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Abstract
No other group of animals typifies the uniqueness of Antarctic life more than Pycnogonida 
(sea spiders), with 20% of all known species found in the Southern Ocean, and 64% of 
these endemic to the Antarctic. Despite nearly 200 years of research into pycnogonids and 
other benthic phyla in Antarctica, the parameters which drive the distribution and diversity 
of benthic fauna are still poorly understood. This study aimed to investigate the diversity 
and connectivity of pycnogonid communities on either side of the Antarctic Polar Front, 
with an emphasis on the role of water depth, using an occurrence dataset containing 254 
pycnogonid species from 2187 sampling locations. At depths shallower than 1000 m, com-
munities to the north and south of the Antarctic Polar Front were distinct, while below 
this depth this geographic structure disintegrated. The Polar Front, or the expanse of deep 
ocean it bisects, seemingly acts as a semipermeable barrier to species exchange between 
well-sampled shallow communities. The less sampled and less understood deep sea ap-
pears to be better connected, with high levels of shared species following the northward 
flow of Antarctic Bottom Water. The exceptionally high diversity and endemism of Ant-
arctic pycnogonids may reflect an apparent competitive advantage in cold waters which 
leaves them vulnerable to ongoing ocean warming, with increased competition and preda-
tion pressures.

Keywords  Pycnogonida · Biogeography · Antarctic polar front · Species richness · 
Connectivity
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Introduction

The ocean surrounding Antarctica is a cold but relatively stable deep-sea environment 
allowing the evolution of a unique and diverse set of cold-adapted benthic taxa, with limited 
prevalence of otherwise globally diverse and abundant taxa such as shelled gastropods, 
bivalves, teleost fish and decapod crustaceans (Clarke and Crame 2010). Several taxa have 
a disproportionately large number of their global species here e.g., polychaetes (12%), bryo-
zoans (10%), holothurians (9%) and isopods (9%), considering the Southern Ocean has only 
8% of the Earth’s continental shelf (Barnes and Peck 2008). However, no group exemplifies 
the diversity and uniqueness of the Antarctic benthos more than Pycnogonida (sea spiders). 
20% of all known pycnogonid species are found in the Southern Ocean and, of these, ~ 270 
species (64%) are endemic to the region (Munilla and Soler Membrives 2009). It is the only 
place on Earth where all families of pycnogonids are represented, leading to the hypothesis 
that the Southern Ocean is the evolutionary centre of origin of extant pycnogonids (Griffiths 
2010).

The Antarctic benthic environment, i.e., the area of seafloor south of the Antarctic Polar 
Front (PF), is the coldest marine habitat on Earth, with temperatures ranging from − 2 to 
2  °C (Clarke et al. 2009). The PF marks a point of species turnover in several groups, 
whereby there is a change in the species present, with an accompanying increase in species 
richness across the front moving north to south. Gastropod richness is constant down to 
40°S, and increases to a peak of over 600 species south of 60°S (Griffiths et al. 2009; Valdo-
vinos et al. 2003). In demosponges (Porifera: Demospongiae) 30% more species are found 
south of the PF (McClintock et al. 2005). Similarly, nearly 30% more Asteroidea species are 
recorded around the Antarctic Peninsula compared to South America (Moreau et al. 2021). 
For echinoids, richness decreases between 35°S and 55°S before increasing at the polar 
frontal zone and then reducing again at higher latitudes (Saucède et al. 2014).

At the surface, the PF is defined by a steep temperature gradient and rapid velocities 
of up to ~ 100 cm/s (Moore et al. 1999). Despite being recognised as a full water column 
feature, the temperature gradient decreases with depth (Clarke et al. 2009; Orsi et al. 1995) 
and is crossed by slower (~ 5–10 cm/s) northwards flowing Antarctic Bottom Water close to 
the sea floor, meaning conditions are more homogenous than in the waters above. Antarctic 
Bottom Water, cold deep water formed around the Antarctic continent, is a major driving 
force of the thermohaline circulation of the global ocean as it sinks and flows northward. 
Since their establishment during the early Miocene (Huang et al. 2017), northward flowing 
Antarctic Bottom Water has provided a pathway by which taxa of Antarctic origin have dis-
persed across the PF, and subsequently undergone radiations. Molecular studies have shown 
this to be true in a variety of taxa, octopuses (Strugnell et al. 2008), pleurobranch gastropods 
(Göbbeler and Klussmann-Kolb 2010), notothenioid fishes (Dornburg et al. 2017), primnoid 
corals (Taylor and Rogers 2015), headshield sea slugs (Moles et al. 2021), and limpets 
(González-Wevar et al. 2016) with the common feature being they are mostly benthic taxa. 
It has also been shown for the pycnogonid genus Colossendeis (Dömel et al. 2019). Addi-
tionally, there is evidence of the PF moving further north at various times (Kemp et al. 2010) 
allowing colonisation of the South American continental shelf.

Pycnogonids are an ideal taxon to investigate the biogeographic structure of Antarctic 
and Sub-Antarctic benthos. They are slow moving benthic animals but, with no known 
pelagic larval stage, they are assumed to have limited dispersal capabilities (Crooker 2008), 
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and have a disproportionately high number of species in the region (Munilla and Soler-
Membrives 2009). They are the focus of a large presence-only dataset in online portals such 
as the Ocean Biodiversity Information System (OBIS 2023) and the Global Biodiversity 
Information Facility (GBIF 2023). For pycnogonids, as is the case with the majority of 
Antarctic taxa, there is a bias in terms of sampling locations, with most records coming 
from regions of the continental shelf that are either close to established research bases or are 
easily accessible e.g., Western Antarctic Peninsula, Eastern Weddell Sea and South Georgia 
(Griffiths et al. 2011b). Having a biased dataset, with local foci, influences analyses which 
use grid squares or large defined regions.

Most biogeographic pycnogonid studies have concentrated on circumpolar or predefined 
regional comparisons. The circumpolar studies tend to support the original findings of 
(Hedgpeth 1969) of a single circumpolar biogeographic province, distinct from neighbour-
ing regions, where “circumpolar species are the largest component of any Antarctic shelf 
region” with “little indication of separate regions of development within the waters of the 
shelf region”, and that “a very large percentage of some genera are endemic to the regions 
south of the Antarctic Convergence”. The most recent attempts to analyse the overall distri-
bution patterns add that the most diverse region is the Scotia Arc and northern Antarctic Pen-
insula, with a high number of endemic species and a potential centre of radiation (Griffiths 
et al. 2011a; Munilla and Soler-Membrives 2009). Griffiths et al. (2011a) also noted that the 
shelf fauna differed from that of the deep sea, although eurybathy was prevalent. Finer-scale 
patterns in pycnogonid species richness, distribution, and community structure have been 
identified in local or regional investigations (Munilla and Soler-Membrives 2007, 2015; San 
Vicente et al. 1997; Soler-Membrives et al. 2009)]. These studies found a decrease in rich-
ness with depth and distinct communities on the shelf compared to the slope.

The study presented here combines historical presence records for Southern Ocean pyc-
nogonids with a new dataset generated by Maxwell et al. (2022) which contains 5070 indi-
viduals (97 species) across 1300 occurrence records and 197 sampling stations within the 
Southern Ocean. These new data increase the number of sampling points where pycnogo-
nids have been recorded by 11% for the Southern Ocean, and by almost 20% for the study 
area used here (110°W − 5°E, and 40°S- 80°S). The aims of the study were to (a) quantify 
the observed species richness and sampling effort within the study area; (b) identify diver-
sity hotspots both in terms of locations and depth ranges; and (c) compare diversity and 
connectivity patterns for the study area and at a range of depth horizons.

