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of beak shape using a wide range of Mediterranean 
cephalopod species. Phylogenetic analyses based on 
complete mitogenomes and nuclear ribosomal genes 
provided a well-supported phylogeny among the 18 
included cephalopods. Geometric morphometric and 
stable isotope methods were implemented to describe 
interspecific beak shape and trophic niche variability, 
respectively. Phylogenetic signal was detected in the 
shape of both parts of the beak (upper and lower). 
However, lower beak shape was more distinct among 
closely related species, in line with the empirical 
notion that lower beak morphology is more useful as 
an identification tool in cephalopods. Interestingly, 
no association between beak shape and trophic niche 
(stable isotope values) was found. These results sug-
gest that the evolution of cephalopod beak shape as 
quantified here is mainly driven by phylogenetic rela-
tionships, while feeding habits play a minor role.

Abstract Cephalopod beaks are essential for prey 
acquisition and fragmentation during feeding. Thus, 
it is expected that ecological pressures affect cepha-
lopod beak shape. From a practical perspective, these 
structures are also used to identify gut contents of 
marine megafauna, such as toothed whales, sharks, 
seabirds, and large pelagic fishes. Here, we inves-
tigated the relative importance of ecological pres-
sures and phylogenetic relatedness in the evolution 
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Introduction

Studying the morphology of animal structures and 
their functionality is important for understanding the 
evolutionary trends that generate biodiversity (Wil-
liams 1972; Karr and James 1975). This assumes 
a given morphology is fitted for a certain function, 
and its functionality may act as an intermediate link 
between morphology and ecology (Arnold 1983; 
Ricklefs and Miles 1994; Collar and Wainwright 
2006). Although it may seem that a certain mor-
phology results in a set of ecological consequences, 
these biological processes are not directly related to 
morphology, rather they are related to the organism’s 
capacity to perform a certain task (Losos 1990). Thus, 
performance, not morphology, expressed though the 
traits of organisms, is selected by natural selection 
(Wainwright 2007; Ibáñez et  al. 2021a, b) and the 
outcome of this selection is observed as morphologi-
cal variation across different organisms (Fernández-
Álvarez et al. 2020; Masello et al. 2022).

Biological structures and their morphology can 
be subject to stronger or weaker selective pressures 
depending on their importance for fitness, the ulti-
mate performance trait (Arnold 1983; Wainwright 
2007). The link between morphology and function-
ality is generally expected to be tighter for structures 
that accomplish a vital biological function and have a 
significant impact on fitness (Collar and Wainwright 
2006). For example, head morphology associated 
with bite performance is a major model to inves-
tigate the integration of morphology and ecology 

through performance, and this has been studied in 
several taxa, from vertebrates such as mammals (San-
tana et  al. 2010), birds (Herrel et  al. 2005), lizards 
(Kaliontzopoulou et al. 2012), or fishes (Herrel et al. 
2002), to invertebrates (Püffel et  al. 2021). These 
studies represent different models that have been 
explored exhaustively and which revealed the high 
importance of this structure for catching prey, ensur-
ing reproduction or establishing dominance among 
conspecifics. All these models include crushing 
organs with hardened and articulated structures, usu-
ally called mandibles, which are basic tools for food 
acquisition and processing (Turnbull 1970; Boyle 
and Rodhouse 2005). These structures are commonly 
highly plastic in shape, and valuable to study given 
their wide ecological and phylogenetic variation 
(Renaud and Auffray 2010; Booher et al. 2021).

