BEAST package and analysed with the SPLITS program available as a package for the statistical software
environment R [56]. A Bayesian GMYC (bGMYC) analysis [57] with a threshold of 0.5 was also performed
using the last 100 trees in the BEAST MCMC file. An additional test for presence of distinct clades
was performed using the program ABGD [58] using Kimura-2-parameter (K2P) distances. Minimum
spanning networks of haplotypes for the four largest clades (A, D1, E and I) were created with POPART
(http://popart.otago.ac.nz, v. 1.7).
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Figure 2. Histogram of uncorrected pairwise genetic distances for the COI fragment within C. megalonyx (all clades). Only unique
haplotypes are used for calculating pairwise distances.

The ABGD analysis resulted in only 15 clades, here termed A–O. Clades D and N correspond,
respectively, to three clades in the GMYC analysis, while clade E corresponds to two clades. Here these
clades are named D1/D2/D3, E1/E2 and N1/N2/N3 (see table 2 for clade delimitations resulting from
different approaches).
Bayesian phylogenetic analysis recovered most of the single-threshold GMYC groupings as
monophyletic, although B was paraphyletic with respect to M (figure 3). While many interclade
relationships are poorly resolved, several clades formed strongly supported monophyletic groups,
namely A + F + G + (H + I), (B + M) + C, D + E and L + O. Interestingly, the clades B (Falkland Islands)
and M (Chile) formed a South American group clustering inside the mostly Antarctic C. megalonyx
complex as sister to clade C (Bouvet, Eastern Weddell Sea). Similar results were found in the
maximum-likelihood analysis, except that clade D1 was found to be paraphyletic with respect to D2
and D3.

3.1.2. Internal transcribed spacer data
The ITS phylogenetic tree showed a differentiation into six distinct monophyletic groups named I–VI
(figure 4), which mostly correspond to larger groupings of different COI clades. The analysis of the
dataset cropped with GBLOCKS resulted in a slightly different phylogenetic tree, but the differentiation
into six groups did not change. There was no differentiation between specimens belonging to different
COI clades within these groups. As an example, group IV included individuals belonging to COI clades
A, H and I, but those clades could not be distinguished by ITS sequences. Group II showed strong intragroup variation, but no division into the COI clades D1, E1 and E2 was found. In some cases, there
were also discrepancies in assignment to larger groups between COI and ITS. Group II mostly included
individuals from clades D and E, but also one clade C individual. Group III included individuals from
clades N2 and N3 as well as one each from clades E and G. Individuals from COI clade I were found in
both groups IV and V.

3.2. Phylogeographic analysis
3.2.1. Cytochrome c oxidase subunit I data
Most of the clades are geographically widely distributed, and eight of them are found in both East
and West Antarctica (table 1). Of the clades represented by more than three specimens, only clade A
(n = 161) is restricted to the Scotia Arc, while clade B (n = 24) is restricted to the Falklands/Burdwood
Bank. Even representatives of very rare clades, such as K (n = 2) and O (n = 4), are found in widely
distant regions. None of the clades found in this study seem to show a truly circumpolar distribution as
they are notably absent in entire well-sampled regions in our sampling. For example, clade D1, which is
known from the South Orkneys/South Shetlands, the Eastern Weddell Sea and Terre Adélie/George V
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Table 1. Number of specimens per COI GMYC clade in each location. The total number may be larger than the sum of numbers for
individual regions as some specimens lack locality information. Colours refer to those used in figure 1.
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Land, was not found in South Georgia or the South Sandwich Islands. Specimens of distinct clades often
occur sympatrically in the same regions, especially around the South Orkneys (six clades) and the South
Shetlands (seven clades), and even occur at the same sampling station as in the case of station 11740 in
the South Shetlands where 22 individuals from five different clades were collected.
The haplotype network for clade A (figure 5) shows a ‘star-like’ pattern centred around the common
haplotype A-2 (n = 106). All other 27 haplotypes from the South Sandwich, South Orkney and South
Shetland Islands differ from it by only one to three substitutions and are known from only one to three
samples (except for A-7 from Elephant Island with n = 7). Compared to all other regions, there is much
more variability in South Georgia, with haplotype A-2 occurring less frequently compared with other
regions (figure 5).
For clade D1, there is a clear differentiation between eastern (Terre Adélie/George V Land, n = 6) and
western (South Orkneys/South Shetlands/Western Antarctic Peninsula/Eastern Weddell Sea, n = 101)
specimens, with the latter forming a star-like pattern that is mostly due to the large number of specimens
with haplotype D1–2 from the South Orkneys. However, a single specimen from East Antarctica
(haplotype D1–14) groups closer to the western specimens (figure 5).
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In clade E1, there is also a strong differentiation between western (South Sandwich/Bouvet/Eastern
Weddell Sea, n = 67) and eastern (Terre Adélie/George V Land, n = 24) samples, with eight steps in
between. Interestingly, all specimens from Bouvet (n = 43) belong to a single haplotype (E1-1), which
is also the most common in the South Sandwich Islands. One specimen from the Eastern Antarctic
Peninsula has a haplotype that otherwise occurs in Terre Adélie specimens (figure 5).
COI clade I is divided into two clusters, with four steps in between. One cluster is found only in the
South Orkneys/South Shetlands, the other one occurs in the South Shetlands (incl. Elephant Island) as
well as in the Eastern Weddell Sea and in Terre Adélie. However, no haplotypes are shared between the
Eastern Weddell Sea and Scotia Arc locations. Representatives of both clusters were found in the same
sampling stations (11719 and 11740).