Methods

Data compilation

Occurrence data for pycnogonids, within the boundaries of 110°W − 5°E, and 40°S 
− 80°S, were extracted from OBIS (OBIS 2020) and GBIF (GBIF 2020) (data accessed 
on 30/10/2020) and combined with data from (Maxwell et al. 2022). Any duplicates were 
identified and removed, producing a dataset containing 254 pycnogonid species from 2187 
sampling locations. The species list was checked for synonyms using the World Register 
of Marine Species (WoRMS) Taxon Match tool. All species occurrences were grouped by 
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sampling event (a unique combination of latitude, longitude, and depth), and each sampling 
event (Fig. 1) was given its own unique number.

Species richness and sampling effort

The occurrence data were imported into ArcGIS Pro (Esri Inc., 2020) using a South pole 
Lambert Azimuthal equal area coordinate system, and a tessellated grid composed of 40,000 
km2 hexagons was created to cover the area 110°W − 5°E, and 40°S − 80°S. As the subse-
quent analyses were area based and the data used were spread over 40 degrees of latitude, 
the equal area coordinate system combined with the equal area tessellated grid were used, 
rather than the more commonly used latitudinal and longitudinal grid system, to ensure that 
all hexagons were comparable in area. Using the spatial join tool in ArcGIS, species pres-
ent, sampling event number and depth data of each station were joined to the corresponding 
hexagon, resulting in 157 hexagons containing records (Fig. 2). The hexagon layer attribute 
table was exported to Excel, and a pivot table used to create a matrix of species presence 
(and therefore assumed absence where there was no record) for each hexagon and similarly 
by position north and south of the PF and for the depth bins. These pivot tables were used to 
generate lists and counts of distinct species and sampling locations for each geographic unit 
(hexagons or north/south of the PF) and depth bin for further analyses.

To account for the influence of sampling intensity, the residuals of a model 1 least-
squares regression of the number of species and sampling events per hexagon were calcu-
lated (Clarke et al. 2007). Residual value of zero means the observed value is equal to the 
expected value, negative values infer the observed value is below the expected, with posi-
tive values inferring observed values are greater than the expected. All values were natural 
log transformed. Another method used to account for impact sampling intensity on species 
richness, less dependent upon the total number of samples taken, was species accumula-
tion curves. The most species rich hexagons for each well sampled geographic area were 
selected, and smoothed species accumulation curves for the observed number of species 
were generated in PRIMER 6 (Clarke and Warwick 2001) by averaging 999 curves that 
drew samples in random order.

The methods above were used to identify pycnogonid diversity hotspots within the study 
area. These hotspots had the greatest species richness, and the highest diversity according to 
the species accumulation curves.

Fig. 1  The locations of all the 
initial sampling stations in the 
Southern Ocean and from waters 
surrounding South America. 
Purple = Maxwell et al. (2022), 
Green = OBIS and GBIF. Blue 
line is the mean position of the 
Antarctic Polar Front (Sokolov 
and Rintoul 2009)
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Faunal similarity

Shared species similarity analyses that combined all depths used the same tessellated grid, 
but any hexagon that had three or fewer species in it was removed to exclude under-sampled 
hexagons. The abundance data for each depth bin were transformed into presence/absence 
data using the overall transform pre-treatment operation in Primer 6 (Clarke and Warwick 
2001), and a Bray-Curtis similarity matrix was constructed. Hierarchical clustering analy-
sis used the group average linkage option in Primer 6 with clusters defined via SIMPROF 
(Similarity Profile Analysis – (Clarke et al. 2008). This analysis was then repeated for sepa-
rate depth bins (0–200 m, 200–500 m, 500–1000 m and > 1000 m) but included all hexagons 
(i.e., also those with three or fewer species) to ensure enough samples per depth bin for 
comparison.

Species accumulation curves

To compare species richness between depths, species accumulation curves were generated 
in PRIMER 6 (Clarke and Warwick 2001), using the same method as described in Sect. 2.2, 
for all records grouped by depth bin (0–200 m, 200–500 m, 500–1000 m and > 1000 m) 
and whether they were north or south of the PF. If a hexagon was bisected by the PF, it was 
assigned either north or south based on majority coverage.

Drivers of similarity: ANOSIM & SIMPER

In order to investigate the relationship between different depths and the connectivity 
between regions across the PF, individual hexagons were labelled with their locality (north 

Fig. 2  The species richness and 
sampling effort for the study area 
as identified using 40, 000 km2 
hexagons. (a) Number of species 
stations within each hexagon. (b) 
Number of stations within each 
hexagon. Station and species 
data were taken from OBIS and 
GBIF. Blue line is the mean posi-
tion of the Antarctic Polar Front 
(Sokolov and Rintoul 2009)
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or south of the PF) and Primer 6 was used to undertake a SIMPER (Similarity Percent-
age) analysis and ANOSIM (ANalysis Of Similarities) analysis on a Bray-Curtis similarity 
matrix (Clarke 1993).

Percentage similarity

A matrix was created showing the number of shared species between each of the depth bins 
north and south of the PF. This was used to produce a further matrix, giving the percentage 
of the total species from each bin shared with each of the other bins. The resulting percent-
age matrix shows the relationship between the bins and the weighting of that relationship, 
indicating whether the mutually shared species between two bins make up a significant 
proportion of each bin e.g., does one of the bins contain a community that is a subset of a 
larger, more diverse community elsewhere.

Results

Species richness and sampling effort

The Antarctic Peninsula, South Shetland Islands, Eastern Weddell Sea and South Orkney 
Islands were identified as regions with high species richness (Fig. 2a). Species richness is 
higher south of the PF than north of it. Hexagons contained between one and 74 species 
(Fig. 2a), with 70% having eight or fewer. The highest number of species was recorded 
around the Bransfield Strait and South Shetland Islands. Other areas with high recorded 
species numbers are the South Orkneys, Eastern Weddell Sea, South Georgia, and the South 
Sandwich Islands. The number of stations in an individual hexagon ranged from one to 166 
(Fig. 2b) with 60% of hexagons containing five or fewer stations. There were five areas with 
a high sampling intensity (> 50 stations): West Antarctic Peninsula/Bransfield Strait, South 
Orkney Islands, South Georgia, the South Sandwich Islands and Cape Horn.

Due to the patchy and uneven nature of Southern Ocean benthic sampling, pycnogonid 
species richness within a hexagon generally reflects the number of samples taken. The model 
1 least-squares regression residual values represent a first-order estimate of species richness 
corrected for sampling intensity (Clarke et al. 2007). Poorly sampled deep-sea hexagons, 
south of the PF, had the highest residual values, particularly in the eastern Weddell Sea 
(Fig. 3a). Most hexagons had values close to zero, however, particularly well sampled hexa-
gons (Fig.  3a) had lower than expected residual values. Species richness does not have 
a linear relationship with sampling intensity, with new species numbers plateauing with 
increased repeated sampling. For hexagons with greater sampling intensity ( > ~ 30 stations) 
the residual values do not accurately reflect the true diversity of the polygon when compared 
with less well sampled hexagons which are not approaching the horizontal asymptote.

The species accumulation curves for the richest polygons from each geographic area 
(Fig. 3b) indicate that the South Shetland Islands (74 species in total from 165 stations, 
residual value = -0.783577) is the area of highest species richness within the dataset. The 
Weddell Sea (54 species in total from 45 stations, residual value = 0.175518) had the steep-
est curve but this started levelling off more rapidly than curves for other regions. The two 
regions north of the PF, the Falkland Islands (16 species in total from 26 stations) and 
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Tierra Del Fuego (23 species in total from 58 stations) had the shallowest curves and lowest 
diversity.

Faunal similarity

The all depths combined faunal similarity analysis resulted in 102 hexagons grouped into 
twenty clusters using SIMPROF (Fig. 4). Three of the clusters were found exclusively north 
of the PF, with one hexagon in the eastern Weddell Sea forming part of the fourth South 
American cluster. There are 13 clusters found exclusively south of the PF. The clusters 
corresponding to the Antarctic Peninsula, South Orkney and South Sandwich Islands, East 
Weddell Sea, and South Georgia are most similar to each other (approx. 40%). The South-
ern Ocean Deep cluster has a single hexagon north of the PF, with the remaining hexagons 
spread across the Weddell Sea, the Scotia Arc, Drake Passage, and the Western Antarctic 
Peninsula. The Amundsen Sea and the Weddell Sea Deep clusters are sister and have only 
22% similarity to the rest of the Southern Ocean clusters. Two clusters (black and white 
horizontal and diagonal stripes respectively in Fig. 4) did not correspond to any single loca-
tion or depth.