In marine ecosystems, cephalopods are a group 
of marine invertebrates of high interest to biologists 
as they are highly diverse in both form and life strat-
egy (Boyle and Rodhouse 2005). They also have a 
hardened and articulated crushing structure, known 
as the beak. Cephalopods are ecologically impor-
tant in marine food-webs worldwide, as they occupy 
a wide range of ecological niches (Coll et  al. 2013; 
Jereb et  al. 2014), and constitute a major compo-
nent of marine biomass (Boyle 1996; Smale 1996). 
Thus, they act as key species for the bottom-up 
transfer of energy within marine ecosystems (Boyle 
and Rodhouse 2005). Cephalopods are fast-moving 
semelparous predators with short lifespans (gener-
ally < 2  years; Boyle and Rodhouse 2005), and high 
metabolic and growth rates (Rodhouse and Nigmatul-
lin 1996). They prey voraciously on a high diversity 
of organisms, which varies depending on the cepha-
lopod species, habitat or ontogenetic stage (Rodhouse 
and Nigmatullin 1996; Boyle and Rodhouse 2005; 
Navarro et  al. 2013; Villanueva et  al. 2017). Their 
beaks consist of two chitinized parts that act together 
for prey capture and subjection, injection of venom 
and of digestive fluids, food fragmentation and inges-
tion (Boyle and Rodhouse 2005). Beaks vary enor-
mously in shape across species, and they can com-
pletely change in proportions and size depending on 
the species and ontogeny (Xavier and Cherel 2009; 
Franco-Santos and Vidal 2014; Fang et  al. 2018). 
It is thought that their wide variability in shape is a 
reflection of the wide variability in cephalopod feed-
ing habits (Boyle and Rodhouse 2005). Some authors 
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suggested that beak shape may exhibit specific adap-
tations for prey consumption (Roscian et  al., 2022), 
at least in certain ontogenetic stages (Franco-Santos 
and Vidal 2014). Furthermore, due to the interspecific 
cephalopod beak shape variability and to its resist-
ance to digestive fluids (Boyle and Rodhouse 2005), 
beaks are used as an identification tool of cephalopod 
remains in gut contents of fishes, their direct competi-
tors (Packard 1972; Smale 1996) as well as marine 
megafauna, including species such as toothed whales, 
sharks and seabirds (Clarke 1986; Xavier and Cherel 
2009; Tan et  al. 2021). As such, although previous 
studies have suggested that the beak of cephalopods 
is under certain ecological selective pressures, it is 
reasonable to assume that it is also a structure that 
reflects the phylogenetic relatedness between species 
(Clarke 1986; Clarke and Maddock 1988; Xavier and 
Cherel 2009; Tanabe et al. 2015). This suggests there 
could be critical information stored in beak shape that 
could improve our understanding of cephalopods, 
yet beak shape variation has never previously been 
explored in the context of combining both phyloge-
netic relatedness and trophic niche based on stable 
isotopic analyses.

In the present study, we investigated the relative 
importance of ecological mechanisms and phyloge-
netic relatedness for determining the morphological 
diversity of cephalopods beaks. For this, we exam-
ined the beak shape variation (geometric morpho-
metric methodology), phylogenetic (mitogenomes 
and nuclear ribosomal data) and trophic niche (sta-
ble isotope values) of 18 cephalopods sampled along 
the western Mediterranean Sea. Using multivariate 
analyses that combined phylogeny, morphology and 
trophic values, we were able to quantify and test the 
relative influence of ecological factors and phyloge-
netic relationships on cephalopod beak morphologi-
cal diversity.

Material and methods

Data collection

In total, 214 individuals of 18 cephalopod species 
were collected along the North-western Mediterra-
nean Sea (Fig. 1) between the years 2013 and 2019, 
representing four different orders [Octopoda (octo-
pus), Oegopsida (oceanic squids), Sepiolida (bobtail 

squids) and Sepiida (cuttlefishes)], including species 
from every marine habitat occupied by cephalopods 
in the study area (from 0 to 2000 m depth, Table 1). 
To avoid potential ontogenetic effects on morpho-
logical and trophic niche analyses, only mature 
individuals were included in the analysis (maturity 
stages were identified following Cuccu et  al. 2013 
for octopus and Lipiński and Underhill 1995 for the 
other groups). No mature individuals of Myopsida 
from this area were retrieved. For each individual, the 
dorsal mantle length (DML ± 1 mm) and body mass 
(± 0.1 g for individuals of less than 50 g and ± 1 g for 
heavier ones) were measured. Also, the two parts of 
the beak (Upper Beak—UB, and Lower Beak—LB; 
see Fig. 2) were extracted for subsequent morphomet-
ric and isotopic analyses. A total of 202 UBs and 205 
LBs were successfully extracted from the buccal mass 
and preserved in vials with 70% ethanol prior to fur-
ther analyses. A subsample of 116 UBs was used for 
the isotopic analyses (Table 1).