3.2.2. Internal transcribed spacer data
Notably, the ITS sequences of individuals from the same locality often group together even if they belong
to different COI clades. As an example, sequences of specimens from Station 260 on the Eastern Antarctic
Peninsula, which belong to the mitochondrial clades E1, G and N3, form a cluster in the ITS phylogenetic
tree. One clade C individual from Bouvet has an ITS sequence grouping with those of individuals in clade
E1 from the same location.

4. Discussion
4.1. Number of mitochondrial groupings
Based on the COI data, it appears that the C. megalonyx complex consists of about 15–20 distinct
unrecognized species. Different methods (GMYC and ABGD) disagree on the exact delimitation of some
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Table 2. Differences in COI clade delimitation in C. megalonyx based on single-threshold GMYC (same results as bGMYC) and ABGD.
Numbers in rightmost column refer to ITS clades to which individuals from the respective COI clade are assigned. n/a refers to COI clades
for which no ITS sequences were available.
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Figure 3. Bayesian phylogenetic tree of C. megalonyx COI sequences. Clades recognized by GMYC/bGMYC analysis have been collapsed.
Numbers above branches are posterior probabilities, numbers below branches are bootstrap percentages for the maximum-likelihood
analysis. Numbers beside clade names show number of samples. Colours indicate geographical origin of samples.
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Figure 5. Haplotype network for C. megalonyx clades A, D1, E1 and I based on the mitochondrial COI gene. Sizes of circles are proportional
to number of individuals per haplotype. Colours indicate geographical origin of samples. Black dots represent hypothetical haplotypes.

clades. These mostly involve those cases in which the distances are at an intermediate level falling into
the barcode gap (about 2–5%), i.e. the clades D1 + D2 + D3, E1 + E2 and N1 + N2 + N3. Interpretation
of these as one, two or three distinct groupings should be considered ambiguous. In all other cases, the
two methods agree, therefore showing a clear distinction between inter- and intraclade divergence levels,
i.e. the presence of a barcoding gap.

4.2. Geographical distribution of mitochondrial groups
Specimens of some of the different clades recovered show a narrow distribution range, others are widely
distributed and occur in sympatry. This stands in contrast to the findings of Krabbe et al. [37], who
analysed only 96 specimens with more limited geographical sampling than in this study. The results here
agree with several other studies on Antarctic benthic invertebrates (e.g. [9,20,22]) proposing circumpolar
distributions of species based on molecular data. It should be noted that at least two clades exhibit
obvious morphological differences from all others, namely clade C, which lacks pigmented eyes, and
clade F, which includes animals significantly larger than all others examined. Lack of eyes has been
previously reported for the (sub)species C. (megalonyx) orcadense [36,59] known from the South Orkneys,
South Africa and Madagascar, while clade C is restricted to Bouvet Island and the Weddell Sea slope
in our samples. If several species coexist sympatrically, it is to be expected that they exhibit ecological
differences. Therefore, we expect that, if the mitochondrial clades are indeed distinct species, a detailed
study would reveal noticeable morphological or physiological [23] differences.

4.3. Implications of the nuclear data

................................................