When divided up by depth bins and whether north or south of the PF, the number of 
recorded species and sampling stations were skewed towards shallower depths and loca-
tions south of the polar front (Table 1). The 500–1000 m depth bin was the least sampled 
bin north of the polar front, and the > 1000 m bin was the South’s least sampled, with both 
bins also being the depths with the least species (Table 1). The shallower depth bins (0-200 
and 200–500 m) showed the strongest geographic signal when using SIMPROF (similarity 

Fig. 3  Species richness residual 
values and species accumulation 
curves to evaluate the interac-
tion between sampling effort 
and species richness. (a) The 
model 1 least-squares regres-
sion residual values for all 
depths within each hexagon. 
The hexagons highlighted in red 
represent the hexagons with the 
greatest sampling effort around 
the Falkland Islands (FI), Tierra 
del Fuego (TdF), South Georgia 
(SG), South Sandwich Islands 
(SSI), South Orkney Islands 
(SOI), South Shetland Islands 
(SShI), and East Weddell Sea 
(EWS). Blue line represents the 
mean position of the Antarctic 
Polar Front (Sokolov and Rintoul 
2009). (b) Species accumula-
tion curves for each of the seven 
hexagons highlighted in Fig. 3a
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profile) to determine the structure, with clear splits between hexagons from south of the PF 
and those in the north, while deeper bins showed less differentiation (Fig. 5).

The 0–200 m depth bin cluster and SIMPROF analysis revealed 25 distinct faunal groups 
made up of 15 multi-hexagon groups (groups of two or more hexagons with SIMPROF-
determined significantly similar assemblages) and a further 10 hexagons that are either sin-
gletons (individual polygons with faunal lists that do not significantly group with any other 
hexagon in the SIMPROF analysis) or very low similarity SIMPROF groupings (with simi-
larity levels of close to 0%) (Fig. 5a). There are four distinct South American multi-hexagon 

Table 1  Summary of data for different depth bins, including total number of species and stations in each 
depth bin, the number of species and stations for each bin North and South of the Antarctic Polar Front
Depth bin Total no. 

species
No. species 
North

No. species 
South

Total no. 
stations

No. stations 
North

No. 
stations 
South

0–200 m 140 51 113 926 251 675
200–500 m 159 36 149 700 81 619
500–1000 m 125 22 112 297 23 274
> 1000 m 104 30 92 250 34 216
Totals 254 82 213 2173 389 1784

Fig. 4  All depths combined hierarchical cluster analysis of species in 40 000 km2 hexagons. The dendro-
gram shows faunal similarity between hexagons, each bar below the dendrogram represents a significant 
grouping as determined by SIMPROF. The map below is the geographic representation of clusters deter-
mined by SIMPROF. The blue line represents the mean position of the Antarctic Polar Front (Sokolov 
and Rintoul 2009)
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groups clustering with ~ 14% similarity. Nine multi-hexagon groups and four singletons 
clustering with ~ 8% similarity are found only in Antarctica. Three groups had hexagons 
on both sides of the PF and were either poorly sampled or only contained records for wide-
spread Southern Hemisphere species.

The 200–500 m depth bin formed 27 clusters comprising 15 multi-hexagon groups and 
12 singletons (5b). Three multi-hexagon groups clustering with ~ 10% similarity were con-
fined to South America waters. Seven multi-hexagon groups and two single hexagons clus-
tering with ~ 18% similarity were found only in Antarctica. One group, found mostly in 
South America, had hexagons on both sides of the PF; this group was influenced by the pres-
ence of Austropallene cornigera, a common circum-Antarctic and sub-Antarctic species.

Fig. 5  Groups resulting from 
hierarchical cluster analysis 
of regions across the Antarctic 
Polar Front from four differ-
ent depth bins (a) 0–200 m, (b) 
200–500 m, (c) 500–1000 m, 
and (d) > 1000 m. Blue line rep-
resents the mean position of the 
Antarctic Polar Front (Sokolov 
and Rintoul 2009). Bars to the 
left of the dendrogram represent 
whether a branch is positioned 
north (white bar) or south (black 
bar) of the Antarctic Polar Front
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The 500–1000 m depth bin analysis resulted in 16 groups, 10 multi-hexagon groups and 
six single hexagons (5c). One multi-hexagon group and a single hexagon clustering with 
~ 20% similarity were South American only. A set of eight multi-hexagon groups and one 
single hexagon sharing ~ 9% similarity were found in Antarctica. Two of the groups, one 
mainly South American and the other mainly Antarctic, had records on both sides of the PF 
and consist of a range of general Southern Hemisphere species.

There was no geographic structure in the > 1000 m depth bin in relation to the PF and 
most groups had a wide geographic distribution (5d). Of the 17 groups (12 of which were 
multi-hexagon groups and five of which comprised singletons or hexagons with very low 
similarity to others). There were only two multi-hexagon groups exclusively south of the 
PF and these were well separated on the dendrogram. Ten groups had records on both sides 
of the PF and were dominated by eurybathic or deep-sea species such as Colossendeis meg-
alonyx (92% SIMPER contribution to one group) and Colossendeis media, Pantopipetta 
longituberculata, and Nymphon hadale.

Species accumulation curves

Species accumulation curves for the different depth bins for the regions north and south of 
the PF show that all depths in the south are significantly richer in biodiversity than those 
in the north. Within the southern groups the richest depth bin was 200–500 m and the least 
diverse was the 0–200 m (6). North of the PF the most sampled depth bin, 0–200 m, had the 
highest number of species but the 500–1000 m and > 1000 m bins, despite being the least 
sampled, had steeper curves meaning they are potentially richer than their better sampled 
shallower counterparts.

Drivers of similarity: ANOSIM & SIMPER

The results of the ANOSIM analysis of the depth bins across the PF indicated significant 
faunal composition differences between north and south of the PF between 0 m and 1000 m 
(R2 = 0.361–0.526 and P values of < 0.01) (Table 2). Areas deeper than 1000 m south of the 
PF showed a high degree of similarity with all northern depth bins but had least similarity 
with the 0-200 northern depth bin (R2 = 0.327 and P value of < 0.01). Very little evidence of 

Fig. 6  (a) Species accumulation 
curves for the different depth 
bins (0–200 m, 200–500 m, 
500–1000 m, and > 1000 m) for 
the regions north and south of 
the PF
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faunal difference was found between any of the depth bins south of the PF, with very low 
R2 values (< 0.09). While the shallower depth bins (0–1000 m) north of the PF were not 
demonstrated to be different from each other (R2 values of < 0.03 and P values of > 0.05), 
the 0–200 m and 200–500 m bins were significantly different to the > 1000 m northern fauna 
(R2 = 0.436 and 0.25 respectively and P values of 0.01).

The SIMPER results echoed the ANOSIM, showing highest dissimilarity between the 
northern and southern bins (> 90%) and lowest dissimilarity among the shallower depth 
bins in the north and among the shallowest in the south (< 90%) (Table 3 and Supplemen-
tary information S1). The northern > 1000 m bin showed a high dissimilarity (> 96%) with 
all other bins. The within-group similarity for the north showed a dramatic drop off for 
stations > 1000 m and in the south showed a trend of decreasing similarity with increasing 
depth (Table 3). For the shallower stations (0–1000 m) the north had higher within-group 
similarities than their southern counterparts, however for > 1000 m the north had the lowest 
similarity. The main species contributing to the within-group similarity in the shallow north-
ern bins (0–1000 m) was Pallenopsis patagonica, accounting for between 53.5 and 84.8% 
of the overall similarity. For the deepest northern bin, > 1000 m, Colossendeis megalonyx 
(45%) was the main contributing species, with C. angusta, C. media and Nymphon hadale 
all accounting for ~ 14% each. In the south, the greatest contributing species across all 
depths included C. megalonyx (7–43%) and N. australe (8–24%). The less speciose north-
ern bins only required between one (500–1000 m) and four (> 1000 m) species to account 
for 75% of the within group similarity with an average contribution of 32%, whereas the 
more diverse southern bins required between four (> 1000 m) and 15 (200–500 m) species 
with an average contribution of 7%.