Phylogenetic analyses

Phylogenetic analyses were performed based on a 
phylogenomic database (GenBank Accession num-
bers in Table  2). New data were produced through 
Genome Skimming (Dodsworth 2015), a shallow 
whole genome sequencing method that allows large 
regions of the genome, such as the complete mitog-
enome and the complete nuclear ribosomal cluster, to 
be obtained. DNA was extracted using the Purelink 
genomic DNA Mini kit (Invitrogen, MA, US) follow-
ing the manufacturer instructions. Indexed libraries 
were prepared using a BGI Library Kit and sequenced 
9 Gb/sample in an DNBseq-G400 (Beijing Genomics 
Institute, Shenzhen, China). The quality of the reads 
was assessed through FastQC (Andrews 2010). Mito-
chondrial and nuclear ribosomal DNA were assem-
bled de novo using NOVOPlasty3.8.3 (Dierckxsens 
et  al. 2016) using a reference sequence (either the 
complete mitogenome or the complete nuclear ribo-
somal gene cluster of a closely related species), and 
a fragment of cytochrome c oxidase subunit I (cox1), 
12S rRNA or 16S rRNA (for the mitogenomes) or a 
fragment of 18S or 28S rRNA (for the nuclear mark-
ers) as a seed. For mitogenome gene annotations 
Mitos2 (Bernt et al. 2013) was used, with NCBI Ref-
Seq 63 Metazoa database reference and genetic code 
5, for invertebrates. Gene annotations were checked 
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and corrected by hand. Because of the presence of 
duplicate genes in the mitochondrial genome of oce-
anic squids, NOVOPlasty did not return circular-
ized genomes (see Fernández-Álvarez et  al. 2022). 
For solving this methodological artifact, we used the 
mitogenome gene orders established for the flying 
squids Todarodes paci�cus and Watasenia scintillans 
by Yokobori et al. (2004) using long PCRs. Nuclear 
18S and 28S rRNA were annotated using RNAmmer 
(Lagesen et al. 2007).

Individual genes were concatenated and a database 
was constructed using the 13 protein-coding genes, 
and the mitochondrial 12S and 16S and the nuclear 
18S and 28S ribosomal genes. Protein-coding genes 

were manually aligned, while the ribosomal genes 
were aligned with the MAFFT server (https:// mafft. 
cbrc. jp/ align ment/ server/, Katoh et  al. 2009) using 
the Q-INS-i iterative refinement method. Conserved 
blocks were obtained from this alignment through 
GBlocks (Castresana 2000) using the less restrictive 
parameters from the GBlocks server (http:// molev 
ol. cmima. csic. es/ castr esana/ Gbloc ks_ server. html). 
These conserved blocks were used in the analyses. 
The dataset included all mitochondrial protein and 
ribosomal RNA genes and the nuclear 18S and 28S 
genes from all individuals, accounting for 19,584 
nucleotides and 17 genes (Table 2). Nautilus macrom-
phalus was added to the matrix as outgroup.

Fig. 1  Study area (Catalan coast, Spain, northwestern Mediterranean Sea) where samples were collected. The top left square indi-
cates the position of the study area relative to the western Mediterranean Sea

https://mafft.cbrc.jp/alignment/server/
https://mafft.cbrc.jp/alignment/server/
http://molevol.cmima.csic.es/castresana/Gblocks_server.html
http://molevol.cmima.csic.es/castresana/Gblocks_server.html
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Morphological analyses

To quantify beak shape, standardized digital pho-
tographs of the lateral side of each individual beak 
(both UB and LB) were obtained using two different 
camera sets depending on beak size to avoid distor-
tion. Larger beak pictures were obtained with a digi-
tal camera (Olympus—Tough TG-5) mounted on an 
articulated arm; whereas pictures of smaller beaks 
were taken with a digital camera (Leica DFC450) 
attached to a binocular stereomicroscope (Leica 
MDG41). Scale was included in every picture and 
accounted for the further analytical process. To avoid 
any beak shape distortion due to dryness during the 
manipulation, they were humidified with 70% ethanol 
if any dryness or shape changes were detected. Then, 
a total of eight landmarks for the UB and ten for the 
LB were selected to describe beak shape based on the 
landmark configuration of Fang et  al. (2017), which 
was modified from Neige and Dommergues (2002) 
(Fig. 2, Table 3). The Cartesian coordinates of each 
landmark were recorded on each picture using the 

software tpsDig2 v. 2.31 (Rohlf 2018). To verify that 
digitization was consistently performed and that digi-
tization error did not influence our inferences, digiti-
zation was repeated twice by the same observer, for 
both the upper and lower beak. Then, we performed 
an ANOVA analysis with individual and repetition 
as factors, to investigate the contribution and relative 
variance explained by both factors on shape variation. 
Then, analyses of UB and LB landmark configura-
tions were carried out by first applying a Generalized 
Procrustes Analysis (GPA), implemented using the 
package geomorph v. 4.0.0 (Adams et al. 2021; Baken 
et al. 2021) in the software RStudio v. 1.4.1106, work-
ing under R v. 4.0.5 (R Core Team 2021). This analy-
sis eliminates effects not related to shape, including 
orientation, position, and size (Rohlf and Slice 1990), 
allowing the comparison of homologous structures, 
and provides shape variables for further analyses (see 
below).