rsos.royalsocietypublishing.org R. Soc. open sci. 2: 140424

As shown in the results, there are several instances where the ITS data are incongruent with the COI data.
This could be explained by retention of ancestral polymorphisms or by intragenomic polymorphism
in ITS, as has been described for other arthropods [60,61]. However, the differences observed between
different ITS groups in our study are generally higher than observed in those cases. Besides, we did not
detect large amounts of conflicting signals in our sequence electropherograms, which would be expected
in the case of polymorphic ITS sequences. In addition, our analysis of assembled 454 sequence data
of the ITS gene region obtained from a preceding project [62] with a coverage of 18.6× showed no
evidence for multiple intragenomic variants. The clustering of ITS sequences from individuals found
geographically close to each other would also be difficult to explain by the presence of polymorphisms.
Therefore, we propose that the best explanation for our results is hybridization between different COI
clades. As there seems to be extensive hybridization between related COI clades such as A, H and I,
they cannot be considered distinct species. Between the larger monophyletic groupings such as D + E
or A + F + G + H + I, hybridization events appear to be rare, and they may be recognized as distinct
species. The analysis of the nuclear gene H3 for specimens belonging to clades A–F included in Krabbe
et al. [37] further supports the validity of the larger groups A + F, B + C and D + E [63], but, shows no
differentiation of the COI clades within those groups.
Occurrence of very similar ITS sequences in specimens from the same site belonging to different
COI clades indicates that hybridization is still ongoing, i.e. animals with very divergent mitochondrial
genomes seem to belong to the same gene pool. Therefore, ITS data provide evidence that the number
of 15–20 cryptic species inferred from the COI sequences could be an overestimation. While the distinct
COI clades probably differentiated in isolation from each other, possibly as a consequence of temporary
isolation during earlier glaciation periods, apparently there have been no barriers to hybridization after
these clades came into contact again. Hybridizing clades are up to 8% divergent based on COI, which
according to standard molecular clocks for arthropod taxa [64,65] would imply a divergence time of
more than a million years ago. If that was the case, a long period of independent evolution of the COI
clades did not lead to reproductive isolation. Despite the incongruences between ITS and COI clades,
larger monophyletic groups recognized with COI mostly agree with those recognized with the nuclear
gene regions H3 and ITS. With some exceptions, those groupings seem to be largely reproductively
isolated and therefore could be regarded as distinct species. The number of known species within the
C. megalonyx complex would then be possibly about five to seven. Limited hybridization between them
resulting in mitochondrial–nuclear discordance is similar to that reported for other groups of related
species [30].
The ITS data also provide information on the population history in some regions. For instance, within
ITS group II, only three out of six examined clade E1 individuals from Bouvet Island show ITS sequences
highly similar to those of specimen PB_E002 from the South Sandwich Islands, while the others group
more basally within group II. All clade E1 specimens from Bouvet share a single COI haplotype that is
also found in South Sandwich and the Eastern Weddell Sea. This might indicate that not all of the Bouvet
population originated from a single colonization event, as would be inferred from the COI analysis.
Instead, there may have been several different colonizations of Bouvet, and the mitochondrial haplotype
originating in a recent dispersal from South Sandwich or the Eastern Weddell Sea seems to be fixed in
the population while the ITS region retains more variability. In general, fixation of mitochondrial gene
variants is expected to occur faster than in nuclear DNA due to the smaller effective population size [66].
On the one hand, our results contrast with those found in some other marine benthic organisms,
including pycnogonids [41], nudibranchs [23], Antarctic isopods [67] and amphipods [9] in which
mitochondrial and nuclear data agree on the delimitation of unrecognized species. On the other hand,
Hemery et al. [22] found results similar to ours in the Antarctic crinoid Promachocrinus kerguelensis, in
which mitochondrial markers and ITS defined two major groups but further differentiation into seven
mitochondrial clades was not supported by ITS data. However, in P. kerguelensis the COI divergence
among clades was lower than in the C. megalonyx complex, and the lack of resolution with ITS may
be due to a taxon-specific lower mutation rate in P. kerguelensis. Similar results also occur in species
with significantly different life histories, such as the stonefly Dinocras cephalotes [68], in which two
highly divergent COI lineages occur in sympatry but no differentiation was found with nuclear data.
In many cases, coexistence of highly divergent mitochondrial lineages within a single species can
be explained by introgressive hybridization with other species (e.g. [69]). However, in this study, all
mitochondrial haplotypes found within the C. megalonyx complex clearly form a monophyletic group
and no introgression from other colossendeid species was found.
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We found that there is a monophyletic ‘Subantarctic’ grouping restricted to South America, nested within
the Antarctic C. megalonyx complex. This pattern suggests that the Subantarctic was colonized from the
Antarctic and not vice versa, as also found e.g. in cephalopods [71]. As the holotype of C. megalonyx
is a specimen from the South American shelf [72], it can be expected to belong to the Subantarctic
group, to which the species name should therefore be restricted. C. megalonyx would then lose its
status as an Antarctic pycnogonid, as the species would be restricted to the Subantarctic and possibly
to South America.

4.5. Multiple in situ glacial refugia
In addition to biogeographic and systematic questions, this study also provides important data to the
debate on Antarctic glacial refugia [19], in particular on their putative localities. Our results provide no
support for the hypothesis that C. megalonyx sensu lato survived the glaciations ex situ in refugia in the
Subantarctic shelf regions, as no sequences from Antarctic specimens nest within the Subantarctic clades.
However, we lack samples from several non-Antarctic areas where C. megalonyx has been found, such as
South Africa, Kerguelen and the New Zealand Subantarctic islands. There is good evidence that South
Georgia acted as a refugium for clade A, as shown by the much greater haplotype diversity arguing
against a recent expansion, in contrast to the more southern Scotia Arc islands. A similar pattern was
recently found by González-Wevar et al. [73] for the limpet Nacella concinna. As the geological evidence
suggests that South Georgia was not fully glaciated during the Last Glacial Maximum (LGM) [74], the
South Georgia shelf could plausibly have been a refugium for shelf-inhabiting taxa, which is in good
agreement with the results of a pioneering species distribution modelling study on Southern Ocean
shrimps [75].
The hypothesis that the shelf was recolonized from the deep sea after the LGM cannot be rejected by
our data, as we have only few samples from deeper than 1000 m. However, we consider it unlikely, as
circumpolar survival in the deep sea would lead to greater genetic homogeneity across regions and lack
of signatures for recent expansion. Such a pattern is found in the shrimp Nematocarcinus lanceopes [76],
but not in our data for C. megalonyx.
The hypothesis most consistent with our data is the in situ survival in ice-free refugia, which were
probably located at polynyas (temporary ice-free ocean regions) as suggested by Thatje et al. [19]. Because
of the strong intraclade regional differentiation in C. megalonyx, seen e.g. within clades D1 and E1, it
seems likely that these clades survived in more than one refugium during the LGM, spreading from there
and in some cases (clade I) coming into secondary contact. Molecular evidence for in situ survival on the
Antarctic shelf has recently been reported for the broadly distributed sea spider Austropallene cornigera
[77] and other invertebrates [78]. Our data support dispersal via the Antarctic Circumpolar Current
(ACC) at least in the case of clade E1, which may have colonized Bouvet from the South Sandwich
Islands, indicating a relatively recent (only one haplotype known from Bouvet) eastward dispersal in
latitudes dominated by the ACC. However, the same haplotype also occur in the deep Weddell Sea,
which suggests that Bouvet could also have been colonized from the south via the deep sea. Survival in
multiple refugia would indicate that interclade splits precede the LGM, and probably occurred during
earlier Pleistocene glaciations or even earlier.
In a few cases, we observe the same haplotype in geographically widely separated regions, such as
a clade E1 haplotype (E1–3) that occurs both in the Antarctic Peninsula and Terre Adélie. This has also
been observed in other invertebrates without a planktonic stage [9,20,79] and might be explained by
rafting on floating material carried by currents, including ice. Pycnogonids have also been observed
swimming [80].