Table 2  Results of the ANOSIM analysis of the depth bins (0–200 m, 200–500 m, 500–1000 m, and > 1000 m) 
across the Polar Front. Numbers give the R2 values for the pairwise comparisons between bins. Statistically 
significant results in bold (P value < 0.05). Global Test: Sample statistic (R): 0.222. P value: 0.01. Number of 
permutations: 999. Number of permuted statistics greater than or equal to R: 0

North 
0 
200 m

North 
200–
500 m

North 
500–
1000 m

North > 1000 m South 
0 
200 m

South 
200–
500 m

South 
500–
1000 m

South > 1000 m

North 0–200 m
North 
200–500 m

0.02

North 
500–1000 m

0.021 -0.081

North > 1000 m 0.436 0.25 -0.02
South 0–200 m 0.512 0.45 0.526 0.439
South 
200–500 m

0.454 0.377 0.407 0.393 0.03

South 
500–1000 m

0.488 0.403 0.421 0.361 0.084 0.012

South > 1000 m 0.327 0.224 0.2 0.156 0.074 0.078 0.069

0–200 m 200–500 m 500–1000 m > 1000 m
North 19.86 18.51 18.87 1.62
South 19.13 15.34 13.44 8.03

Table 3  SIMPER within group 
similarity for the depth bins 
north and south of the Antarctic 
Polar Front
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Percentage similarity

The proportion of shared pycnogonid species either side of the PF is asymmetric. All depth 
bins north of the PF share over 47% of their species with at least one southern depth bin 
(Table 4). Conversely the southern stations only share significant percentages with each 
other and share less than 22% of their species with the less speciose northern bins. The deep 
(> 1000 m) northern bin had a greater affinity with the southern bins (40–63%) than it did 
with the shallower northern bins (30–40%). The shallowest northern bin (0–200 m) has its 
highest percentage of shared species with the shallow (0–200 m) southern bin (47%) and 
has a low percentage of shared with other northern groups (18–41%) but species from this 
bin account for significant proportions of the 200–500 m (58%) and 500–1000 m (73%) 
northern bins (Table 4).

Discussion

Pycnogonid richness in the study area was higher south of the Polar Front than north of it 
(Figs. 2a and 6). The addition of the new data from Maxwell et al. (2022) added a consider-
able number of records (circa an extra 20% south of PF) to the area and reinforced the find-
ings of previous work (Griffiths et al. 2011a). Other taxa within the same geographic range 
show similar distinctions in species richness and faunal patterns north and south of the PF, 
with the PF marking a point of species turnover, south of which species richness increases, 
e.g., Gastropods (Griffiths et al. 2009; Valdovinos et al. 2003), demosponges, (McClintock 
et al. 2005). seastars (Moreau et al. 2021), and echinoids (Saucède et al. 2014).

The Antarctic Peninsula, South Shetland Islands, Eastern Weddell Sea and South Orkney 
Islands were identified as areas of high seaspider richness in the Southern Ocean in the cur-
rent analysis (Fig. 3), reinforcing previous findings that these areas are biodiversity hotspots 
for pycnogonids (Griffiths et al. 2011a; Munilla and Soler Membrives 2009; Soler-Mem-
brives et al. 2014) along with Asteroidea (Danis et al. 2014), Bivalvia (Griffiths et al. 2009), 
Porifera (Downey et al. 2012), benthic Amphipoda (De Broyer and Jazdzewska 2014) and 

Table 4  The directional percentage of shared pycnogonid species either side of the PF for different depth 
bins. Numbers represent the percentage of species from the categories in the vertical labels that are shared 
with the horizontal categories. Grey shading indicates a sharing ≥ 50%

North 
0–200 m

North 
200–
500 m

North 
500–
1000 m

North > 1000 m South 
0–200 m

South 
200–
500 m

South 
500–
1000 m

South > 1000 m

North 0–200 m 58 73 30 21 14 11 12
North 
200–500 m

41 82 40 21 18 14 15

North 
500–1000 m

31 50 33 11 10 7 9

North > 1000 m 18 33 45 14 12 11 21
South 0–200 m 47 67 55 53 64 61 47
South 
200–500 m

39 72 64 60 83 81 58

South 
500–1000 m

24 42 36 40 60 61 54

South > 1000 m 22 39 36 63 38 36 45
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Echinoidea (Saucède et al. 2014). These regions have also been shown to have the greatest 
species richness in terms of total number of species across all taxa (Griffiths 2010). They are 
also areas of high richness in terms of different macrobenthic community types, as defined 
by (Gutt et al. 2013). While this consistent pattern of hotspots could simply reflect greater 
sampling effort in these areas, the dynamic and heterogenous environments in these regions 
(e.g., as seen in the Bransfield Strait and surrounding areas) are plausible drivers of the 
increased biodiversity (Gutt et al. 2019). Species diversification may also have been driven 
by these dynamic and heterogeneous habitats, or by the isolation of lineages in shelf refugia 
during glacial cycles, as evidenced by numerous molecular studies revealing the presence 
of cryptic species (Allcock and Strugnell 2012).

Given the nature of the data used, presence only records from GBIF and OBIS, it is not 
possible to know whether differences in the numbers of species and sampling locations 
reflect fewer records due to less effort or lower prevalence of pycnogonids within the north-
ern fauna and samples. Diversity hotspots are also likely to be influenced by the thorough-
ness of taxonomic work undertaken regionally (Clarke et al. 2007). Fortunately, for the SO 
pycnogonids the vast majority (> 92%) of all pycnogonid records come from identifications 
made by a small pool of expert taxonomists working from the original specimens, reducing 
the risk of taxonomic bias (Griffiths et al. 2003; Munilla and Soler Membrives 2009).

Only the shallowest (0–200 m) northern depth bin has been sampled to a level compa-
rable to that recorded in the south (Fig. 6), although absence records are not available for 
either region, making a true measure of effort impossible. The shallowest sites (0–200 m) 
had the lowest recorded diversity on the species accumulation curves on both sides of the 
PF, implying that pycnogonids might prefer deeper water. South of the front, past glaciations 
and the ice-impacted conditions of present day Antarctica might have adversely impacted 
the shallow water communities (Smale et al. 2007). If disturbance by ice was the cause of 
the lower shallow diversity, then the opposite would be expected for the northern shallows 
where disturbance is minimal. North of the PF benthic shelf waters are warmer than the 
south, and have wider seasonal temperature ranges, e.g., on the Argentinian shelf there is 
approximately 10 °C difference between winter and summer (Bastida et al. 1992). If pycno-
gonids are better adapted to colder waters as the richness of Antarctic species might suggest, 
than seasonally fluctuating warmer waters would be a physiological barrier to overcome. 
The higher diversity in the cooler deep northern waters, as inferred by shortest and steepest 
accumulation curve and low within-group similarity, suggests that this could be the case. In 
shallower waters north of the PF, the presence of potential competitors and predators also 
explain the lower species richness in the region. South of the PF, potential competitors e.g., 
brachyuran and anomuran crabs (Griffiths et al. 2013), and predators, e.g. many types of 
bony and cartilaginous fish (Aronson et al. 2009) of pycnogonids are either absent or under-
represented compared to the rest of the world. These competitors and predators are believed 
to excluded by the cold conditions (Clarke and Crame 2010) and their presence in warmer 
waters north of the PF could be another factor in the lower pycnogonid diversity compared 
to the South.