Table 1  Species analyzed in the present study, number of 
individuals with the upper beak (UB), lower beak (LB) suc-
cessfully extracted, number of upper beaks used by stable iso-

topes analysis (SIA) and the mean ± standard deviation and 
range (minimum; maximum) of the stable isotope values

Order Species Code UB LB SIA �13C (‰) �15N (‰)

Mean ± SD Range Mean ± SD Range

Octopoda Bathypolypus sponsalis Bspo 4 4 4 − 18.45 ± 0.50 − 19.05; − 18.03 4.13 ± 0.91 3.41; 5.43
Eledone cirrhosa Ecirr 23 21 10 − 18.90 ± 0.68 − 20.29; − 18.01 3.98 ± 0.75 3.39; 5.35
Octopus salutii Osal 4 4 4 − 18.97 ± 0.66 − 19.84; − 18.28 4.13 ± 1.05 3.34; 5.66
Octopus vulgaris Ovul 16 13 10 − 17.51 ± 0.48 − 18.14; − 16.61 6.69 ± 0.42 6.24; 7.39
Pteroctopus tetracirrhus Ptet 1 1 1 − 18.72 4.55
Scaeurgus unicirrhus Suni 9 9 6 − 19.55 ± 0.82 − 20.96; − 18.81 4.32 ± 0.52 3.58; 5.00

Oegopsida Abralia veranyi Aver 28 27 10 − 18.77 ± 0.38 − 19.52; − 18.28 4.83 ± 1.34 3.08; 7.26
Histioteuthis bonnellii Hbon 4 4 4 − 18.85 ± 0.46 − 19.37; − 18.25 6.16 ± 1.07 4.56; 6.71
Histioteuthis reversa Hrev 3 3 3 − 18.98 ± 0.43 − 19.47; − 18.70 6.33 ± 0.23 6.07; 6.48
Illex coindetii Icoi 27 26 10 − 19.28 ± 0.71 − 20.66; − 18.58 4.55 ± 0.31 3.90; 5.14
Todaropsis eblanae Tebla 3 6 7 − 18.85 ± 0.76 − 19.62; − 17.92 5.58 ± 0.74 4.54; 6.33

Sepiida Sepia elegans Sele 21 21 8 − 18.79 ± 0.84 − 20.24; − 17.67 6.47 ± 0.64 5.65; 7.57
Sepia o�cinalis Soff 10 14 10 − 17.27 ± 0.44 − 17.86; − 16.62 8.52 ± 1.06 6.86; 10.55
Sepia orbignyana Sorb 5 5 5 − 18.12 ± 0.42 − 18.83; − 17.78 4.94 ± 0.41 4.33; 5.34

Sepiolida Heteroteuthis dispar Hdis 5 5 5 − 19.66 ± 0.33 − 20.02; − 18.38 4.81 ± 0.45 4.20; 5.31
Neorossia caroli Ncar 9 10 5 − 18.25 ± 0.34 − 18.75; − 17.83 4.22 ± 0.23 3.89; 4.49
Rossia macrosoma Rmac 17 17 9 − 19.03 ± 0.47 − 19.65; − 18.10 5.04 ± 0.69 4.48; 6.36
Sepietta oweniana Sowe 13 15 5 − 18.58 ± 0.53 − 19.46; − 18.04 4.17 ± 0.45 3.72; 4.72

Total 202 205 116



226 Rev Fish Biol Fisheries (2023) 33:221–239

1 3
Vol:. (1234567890)

Stable isotopes analyses

To obtain long-term information of the trophic niche 
of cephalopods, we analyzed the stable isotope values 
of C (�13C) and N (�15N) in their beaks (Navarro et al. 
2013; Vigo et  al. 2022). �15N values are related to 
trophic level (Post 2002). �13C values are related with 
primary production: in marine ecosystems the most 
productive areas are near the shore, therefore high 
levels of this marker indicate proximity to coastal 
habitats, while lower levels indicate greater associa-
tion with more deep oceanic waters (Layman et  al. 
2011). Complete UBs were analyzed. Specifically, we 
analyzed the stable isotope values of ten individuals 
(five males and five females) per species, when avail-
able (Table 1). Individuals of each species were ran-
domly selected. All beaks were dried at 50 °C for 48 h 
and powdered. Then, 0.3–0.4 mg of beak sample was 
packed into tin capsules and sent to the Laboratory of 
Stable Isotopes of the Estación Biológica de Doñana 