................................................

4.4. Out of Antarctica hypothesis
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Environmental change may lead to the breakdown of ecological barriers between reproductively
isolated groups and therefore to ‘speciation reversal’ [70]. Although this has been demonstrated mostly
for anthropogenic change, glaciations may possibly have similar effects on Antarctic shelf fauna by
restricting distributions of benthic organisms to small refugia. This would imply that previously
isolated lineages collapsed into a hybrid swarm, which may have led to strong mitochondrial–nuclear
discordance. The question arises why such a pattern is not present in other Antarctic species that have
been investigated. Possibly, due to differences in environmental conditions between glacial refugia,
selection would have led to different adaptations [23]. While in some cases these differences were
sufficient for reproductive isolation, this was apparently not the case for the C. megalonyx radiation.

Our largely expanded dataset supports the hypothesis that Colossendeis megalonyx is a complex of several
overlooked species that radiated during the Pleistocene in multiple refugia in the Antarctic. Many of
the species within the C. megalonyx complex show broad geographical distribution ranges. However,
analysis of highly variable nuclear data in addition to mitochondrial COI gene data suggests that the
number of actual overlooked species is smaller than the number of mitochondrial clades. These findings
highlight the importance of including independent nuclear markers in species delimitation analyses.
The taxonomy of the C. megalonyx complex may be further clarified by including nuclear data from other
genes as well as morphological data. Next-generation sequencing technologies, which have the potential
to sequence large numbers of loci at once, could be particularly useful in resolving this and similar
questions.
Ethics. Research followed all applicable laws and ethical guidelines per individuals’ countries requirements. As no
vertebrate animals were impacted by the research no special ethical approvals were needed for this work.

Data accessibility. All new sequence data have been deposited in GenBank (accession nos. KT201695–KT202231 and
KT215646–KT215755). Alignments and tree data have been submitted to Treebase: http://purl.org/phylo/treebase/
phylows/study/TB2:S17858
Authors’ contributions. F.L. and L.D. conceived the study. L.D. carried out the molecular laboratory work, performed data
analyses and wrote the manuscript together with F.L., C.M. and C.H. participated in the design of the study. C.P.A.,
J.S.D., K.M.H., A.M.H., C.H., A.R.M., R.R.M., G.W.R., A.W. and N.W. provided specimens and/or sequence data.
C.P.A., C.H., A.R.M., C.M., R.R.M. and N.W. helped drafting the MS. All authors gave final approval for publication.
Competing interests. We have no competing interests.
Funding. This work was supported by German Research Foundation (DFG) grants LE 2323/2, 2323/3, HE 3391/6
within DFG Priority Programme 1158 to F.L., C.M. and C.H., and in part by Sea Life Center Munich research
grant ‘Biodiversity of the Chilean fjords’ to R.R.M. A.R.M. was supported by research grant ANT-1043670 by the
US National Science Foundation (NSF). K.M.H. was supported by research grant ANT-1043745 by the NSF. C.P.A.
was supported by Australian Antarctic Science Grant no. 3010. N.G.W. and G.W.R. were supported by research
grant ANT-1043749 by the NSF, Scripps Institution of Oceanography, and the US Antarctic Marine Living Resources
program.
Acknowledgements. We thank Ralph Tollrian and Chester J. Sands for support and the EvoEco Journal Club for helpful
comments on the manuscript. We also thank Susie Lockhart for assistance. Furthermore, we thank all participants on
the ‘ICEFISH’ 2004 and the NBP1105 RV/IB Nathaniel B. Palmer cruises, and ANT-XXVIII/4 FS Polarstern cruise.

References
1. Griffiths H. 2010 Antarctic marine
biodiversity—what do we know about the
distribution of life in the Southern Ocean? PLoS ONE
5, e11683. (doi:10.1371/journal.pone.0011683)
2. Kaiser S et al. 2013 Patterns, processes and
vulnerability of Southern Ocean benthos: a decadal
leap in knowledge and understanding. Mar. Biol. 1,
2295–2317. (doi:10.1007/s00227-013-2232-6)
3. De Broyer C, Danis B. 2011 How many species in the
Southern Ocean? Towards a dynamic inventory of
the Antarctic marine species. Deep Sea Res. II Top.
Stud. Oceanogr. 58, 5–17. (doi:10.1016/j.dsr2.2010.
10.007)
4. Gutt J, Sirenko B, Smirnov I, Arntz W. 2004 How
many macrozoobenthic species might inhabit the
Antarctic shelf? Antarct. Sci. 16, 11–26. (doi:10.1017/
S0954102004001750)
5. Janosik A, Halanych K. 2010 Unrecognized Antarctic
biodiversity: a case study of the genus Odontaster