The faunal divide between South American and the Antarctic reflects previous findings 
for the pycnogonids (Griffiths et al. 2011a; Soler-Membrives et al. 2014), while the divi-
sions within Antarctic waters show a split between shallow coastal waters and the deep sea. 
Only the Southern Ocean deep water cluster crossed the PF. Distinct biogeographic groups 
forming either side of the front are evident in other taxa such as bryozoans and bivalves 
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(Griffiths et al. 2009), hydroids (Miranda et al. 2021), polychaetes (Montiel et al. 2005) and 
demosponges (Downey et al. 2012). Unlike pycnogonids, these faunal groups are sessile 
and have a pelagic larval stage, allowing the circulation of the Antarctic Circumpolar Cur-
rent, the associated gyres and the Antarctic Coastal Current (ACC) to directly affect their 
distribution. The ACC, or the vast expanse of deep water it represents, is believed to be an 
important barrier to species transfer in and out of Antarctica, with recent studies showing 
that planktonic or rafting organisms, would face a two-year, circumpolar journey on the 
ACC to reach Antarctica from South America and that the opposite journey in the surface 
waters would be near impossible (Fraser et al. 2022).

Our results show there is less distinction between northern and southern deep-water com-
munities (Fig. 5d; Table 2) which could be explained by the weakening of the impact of the 
PF with depth (Clarke et al. 2009; Orsi et al. 1995) and northward flow of cold Antarctic 
Bottom Water. Species that live shallower than 1000 m face the double hurdle of the tem-
perature gradient and the vast expanse of the deep Scotia Sea to reach the shelf on the other 
side of the PF. The difference between pycnogonid species assemblages either side of the PF 
is not absolute, even at shallow depths, with 22% of all species in our study being recorded 
on both sides. Molecular evidence suggests that some Antarctic taxa, on multiple occasions, 
have colonised the South American shelf (Havermans et al. 2011; Sands et al. 2015). These 
shelf-dwelling species could have moved northwards through the deep sea if they were 
highly eurybathic or in a stepping-stone manner along the islands of the Scotia Arc (Clarke 
and Crame 1989)aided by interannual shifts in the position of the PF induced by temperature 
fluctuations, freshwater input, or windforcing (Giglio and Johnson 2016), or the exchange 
may have happened during a time when the PF was in a different position due to climate 
shifts (Kemp et al. 2010).

The commonly found and widely distributed taxa, such as Pallenopsis patagonica, 
Nymphon australe and Colossendeis megalonyx, were largely responsible for the faunal 
similarity patterns observed (Supplementary Table S2). The presence or absence of these 
common species are major contributors to within-group similarity and dissimilarity (Table 3 
and Supplementary Table S2). Pallenopsis patagonica and C. megalonyx are cosmopolitan 
and eurybathic species found throughout the Southern Ocean and southern South America 
and are the most extensively studied pycnogonids in the world. Phylogenetic studies have 
revealed that these species have complex and structured distribution patterns. Molecular 
evidence revealed that P. patagonica and C. megalonyx are both species complexes that can 
be assigned to geographically distinct clades, with South America specimens in different 
clades to those south of the PF, and with multiple clades within Antarctic waters (Dietz et 
al. 2015; Dömel et al. 2019, 2020; Weis et al. 2014). The well-distributed Southern Ocean 
species N. australe was thought to represent a single circum-Antarctic species with limited 
contemporary gene flow (Arango et al. 2011) but more recent evidence suggest that there 
are two genetically distinct species in West Antarctica (Collins et al. 2018). Although there 
are regional differences and differentiation across the PF in these pycnogonid species com-
plexes, we still lack molecular evidence of depth differentiation within these complexes. 
This is probably due to the paucity of deep-sea sampling, with our dataset showing that 
> 74% of all pycnogonid sampling occurred shallower than 500 m, despite ~ 77% of species 
having recorded samples that go deeper (Griffiths et al. 2011a). This lack of representative 
sampling in the deep sea on both sides of the PF restricts our ability to understand connec-
tivity in this vast habitat (Brandt et al. 2007).
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The depth bins north of the PF are heavily influenced by taxa also found in the south, 
with at least 50% of the pycnogonid biodiversity of most northern bins being made up of 
species shared with the south (Table 4). This suggests greater, but more directional, connec-
tivity across the PF than was revealed by the other analyses. Pycnogonids in the Southern 
Ocean are highly eurybathic with nearly 40% of species having a depth range greater than 
1000 m (Griffiths et al. 2011a). Northward export of the benthic Antarctic water masses in 
the deep sea (Naveira Garabato et al. 2002) might aid the dispersal of eurybathic and deep 
water pycnogonids out of the Antarctic, while potentially impeding northern species trying 
to move south. Weddell and Prydz Bay sourced bottom waters are the main sources of bot-
tom water flowing northwards. They cross the PF into the deep Scotia Sea and are driven 
north-eastwards by the Antarctic Circumpolar Current into the Atlantic (Solodoch et al. 
2022). This Antarctic-sourced seafloor water flows around the Falkland Plateau and into the 
Argentine Basin of the southwest Atlantic (and to a lesser extent the east side of the Mid-
Atlantic Ridge), carrying with it nutrients, oxygen and life (Strugnell et al. 2008).

The high species richness of the Southern Ocean in some taxa, and ability to disperse 
northwards through the deep sea, supports the suggestion of the Southern Ocean as a cradle 
of origin or centre of radiation for some groups. Such Antarctic radiations were proposed 
initially based on morphological features of isopods, with some groups showing polar emer-
gence and others polar submergence (Bober et al. 2018; El-Sayed 1973). Molecular evi-
dence in support of the hypothesis was first provided in octopuses (Strugnell et al. 2008) 
and subsequently for a diversity of taxa (see Introduction). In pycnogonids, a radiation of 
the family Colossendeidae began in the Southern Ocean in the Early to Mid-Miocene with 
species crossing the PF to South America, the Kerguelen Plateau, and northwards through 
the deep sea, with one species even reaching the Arctic (Dömel et al. 2019) providing strong 
evidence that our higher Southern Ocean richness is indicative of evolutionary processes in 
this region.

Conclusions

We found that, in addition to supporting previously recorded differences in pycnogonid rich-
ness and species composition between north and south of the PF, this differentiation, like 
the PF itself, weakens with depth. South of the PF species richness is greatest 200–1000 m, 
while north of the front richness is highest at depths below 1000 m. This suggests that, as 
a group, pycnogonids are better adapted to colder, deeper waters. The region deeper than 
1000 m shows high and underexplored diversity with connections that resemble the flow 
of Antarctic Bottom Water northwards into the global ocean. Given that the deep sea com-
prises ∼ 80% of the Southern Ocean, with direct connections to every other ocean basin 
except the Arctic, understanding the role of the Southern Ocean in global deep-sea con-
nectivity and speciation are key questions in marine biogeography. With only ~ 11% of our 
sampling stations in this study coming from > 1000 m depth, to understand the true nature 
of these deep connections will require further sampling of the deep sea on both sides of the 
PF and the use of molecular/genomic analyses to determine the connectivity between these 
seemingly poorly dispersing organisms. The exceptionally high diversity of Antarctic pyc-
nogonids and an apparent competitive advantage in cold waters leaves them vulnerable to 
ongoing climate change and ocean warming.

1 3

2629



Biodiversity and Conservation (2024) 33:2615–2633

Supplementary Information  The online version contains supplementary material available at https://doi.
org/10.1007/s10531-024-02876-z.

Author contributions  Conceptualization and Writing – review & editing: Jamie Maxwell, Huw Griffiths, and 
Louise Allcock. Data Curation and Methodology: Jamie Maxwell and Huw Griffiths. Investigation, Formal 
Analysis, Visualization, and Writing – original draft: Jamie Maxwell. Supervision: Huw Griffiths and Louise 
Allcock.

Funding  Open Access funding provided by the IReL Consortium. Jamie Maxwell received funding foe this 
study through Irish Research Council, GOIPG/2019/4020 and partial financial support European Community 
Research Infrastructure Action, SYNTHESYS Project, GB-TAF-7028. Huw Griffiths was funded through 
Natural Environment Research Council (NERC), Biodiversity Evolution and Adaptation Team. Louise All-
cock received no funding for conducting this study.