(Odontasteridae; Asteroidea). Integr. Comp. Biol. 50,
981–992. (doi:10.1093/icb/icq119)
6. Held C. 2003 Molecular evidence for cryptic
speciation within the widespread Antarctic
crustacean Ceratoserolis trilobitoides (Crustacea,
Isopoda). In Antarctic biology in a global context
(eds AHL Huiskes, WWC Gieskes, J Rozema, RML
Schorno, SM van Der Vies, WJ Wolff),
pp. 135–139. Leiden, The Netherlands: Backhuys
Publishers.
7. Held C, Wägele J-W. 2005 Cryptic speciation in the
giant Antarctic isopod Glyptonotus antarcticus
(Isopoda: Valvifera: Chaetiliidae). Scientia Marina
69(Suppl. 2), 175–181. (doi:10.3989/scimar.2005.
69s2175)
8. Linse K, Cope T, Lörz A-N, Sands C. 2007 Is the Scotia
Sea a centre of Antarctic marine diversification?
Some evidence of cryptic speciation in the
circum-Antarctic bivalve Lissarca notorcadensis

9.

10.

11.

12.

(Arcoidea: Philobryidae). Polar Biol. 30, 1059–1068.
(doi:10.1007/s00300-007-0265-3)
Baird H, Miller K, Stark J. 2011 Evidence of hidden
biodiversity, ongoing speciation and diverse
patterns of genetic structure in giant Antarctic
amphipods. Mol. Ecol. 20, 3439–3454. (doi:10.1111/j.
1365-294X.2011.05173.x)
Allcock A, Barratt I, Eleaume M, Linse K, Norman M,
Smith P, Steinke D, Stevens D, Strugnell J. 2010
Cryptic speciation and the circumpolarity debate: a
case study on endemic Southern Ocean octopuses
using the COI barcode of life. Deep-Sea Res. II 58,
242–249. (doi:10.1016/j.dsr2.2010.
05.016)
Dayton P, Mordida B, Bacon F. 1994 Polar marine
communities. Amer. Zool. 34, 90–99. (doi:10.1093/
icb/34.1.90)
Clarke A, Johnston N. 2003 Antarctic marine benthic
diversity. Oceanogr. Mar. Biol. Annu. Rev. 41, 47–114.

................................................

5. Conclusion

13

rsos.royalsocietypublishing.org R. Soc. open sci. 2: 140424

The strong regional differentiation, which apparently persisted since the LGM, is typical of benthic
brooding organisms with limited dispersal capability. Adult pycnogonids are almost exclusively benthic,
the reproduction mode of colossendeids is unknown and no larvae have been recorded from plankton
samples. The distribution of C. megalonyx contrasts with that of benthic invertebrates with planktonic
larvae such as the crinoids Promachocrinus kerguelensis, whose lineages mostly show a truly circumpolar
and sympatric distribution [19].

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.
46.

47.

48.

49.

50.

51.

52.

53.

54.

55.
56.

57.

58.

59.

mnogokolenchatykh (Pycnogonida) yuzhnogo
okeana (Rezultaty biologicheskikh issledovaniy
sovetskikh antarkticheskikh Ekspeditsiy). Samperi,
Messina.
Wörheide G. 1998 The reef cave dwelling
ultraconservative coralline demosponge Astrosclera
willeyana Lister 1900 from the Indo-Pacific. Facies
38, 1–88. (doi:10.1007/BF02537358)
Folmer O, Black M, Hoeh W, Lutz R, Vrijenhoek R.
1994 DNA primers for amplification of
mitochondrial cytochrome c oxidase subunit I from
diverse metazoan invertebrates. Mol. Mar. Biol.
Biotechnol. 3, 294–299.
Drummond A et al. 2011 Geneious v5.4.6. See
http://www.geneious.com.
Edgar R. 2004 MUSCLE: multiple sequence
alignment with high accuracy and high throughput.
Nucl. Acids Res. 32, 1792–1797. (doi:10.1093/nar/
gkh340)
Katoh K, Standley D. 2013 MAFFT multiple sequence
alignment software version 7: improvements in
performance and usability. Mol. Biol. Evol. 30,
772–780. (doi:10.1093/molbev/mst010)
Talavera G, Castresana J. 2007 Improvement of
phylogenies after removing divergent and
ambiguously aligned blocks from protein sequence
alignments. Syst. Biol. 56, 564–577. (doi:10.1080/
10635150701472164)
Ronquist F et al. 2012 MrBayes 3.2: efficient Bayesian
phylogenetic inference and model choice across a
large model space. Syst. Biol. 61, 539–542. (doi:10.
1093/sysbio/sys029)
Darriba D, Taboada G, Doallo R, Posada D. 2012
jModelTest 2: more models, new heuristics and
parallel computing. Nat. Methods 9, 772. (doi:10.
1038/nmeth.2109)
Stamatakis A. 2006 RAxML-VI-HPC: maximum
likelihood-based phylogenetic analyses with
thousands of taxa and mixed models. Bioinformatics
22, 2688–2690. (doi:10.1093/bioinformatics/btl446)
Villesen P. 2007 FaBox: an online toolbox for fasta
sequences. Mol. Ecol. Notes 7, 965–968. (doi:10.1111/
j.1471-8286.2007.01821.x)
Tamura K, Stecher G, Peterson D, Filipski A, Kumar S.
2013 MEGA6: Molecular Evolutionary Genetics
Analysis Version 6.0. Mol. Biol. Evol. 30, 2725–2729.
(doi:10.1093/molbev/mst197)
Drummond A, Suchard M, Xie D, Rambaut A. 2012
Bayesian phylogenetics with BEAUti and the BEAST
1.7. Mol. Biol. Evol. 29, 1969–1973. (doi:10.1093/
molbev/mss075)
Rambaut A, Suchard M, Xie D, Drummond A. 2013
Tracer v1.5. See http://beast.bio.ed.ac.uk/Tracer.
Ezard T, Fujisawa T, Barraclough T. 2009 Splits:
species’ limits by threshold statistics. R Package
Version 1.
Reid NM, Carstens BC. 2012 Phylogenetic estimation
error can decrease the accuracy of species
delimitation: a Bayesian implementation of the
General Mixed Yule Coalescent model. BMC Evol.
Biol. 12, 1–12. (doi:10.1186/1471-2148-12-1)
Puillandre N, Lambert A, Brouillet S, Achaz G. 2012
ABGD, Automatic Barcode Gap Discovery for
primary species delimitation. Mol. Ecol. 21,
1864–1877. (doi:10.1111/j.1365-294X.2011.05239.x)
Hodgson T. 1908 VI.—The Pycnogonida of the
Scottish National Antarctic Expedition. Trans. R. Soc.
Edinb. 46, 159–188. (doi:10.1017/S008045680001
5659)