Data availability  All data used in this study was sourced from Ocean Biodiversity Information System 
(https://obis.org/) and the Global Biodiversity Information Facility (https://www.gbif.org/) and is publicly 
available.

Declarations

Ethical approval  Not applicable.

Competing interests  The authors declare no competing interests.

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International License, 
which permits use, sharing, adaptation, distribution and reproduction in any medium or format, as long as 
you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons 
licence, and indicate if changes were made. The images or other third party material in this article are 
included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. 
If material is not included in the article’s Creative Commons licence and your intended use is not permitted 
by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this licence, visit http://creativecommons.org/licenses/by/4.0/.

References

Allcock AL, Strugnell JM (2012) Southern Ocean diversity: new paradigms from molecular ecology. Trends 
Ecol Evol 27:520–528. https://doi.org/10.1016/J.TREE.2012.05.009

Arango CP, Soler-Membrives A, Miller KJ (2011) Genetic differentiation in the Circum—Antarctic sea spi-
der Nymphon australe (Pycnogonida; Nymphonidae). Deep Sea Res Part II 58:212–219. https://doi.
org/10.1016/J.DSR2.2010.05.019

Aronson RB, Moody RM, Ivany LC, Blake DB, Werner JE, Glass A (2009) Climate Change and Tro-
phic Response of the Antarctic bottom Fauna. PLoS ONE 4:1–6. https://doi.org/10.1371/journal.
pone.0004385

Barnes DKA, Peck LS (2008) Vulnerability of Antarctic shelf biodiversity to predicted regional warming. 
Climate Res 37:149–163. https://doi.org/10.3354/cr00760

Bastida R, Roux A, Martinez D (1992) Benthic communities of the Argentine continental-shelf. Oceanol 
Acta 15:687–698

Bober S, Brix S, Riehl T, Schwentner M, Brandt A (2018) Does the Mid-atlantic Ridge affect the distribution 
of abyssal benthic crustaceans across the Atlantic Ocean? Deep Sea Research Part II: topical studies in 
Oceanography. 148:91–104. https://doi.org/10.1016/j.dsr2.2018.02.007

Brandt A, Gooday AJ, Brandão SN, Brix S, Brökeland W, Cedhagen T, Choudhury M, Cornelius N, Danis 
B, De Mesel I, Diaz RJ, Gillan DC, Ebbe B, Howe JA, Janussen D, Kaiser S, Linse K, Malyutina M, 
Pawlowski J, Raupach M, Vanreusel A (2007) First insights into the biodiversity and biogeography of 
the Southern Ocean deep sea. Nature 447:307–311. https://doi.org/10.1038/nature05827

1 3

2630

https://doi.org/10.1007/s10531-024-02876-z
https://doi.org/10.1007/s10531-024-02876-z
https://obis.org/
https://www.gbif.org/
http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1016/J.TREE.2012.05.009
https://doi.org/10.1016/J.DSR2.2010.05.019
https://doi.org/10.1016/J.DSR2.2010.05.019
https://doi.org/10.1371/journal.pone.0004385
https://doi.org/10.1371/journal.pone.0004385
https://doi.org/10.3354/cr00760
https://doi.org/10.1016/j.dsr2.2018.02.007
https://doi.org/10.1038/nature05827


Biodiversity and Conservation (2024) 33:2615–2633

Clarke KR (1993) Non-parametric multivariate analyses of changes in community structure. Aust J Ecol 
18:117–143. https://doi.org/10.1111/j.1442-9993.1993.tb00438.x

Clarke A, Crame JA (1989) The origin of the Southern Ocean marine fauna. Geol Soc Lond Special Publica-
tions 47:253–268. https://doi.org/10.1144/GSL.SP.1989.047.01.19

Clarke A, Crame JA (2010) Evolutionary dynamics at high latitudes: speciation and extinction in polar marine 
faunas. Philosophical Transactions of the Royal Society B: Biological Sciences 365, 3655 LP – 3666

Clarke KR, Warwick RM (2001) A further biodiversity index applicable to species lists: variation in taxo-
nomic distinctness. Mar Ecol Prog Ser 216:265–278

Clarke A, Griffiths HJ, Linse K, Barnes DKA, Crame JA (2007) How well do we know the Antarctic Marine 
Fauna? A preliminary study of Macroecological and Biogeographical Patterns in Southern Ocean Gas-
tropod and Bivalve molluscs. Divers Distrib 13:620–632

Clarke KR, Somerfield PJ, Gorley RN (2008) Testing of null hypotheses in exploratory community analy-
ses: similarity profiles and biota-environment linkage. J Exp Mar Biol Ecol 366:56–69. https://doi.
org/10.1016/j.jembe.2008.07.009

Clarke A, Griffiths HJ, Barnes DKA, Meredith MP, Grant SM (2009) Spatial variation in seabed temperatures 
in the Southern Ocean: implications for benthic ecology and biogeography. J Geophys Research: Bio-
geosciences 114. https://doi.org/10.1029/2008JG000886

Collins EE, Galaska MP, Halanych KM, Mahon AR (2018) Population Genomics of Nymphon australe 
Hodgson, 1902 (Pycnogonida, Nymphonidae) in the Western Antarctic. Biol Bull 234:180–191. https://
doi.org/10.1086/698691

Crooker AR (2008) The Pycnogonida - Sea spiders. In: Capinera J (ed) Encyclopedia of Entomology, 2nd 
edn. Springer, New York, pp 97–111

Danis B, Griffiths HJ, Michel J (2014) Asteroidea, in: De Broyer, C., Koubbi, P., Griffiths, H.J., Raymond, 
B., d’Udekem d’Acoz, C., Van de Putte, A., Danis, B., David, B., Grant, S., Gutt, J., Held, C., Hosie, 
G., Huettmann, F., Post, A., Ropert-Coudert, Y. (Eds.), The Biogeographic Atlas of the Southern Ocean. 
Scientific Committee on Antarctic Research, Cambridge, pp. 200–207

De Broyer C, Jazdzewska A (2014) Biogeographic patterns of Southern Ocean benthic amphipods. In: De 
Broyer C, Koubbi P, Griffiths HJ, Raymond B, d’Udekem d’Acoz C, Van de Putte A, Danis B, David 
B, Grant S, Gutt J, Held C, Hosie G, Huettmann F, Post A, Ropert-Coudert Y (eds) The Biogeographic 
Atlas of the Southern Ocean. Scientific Committee on Antarctic Research, Cambridge, pp 155–165

Dietz L, Arango CP, Dömel JS, Halanych KM, Harder AM, Held C, Mahon AR, Mayer C, Melzer RR, Rouse 
GW, Weis A, Wilson NG, Leese F (2015) Regional differentiation and extensive hybridization between 
mitochondrial clades of the Southern Ocean giant sea spider Colossendeis megalonyx. Royal Soc Open 
Sci 2:140–424. https://doi.org/10.1098/rsos.140424

Dömel JS, Macher T-H, Dietz L, Duncan S, Mayer C, Rozenberg A, Wolcott K, Leese F, Melzer RR (2019) 
Combining morphological and genomic evidence to resolve species diversity and study speciation pro-
cesses of the Pallenopsis patagonica (Pycnogonida) species complex. Front Zool 16:36. https://doi.
org/10.1186/s12983-019-0316-y

Dömel JS, Dietz L, Macher T-H, Rozenberg A, Mayer C, Spaak JM, Melzer RR, Leese F (2020) Analyzing 
drivers of speciation in the Southern Ocean using the sea spider species complex Colossendeis megal-
onyx as a test case. Polar Biol 43:319–342. https://doi.org/10.1007/s00300-020-02636-z

Dornburg A, Federman S, Lamb AD, Jones CD, Near TJ (2017) Cradles and museums of Antarctic teleost 
biodiversity. Nat Ecol Evol 1:1379–1384. https://doi.org/10.1038/s41559-017-0239-y

Downey RV, Griffiths HJ, Linse K, Janussen D (2012) Diversity and distribution patterns in high Southern 
Latitude sponges. PLoS ONE 7, e41672

El-Sayed SZ (1973) Biological oceanography. Antarct J Unit States 8:93
Esri Inc (2020) ArcGIS pRO
Fraser CI, Dutoit L, Morrison AK, Pardo LM, Smith SDA, Pearman WS, Parvizi E, Waters J, Macaya EC 

(2022) Southern Hemisphere coasts are biologically connected by frequent, long-distance rafting 
events. Curr Biol 32:3154–3160e3. https://doi.org/10.1016/j.cub.2022.05.035

GBIF (2023) Global Biodiversity Information Facility [WWW Document]. GBIF Home Page
GBIF (2020) GBIF Occurrence Download. https://doi.org/10.15468/dl.hv8hxw
Giglio D, Johnson GC (2016) Subantarctic and Polar fronts of the Antarctic Circumpolar Current and South-

ern Ocean Heat and Freshwater Content variability: a View from Argo. J Phys Oceanogr 46:749–768. 
https://doi.org/10.1175/JPO-D-15-0131.1

Göbbeler K, Klussmann-Kolb A (2010) Out of Antarctica? – new insights into the phylogeny and biogeogra-
phy of the Pleurobranchomorpha (Mollusca, Gastropoda). Mol Phylogenet Evol 55:996–1007. https://
doi.org/10.1016/j.ympev.2009.11.027

González-Wevar CA, Chown SL, Morley S, Coria N, Saucéde T, Poulin E (2016) Out of Antarctica: qua-
ternary colonization of sub-antarctic Marion Island by the limpet genus Nacella (Patellogastropoda: 
Nacellidae). Polar Biol 39:77–89. https://doi.org/10.1007/s00300-014-1620-9

1 3

2631

https://doi.org/10.1111/j.1442-9993.1993.tb00438.x
https://doi.org/10.1144/GSL.SP.1989.047.01.19
https://doi.org/10.1016/j.jembe.2008.07.009
https://doi.org/10.1016/j.jembe.2008.07.009
https://doi.org/10.1029/2008JG000886
https://doi.org/10.1086/698691
https://doi.org/10.1086/698691
https://doi.org/10.1098/rsos.140424
https://doi.org/10.1186/s12983-019-0316-y
https://doi.org/10.1186/s12983-019-0316-y
https://doi.org/10.1007/s00300-020-02636-z
https://doi.org/10.1038/s41559-017-0239-y
https://doi.org/10.1016/j.cub.2022.05.035
https://doi.org/10.15468/dl.hv8hxw
https://doi.org/10.1175/JPO-D-15-0131.1
https://doi.org/10.1016/j.ympev.2009.11.027
https://doi.org/10.1016/j.ympev.2009.11.027
https://doi.org/10.1007/s00300-014-1620-9


Biodiversity and Conservation (2024) 33:2615–2633

Griffiths HJ (2010) Antarctic Marine biodiversity–what do we know about the distribution of life in the 
Southern Ocean? PloS one 5. e11683. https://doi.org/10.1371/journal.pone.0011683

Griffiths HJ, Linse K, Crame JA (2003) SOMBASE – Southern Ocean Mollusc database: a tool for bio-
geographic analysis in diversity and ecology. Organisms Divers Evol 3:207–213. https://doi.
org/10.1078/1439-6092-00079

Griffiths HJ, Barnes DKA, Linse K (2009) Towards a generalized biogeography of the Southern Ocean ben-
thos. J Biogeogr 36:162–177. https://doi.org/10.1111/j.1365-2699.2008.01979.x

Griffiths HJ, Arango CP, MunillaMunilla T, Mcinnes SJ (2011a) Biodiversity and biogeography of Southern 
Ocean pycnogonids. Ecography 34:616–627. https://doi.org/10.1111/j.1600-0587.2010.06612.x

Griffiths HJ, Danis B, Clarke A (2011b) Quantifying Antarctic Marine biodiversity: the SCAR-MarBIN data 
portal. Deep Sea Research Part II: topical studies in Oceanography. 58:18–29. https://doi.org/10.1016/j.
dsr2.2010.10.008

Griffiths HJ, Whittle RJ, Roberts SJ, Belchier M, Linse K (2013) Antarctic crabs: Invasion or endurance? 
PLoS ONE 8:e66981. https://doi.org/10.1371/journal.pone.0066981

Gutt J, Griffiths HJ, Jones CD (2013) Circumpolar overview and spatial heterogeneity of Antarctic macro-
benthic communities. Marine Biodivers 43:481–487. https://doi.org/10.1007/s12526-013-0152-9

Gutt J, Arndt J, Kraan C, Dorschel B, Schröder M, Bracher A, Piepenburg D (2019) Benthic communities 
and their drivers: a spatial analysis off the Antarctic Peninsula. Limnol Oceanogr 64:2341–2357. https://
doi.org/10.1002/lno.11187

Havermans C, Nagy ZT, Sonet G, De Broyer C, Martin P (2011) DNA barcoding reveals new insights into 
the diversity of Antarctic species of Orchomene Sensu lato (Crustacea: Amphipoda: Lysianassoidea). 
Deep Sea Res Part II 58:230–241

Hedgpeth JW (1969) Pycnogonida Antarct Map Folio Ser 11:26–28
Huang X, Stärz M, Gohl K, Knorr G, Lohmann G (2017) Impact of Weddell Sea shelf progradation on 

Antarctic bottom water formation during the Miocene. Paleoceanography 32:304–317. https://doi.
org/10.1002/2016PA002987

Kemp AES, Grigorov I, Pearce RB, Garabato N, A.C (2010) Migration of the Antarctic Polar Front through 
the mid-pleistocene transition: evidence and climatic implications. Q Sci Rev 29:1993–2009. https://
doi.org/10.1016/j.quascirev.2010.04.027

Maxwell J, Gan YM, Arango C, Doemel JS, Allcock AL, Van de Putte A, Griffiths HJ (2022) Sea spiders 
(Arthropoda, Pycnogonida) from ten recent research expeditions to the Antarctic Peninsula, Scotia Arc 
and Weddell Sea. https://doi.org/10.3897/BDJ.10.e79353. Biodiversity Data Journal

McClintock JB, Amsler CD, Baker BJ, van Soest RWM (2005) Ecology of Antarctic Marine sponges: an 
overview. Integr Comp Biol 45:359–368. https://doi.org/10.1093/icb/45.2.359

Miranda TP, Fernandez MO, Genzano GN, Cantero ÁLP, Collins AG, Marques AC (2021) Biodiversity 
and biogeography of hydroids across marine ecoregions and provinces of southern South America and 
Antarctica. Polar Biol 44:1669–1689

Moles J, Derkarabetian S, Schiaparelli S, Schrödl M, Troncoso JS, Wilson NG, Giribet G (2021) An approach 
using ddRADseq and machine learning for understanding speciation in Antarctic Antarctophilinidae 
gastropods. Sci Rep 11:8473. https://doi.org/10.1038/s41598-021-87244-5

Montiel A, Gerdes D, Hilbig B (2005) Polychaete assemblages on the Magellan and Weddell Sea shelves: 
comparative ecological evaluation. Mar Ecol Prog Ser 297:189–202

Moore JK, Abbott MR, Richman JG (1999) Location and dynamics of the Antarctic Polar Front from 
satellite sea surface temperature data. J Geophys Research: Oceans 104:3059–3073. https://doi.
org/10.1029/1998JC900032

Moreau C, Jossart Q, Danis B, Eléaume M, Christiansen H, Guillaumot C, Downey R, Saucède T (2021) The 
high diversity of Southern Ocean sea stars (Asteroidea) reveals original evolutionary pathways. Prog 
Oceanogr 190:102472. https://doi.org/10.1016/j.pocean.2020.102472