14
................................................

29.

barcoding of Pycnogonida, with remarks on
phylogeography of Achelia assimilis (Haswell, 1885).
Syst. Biodivers. 10, 361–374. (doi:10.1080/14772000.
2012.716462)
Weis A, Meyer R, Dietz L, Dömel J, Leese F, Melzer
RR. 2014 Pallenopsis patagonica (Hoek, 1881)—a
species complex revealed by morphology and DNA
barcoding, with description of a new species of
Pallenopsis Wilson, 1881. Zool. J. Linn. Soc. 170,
110–131. (doi:10.1111/zoj.12097)
Toews D, Brelsford A. 2012 The biogeography of
mitochondrial and nuclear discordance in animals.
Mol. Ecol. 21, 3907–3930. (doi:10.1111/j.1365-294X.
2012.05664.x)
Griffiths H, Arango C, Munilla T, McInnes S. 2011
Biodiversity and biogeography of Southern Ocean
pycnogonids. Ecography 34, 616–627. (doi:10.1111/j.
1600-0587.2010.06612.x)
Munilla T, Soler Membrives A. 2009 Check-list of the
pycnogonids from Antarctic and sub-Antarctic
waters: zoogeographic implications. Antarct. Sci. 21,
99. (doi:10.1017/S095410200800151X)
Arnaud F, Bamber R. 1987 The biology of
Pycnogonida. Adv. Mar. Biol. 24, 1–96. (doi:10.1016/
S0065-2881(08)60073-5)
Child C. 1995 Antarctic and Subantarctic
Pycnogonida: the families Nymphonidae,
Colossendeidae, Rhynchothoraxidae,
Pycnogonidae, Endeididae, and Callipallenidae.
Antarct. Res. Ser. 69, 1–68. (doi:10.1029/AR069
p0001)
Hodgson T. 1907 Pycnogonida. Natural History
Collections of the ‘Discovery’ National Antarctic
Expedition, Zoology 3, 1.
Fry W, Hedgpeth J. 1969 The fauna of the Ross Sea.
Part 7. Pycnogonida, 1: Colossendeidae,
Pycnogonidae, Endeidae, Ammotheidae. New
Zealand Department of Science and Industrial
Research Bulletin 198, 1.
Krabbe K, Leese F, Mayer C, Tollrian R, Held C. 2010
Cryptic mitochondrial lineages in the widespread
pycnogonid Colossendeis megalonyx Hoek, 1881
from Antarctic and Subantarctic waters. Polar Biol.
33, 281–292. (doi:10.1007/s00300-009-0703-5)
Odorico D, Miller D. 1997 Variation in the ribosomal
internal transcribed spacers and 5.8S rDNA among
five species of Acropora (Cnidaria; Scleractinia):
patterns of variation consistent with reticulate
evolution. Mol. Biol. Evol. 14, 465–473. (doi:10.1093/
oxfordjournals.molbev.a025783)
Navajas M, Boursot P. 2003 Nuclear ribosomal DNA
monophyly versus mitochondrial DNA polyphyly in
two closely related mite species: the influence of
life history and molecular drive. Proc. R. Soc. Lond. B
270, S124–S127. (doi:10.1098/rsbl.2003.0034)
Cheng H-L, Xia D-Q, Wu T-T, Meng X-P, Ji H-J, Dong
Z-G. 2006 Study on sequences of ribosomal DNA
internal transcribed spacers of clams belonging to
the Veneridae family (Mollusca: Bivalvia). Acta
Genetica Sinica 33, 702–710. (doi:10.1016/S0379-4172
(06)60102-9)
Arango C, Brenneis G. 2013 New species of
Australian Pseudopallene (Pycnogonida:
Callipallenidae) based on live colouration,
morphology and DNA. Zootaxa 3616, 401–436.
(doi:10.11646/zootaxa.3616.5.1)
Pushkin A. 1993 The Pycnogonida fauna of the
South Ocean (Biological results of the Soviet
Antarctic Expeditions)—Fauna