Munilla T, Soler Membrives A (2009) Check-list of the pycnogonids from Antarctic and sub-antarctic waters: 
zoogeographic implications. Antarct Sci 21:99–111. https://doi.org/

Munilla T, Soler-Membrives A (2007) The occurrence of pycnogonids associated with the volcanic struc-
tures of Bransfield Strait central basin (Antarctica). Scientia Mar 71:699–704. https://doi.org/10.3989/
scimar.2007.71n4699

Munilla T, Soler-Membrives A (2015) Pycnogonida from the Bellingshausen and Amundsen seas: taxonomy 
and biodiversity. Polar Biol 38:413–430. https://doi.org/10.1007/s00300-014-1603-x

Naveira Garabato AC, Heywood KJ, Stevens DP (2002) Modification and pathways of Southern 
Ocean Deep Waters in the Scotia Sea. Deep Sea Res Part I 49:681–705. https://doi.org/10.1016/
S0967-0637(01)00071-1

OBIS (2023) Ocean Biodiversity Information System [WWW Document]. Intergovernmental Oceanographic 
Commission of UNESCO, URL www.obis.org

OBIS (2020) Distribution records of Pycnogonida within the constraints of 110°W – 5°E, and 40°S – 80°S

1 3

2632

https://doi.org/10.1371/journal.pone.0011683
https://doi.org/10.1078/1439-6092-00079
https://doi.org/10.1078/1439-6092-00079
https://doi.org/10.1111/j.1365-2699.2008.01979.x
https://doi.org/10.1111/j.1600-0587.2010.06612.x
https://doi.org/10.1016/j.dsr2.2010.10.008
https://doi.org/10.1016/j.dsr2.2010.10.008
https://doi.org/10.1371/journal.pone.0066981
https://doi.org/10.1007/s12526-013-0152-9
https://doi.org/10.1002/lno.11187
https://doi.org/10.1002/lno.11187
https://doi.org/10.1002/2016PA002987
https://doi.org/10.1002/2016PA002987
https://doi.org/10.1016/j.quascirev.2010.04.027
https://doi.org/10.1016/j.quascirev.2010.04.027
https://doi.org/10.3897/BDJ.10.e79353
https://doi.org/10.1093/icb/45.2.359
https://doi.org/10.1038/s41598-021-87244-5
https://doi.org/10.1029/1998JC900032
https://doi.org/10.1029/1998JC900032
https://doi.org/10.1016/j.pocean.2020.102472
https://doi.org/10.3989/scimar.2007.71n4699
https://doi.org/10.3989/scimar.2007.71n4699
https://doi.org/10.1007/s00300-014-1603-x
https://doi.org/10.1016/S0967-0637(01)00071-1
https://doi.org/10.1016/S0967-0637(01)00071-1


Biodiversity and Conservation (2024) 33:2615–2633

Orsi AH, Whitworth T, Nowlin WD (1995) On the meridional extent and fronts of the Antarctic Circumpolar 
Current. Deep Sea Res Part I 42:641–673. https://doi.org/10.1016/0967-0637(95)00021-W

San Vicente C, Ramos A, Jimeno A, Sorbe JC (1997) Suprabenthic assemblages from South Shetland Islands 
and Bransfield Strait (Antarctica): preliminary observations on faunistical composition, bathymetric 
and near-bottom distribution. Polar Biol 18:415–422. https://doi.org/10.1007/s003000050208

Sands C, O’Hara T, Barnes D, Martín-Ledo R (2015) Against the flow: evidence of multiple recent invasions 
of warmer continental shelf waters by a Southern Ocean brittle star. Frontiers in Ecology and Evolution

Saucède T, Pierrat B, David B (2014) Echinoids, in: De Broyer, C., Koubbi, P., Griffiths, H.J., Raymond, B., 
d’Udekem d’Acoz, C., Van de Putte, A., Danis, B., David, B., Grant, S., Gutt, J., Held, C., Hosie, G., 
Huettmann, F., Post, A., Ropert-Coudert, Y. (Eds.), The Biogeographic Atlas of the Southern Ocean. 
Scientific Committee on Antarctic Research, Cambridge, pp. 213–220

Smale DANA, Barnes DKA, Fraser KPP (2007) The influence of ice scour on benthic communi-
ties at three contrasting sites at Adelaide Island, Antarctica. Austral Ecol 32:878–888. https://doi.
org/10.1111/j.1442-9993.2007.01776.x

Sokolov S, Rintoul SR (2009) Circumpolar structure and distribution of the Antarctic Circumpo-
lar current fronts: 1. Mean circumpolar paths. J Geophys Research: Oceans 114. https://doi.
org/10.1029/2008JC005108

Soler-Membrives A, Turpaeva E, Munilla T (2009) Pycnogonids of the Eastern Weddell Sea (Antarctica), 
with remarks on their bathymetric distribution. Polar Biol 32:1389–1397. https://doi.org/10.1007/
s00300-009-0635-0

Soler-Membrives A, Munilla T, Arango CP, Griffiths H (2014) Southern Ocean biogeographic patterns in 
Pycnogonida. In: De Broyer C, Koubbi P, Griffiths HJ, Raymond B, d’Udekem d’Acoz C, Van de 
Putte A, Danis B, David B, Grant S, Gutt J, Held C, Hosie G, Huettmann F, Post A, Ropert-Coudert Y 
(eds) The Biogeographic Atlas of the Southern Ocean. Scientific Committee on Antarctic Research, pp 
138–141

Solodoch A, Stewart AL, Hogg AMC, Morrison AK, Kiss AE, Thompson AF, Purkey SG, Cimoli L (2022) 
How does Antarctic Bottom Water Cross the Southern Ocean? Geophys Res Lett 49:e2021GL097211. 
https://doi.org/10.1029/2021GL097211

Strugnell J, Rogers AD, Prodöhl P, Collins MA, Allcock L (2008) The thermohaline expressway: the 
Southern Ocean as a centre of origin for deep-sea octopuses. Cladistics 24:853–860. https://doi.
org/10.1111/j.1096-0031.2008.00234.x

Taylor ML, Rogers AD (2015) Evolutionary dynamics of a common sub-antarctic octocoral family. Mol 
Phylogenet Evol 84:185–204. https://doi.org/10.1016/j.ympev.2014.11.008

Valdovinos C, Navarrete SA, Marquet PA (2003) Mollusk species diversity in the Southeast-
ern Pacific: why are there more species towards the Pole? Ecography 26:139–144. https://doi.
org/10.1034/j.1600-0587.2003.03349.x

Weis A, Meyer R, Dietz L, Dömel JS, 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 Pal-
lenopsis Wilson, 1881. Zool J Linn Soc 170:110–131. https://doi.org/10.1111/zoj.12097

Publisher’s Note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations. 

1 3

2633

https://doi.org/10.1016/0967-0637(95)00021-W
https://doi.org/10.1007/s003000050208
https://doi.org/10.1111/j.1442-9993.2007.01776.x
https://doi.org/10.1111/j.1442-9993.2007.01776.x
https://doi.org/10.1029/2008JC005108
https://doi.org/10.1029/2008JC005108
https://doi.org/10.1007/s00300-009-0635-0
https://doi.org/10.1007/s00300-009-0635-0
https://doi.org/10.1029/2021GL097211
https://doi.org/10.1111/j.1096-0031.2008.00234.x
https://doi.org/10.1111/j.1096-0031.2008.00234.x
https://doi.org/10.1016/j.ympev.2014.11.008
https://doi.org/10.1034/j.1600-0587.2003.03349.x
https://doi.org/10.1034/j.1600-0587.2003.03349.x
https://doi.org/10.1111/zoj.12097

	﻿Antarctica is less isolated with increasing depth - evidence from pycnogonids
	﻿Abstract
	﻿Introduction
	﻿Methods
	﻿Data compilation
	﻿Species richness and sampling effort
	﻿Faunal similarity
	﻿Species accumulation curves
	﻿Drivers of similarity: ANOSIM & SIMPER
	﻿Percentage similarity

	﻿Results