rsos.royalsocietypublishing.org R. Soc. open sci. 2: 140424

13. Knox G. 2007 Biology of the Southern Ocean,
531 pp, 2nd edn. Boca Raton, FL: CRC Press.
14. Brey T, Dahm C, Gorny M, Klages M, Stiller M, Arntz
W. 1996 Do Antarctic benthic invertebrates show an
extended level of eurybathy? Antarct. Sci. 8, 3–6.
(doi:10.1017/S0954102096000028)
15. Thatje S. 2012 Effects of capability for dispersal on
the evolution of diversity in Antarctic benthos.
Integr. Comp. Biol. 52, 470–482. (doi:10.1093/icb/
ics105)
16. Fraser CI, Nikula R, Ruzzante DE, Waters JM. 2012
Poleward bound: biological impacts of Southern
Hemisphere glaciation. Trends Ecol. Evol. 27,
462–471. (doi:10.1016/j.tree.2012.04.011)
17. Allcock AL, Strugnell JM. 2012 Southern Ocean
diversity: new paradigms from molecular ecology.
Trends Ecol. Evol. 27, 520–528. (doi:10.1016/j.tree.
2012.05.009)
18. Thatje S, Hillenbrand CD, Larter R. 2005 On the
origin of Antarctic marine benthic community
structure. Trends Ecol. Evol. 20, 534–540. (doi:10.
1016/j.tree.2005.07.010)
19. Thatje S, Hillebrand CD, Mackensen A, Larter R.
2008 Life hung by a thread: endurance of Antarctic
fauna in glacial periods. Ecology 89, 682–692.
(doi:10.1890/07-0498.1)
20. Arango C, Soler-Membrives A, Miller K. 2011 Genetic
differentiation in the circum—Antarctic sea spider
Nymphon australe (Pycnogonida; Nymphonidae).
Deep Sea Res. Part II: Top. Stud. Oceanogr. 58,
212–219. (doi:10.1016/j.dsr2.2010.05.019)
21. Mahon A, Arango C, Halanych K. 2008 Genetic
diversity of Nymphon (Arthropoda: Pycnogonida:
Nymphonidae) along the Antarctic Peninsula with a
focus on Nymphon australe Hodgson 1902. Mar. Biol.
155, 315–323. (doi:10.1007/s00227-008-1029-5)
22. Hemery L, Eléaume M, Roussel V, Améziane N,
Gallut C, Steinke D, Cruaud C, Couloux A, Wilson N.
2012 Comprehensive sampling reveals
circumpolarity and sympatry in seven
mitochondrial lineages of the Southern Ocean
crinoid species Promachocrinus kerguelensis
(Echinodermata). Mol. Ecol. 21, 2502–2518.
(doi:10.1111/j.1365-294X.2012.05512.x)
23. Wilson N, Maschek J, Baker B. 2013 A species flock
driven by predation? Secondary metabolites
support diversification of slugs in Antarctica. PLoS
ONE 8, e80277. (doi:10.1371/journal.pone.0080277)
24. Schüller M. 2011 Evidence for a role of bathymetry
and emergence in speciation in the genus Glycera
(Glyceridae, Polychaeta) from the deep Eastern
Weddell Sea. Polar Biol. 34, 549–564. (doi:10.1007/
s00300-010-0913-x)
25. Brandao S, Sauer J, Schön I. 2010 Circumantarctic
distribution in Southern Ocean benthos? A genetic
test using the genus Macroscapha (Crustacea,
Ostracoda) as a model. Mol. Phylogenet. Evol. 55,
1055–1069. (doi:10.1016/j.ympev.2010.01.014)
26. Lörz A-N, Maas E, Linse K, Coleman C. 2009 Do
circum-Antarctic species exist in peracarid
Amphipoda? A case study in the genus Epimeria
Costa, 1851 (Crustacea, Peracarida, Epimeriidae).
ZooKeys 18, 91. (doi:10.3897/zookeys.18.103)
27. Lörz A-N, Smith P, Linse K, Steinke D. 2012 High
genetic diversity within Epimeria georgiana
(Amphipoda) from the southern Scotia Arc. Mar.
Biodiv. 42, 137–159. (doi:10.1007/s12526-011-0098-8)
28. Weis A, Melzer RR. 2012 How did sea spiders
recolonize the Chilean fjords after glaciation? DNA

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

Glacial Maximum and the onset of deglaciation on
the maritime-Antarctic and sub-Antarctic islands. Q.
Sci. Rev. 100, 137–158. (doi:10.1016/j.quascirev.
2013.12.001)
Dambach J, Thatje S, Rödder D, Basher Z, Raupach
MJ. 2013 Effects of Late-Cenozoic glaciation on
habitat availability in Antarctic benthic shrimps
(Crustacea: Decapoda: Caridea). PLoS ONE 7, e46283.
(doi:10.1371/journal.pone.0046283)
Raupach M, Thatje S, Dambach J, Rehm P, Misof B,
Leese F. 2010 Genetic homogeneity and
circum-Antarctic distribution of two benthic shrimp
species of the Southern Ocean, Chorismus
antarcticus and Nematocarcinus lanceopes. Mar. Biol.
157, 1783–1797. (doi:10.1007/s00227-010-1451-3)
Dömel JS, Convey P, Leese F. 2015 Genetic data
support independent glacial refugia and open
ocean barriers to dispersal for the Southern Ocean
sea spider Austropallene cornigera (Möbius, 1902).
J. Crust Biol 157, 480–490.
(doi:10.1163/1937240X-00002351)
Strugnell JM, Watts PC, Smith PJ, Allcock AL. 2012
Persistent genetic signatures of historic climatic
events in an Antarctic octopus. Mol. Ecol. 21,
2775–2787. (doi:10.1111/j.1365-294X.2012.05572.x)
Wilson N, Schrödl M, Halanych K. 2009 Ocean
barriers and glaciation: evidence for explosive
radiation of mitochondrial lineages in the Antarctic
sea slug Doris kerguelenensis (Mollusca,
Nudibranchia). Mol. Ecol. 18, 965–984.
(doi:10.1111/j.1365-294X.2008.04071.x)
Clark W, Carpenter A. 1977 Swimming behaviour in
a pycnogonid. N Z J. Mar. Freshwater Research 11,
613–615. (doi:10.1080/00288330.1977.9515699)

15
................................................

68.

Antarctic isopod Ceratoserolis trilobitoides: nuclear
evidence for cryptic species. Conserv. Genet. 9,
1369–1372. (doi:10.1007/s10592-007-9491-z)
Elbrecht V, Feld C, Gies M, Hering D, Sondermann M,
Tollrian R, Leese F. 2014 Genetic diversity and
dispersal potential of the stonefly Dinocras
cephalotes in a central European low mountain
range. Freshwater Sci. 33, 181–192. (doi:10.1086/
674536)
Darling J. 2011 Interspecific hybridization and
mitochondrial introgression in invasive Carcinus
shore crabs. PLoS ONE 6, e17828. (doi:10.1371/
journal.pone.0017828)
Seehausen O, Takimoto G, Roy D, Jokela J. 2008
Speciation reversal and biodiversity dynamics with
hybridization in changing environments. Mol. Ecol.
17, 30–44. (doi:10.1111/j.1365-294X.2007.03529.x)
Strugnell J, Rogers A, Prodöhl P, Collins M, Allcock
A. 2008 The thermohaline expressway: the
Southern Ocean as a centre of origin for deep-sea
octopuses. Cladistics 24, 853–860.
(doi:10.1111/j.1096-0031.2008.00234.x)
Hoek P. 1881 Report on the Pycnogonida, dredged
by HMS Challenger during the Years 1873–76. Rep.
Sci. Res. Voy. HMS Challenger Zool. 3, 1.
González-Wevar C, Saucède T, Morley S, Chown S,
Poulin E. 2013 Extinction and recolonization of
maritime Antarctica in the limpet Nacella concinna
(Strebel, 1908) during the last glacial cycle: toward
a model of Quaternary biogeography in shallow
Antarctic invertebrates. Mol. Ecol. 22, 5221–5236.
(doi:10.1111/mec.12465)
Hodgson D et al. 2014 Terrestrial and submarine
evidence for the extent and timing of the Last

rsos.royalsocietypublishing.org R. Soc. open sci. 2: 140424

60. Harris D, Crandall K. 2000 Intragenomic variation
within ITS1 and ITS2 of crayfish (Decapoda:
Cambaridae): implications for phylogenetic and
microsatellite studies. Mol. Biol. Evol. 17, 284–291.
(doi:10.1093/oxfordjournals.molbev.a026308)
61. Chu K, Li C, Ho H. 2001 The first internal transcribed
spacer (ITS-1) of ribosomal DNA as a molecular
marker for phylogenetic and population analyses in
Crustacea. Mar. Biotechnol. 3, 355–361. (doi:10.1007/
s10126001-0014-5)
62. Leese F et al. 2012 Exploring Pandora’s box: potential
and pitfalls of low coverage genome surveys for
evolutionary biology. PLoS ONE 7, e49202. (doi:10.
1371/journal.pone.0049202)
63. Dietz L, Krapp F, Hendrickx M, Arango C, Krabbe K,
Spaak J, Leese F. 2013 Evidence from morphological
and genetic data confirms that Colossendeis tenera
Hilton, 1943 (Arthropoda: Pycnogonida), does not
belong to the Colossendeis megalonyx Hoek, 1881
complex. Organ. Divers. Evol. 13, 151–162. (doi:10.
1007/s13127-012-0120-4)
64. Brower A. 1994 Rapid morphological radiation and
convergence among races of the butterfly Heliconius
erato inferred from patterns of mitochondrial DNA
evolution. Proc. Natl Acad. Sci. USA 91, 6491. (doi:10.
1073/pnas.91.14.6491)
65. Schubart C, Diesel R, Hedges S. 1998 Rapid
evolution to terrestrial life in Jamaican crabs. Nature
393, 363–365. (doi:10.1038/30724)
66. Zink R, Barrowclough G. 2008 Mitochondrial DNA
under siege in avian phylogeography. Mol. Ecol. 17,
2107–2121. (doi:10.1111/j.1365-294X.2008.03737.x)
67. Leese F, Held C. 2008 Identification and
characterization of microsatellites from the