(EBD-CSIC, http:// www. ebd. csic. es/ lie/ index. html), 
where isotopic analyses were performed. Samples 
were combusted at 1020 °C using a continuous flow 
isotope-ratio mass spectrometry system via a CON-
FLO IV interface (Thermo Fisher Scientific, Bremen, 
Germany). All isotopic results were reported in the 
conventional delta (�) per mil notation (‰), relative 
to Vienna Pee Dee Belemnite (�13C) and atmospheric 
 N2 (�15N). This process showed analytical measure-
ment errors of ± 0.1 ‰ and ± 0.2 ‰ for �13C and 
�15N, respectively. Laboratory standards were previ-
ously calibrated with international standards supplied 
by the International Atomic Energy Agency (IAEA, 
Vienna).

Fig. 2  Location of the landmarks used to quantify beak shape 
in the upper (A) and lower beak (B). The red line on the UB 
picture indicates the projection of axis 1–8 in the posterior 

margin of the beak lateral wall. Beak morphology in lateral 
view of UB (C) and LB (D) detailing its main parts. Photo-
graphs and drawings correspond to the beak of Sepia o�cinalis 

http://www.ebd.csic.es/lie/index.html
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Table 2  Summary of the species analyzed in the present study, GenBank accession numbers and references

Species Mitogenome 18S rRNA 28S rRNA References

Outgroup
Order Nautilida
�Nautilus macromphalus DQ472026 AJ301606 No data Bonnaud et al. (2004), Boore (2006)

Ingroup
Order Octopoda
�Bathypolypus sponsalis OP235417 OP151115 OP161136 This study
�Eledone cirrhosa ON367818 ON156536 ON524390 Taite et al. unpublished
�Octopus salutii OP235419 OP151117 OP161138 This study
�Octopus vulgaris NC_006353 FJ617439 No data Sirakov et al. (2009), Yokobori et al. (2004)
�Pteroctopus tetracirrhus OP235420 OP151116 OP161137 This study
�Scaeurgus unicirrhus OP235418 OP151118 OP161139 This study

Order Oegopsida
�Abralia veranyi MW255555 MW233751 MW233715 Fernández-Álvarez et al. (2022)
�Histioteuthis bonnellii OP235424 OP151121 OP161142 This study
�Histioteuthis reversa OP235423 OP151122 OP161143 This study
�Illex coindetii MW255551 MW233747 MW233711 Fernández-Álvarez et al. (2022)
�Todaropsis eblanae MW255552 MW233748 MW233712 Fernández-Álvarez et al. (2022)

Order Sepiida
�Sepia elegans OP235422 OP151120 OP161141 This study
�Sepia o�cinalis NC007895 AY557471 AY557560 Akasaki et al. (2006), Lindgren et al. (2004)
�Sepia orbignyana OP235421 OP151119 OP161140 This study

Order Sepiolida
�Heteroteuthis dispar MW470866 LC597601 LC597648 Sanchez et al. (2021)
�Neorossia caroli MW478832 LC597604 LC597624 Sanchez et al. (2021)
�Rossia macrosoma MW478834 LC597602 LC597625 Sanchez et al. (2021)
�Sepietta oweniana MW478842 LC597618 LC597630 Sanchez et al. (2021)

Table 3  Description of the landmarks used for quantifying upper and lower beak shape (UB and LB), following Fang et al. (2017)

Upper beak Lower beak

Point Description Point Description

1 Anterior tip of rostrum 1 Anterior tip of rostrum
2 Position of jaw angle 2 Position of jaw angle
3 Anterior contact wing/lateral wall 3 Most anterior point of wing
4 Most posterior tangent point on lateral wall to 4 Most distal point of wing

the axis 1–8 5 Most distal contact wing/lateral wall
5 Maximal depression between 4 and 6 6 Maximal depression between 5 and 7
6 Posterior tip of lateral wall/crest 7 Most distal point of lateral wall
7 Dorsal contact wing/lateral wall 8 Posterior tip of lateral wall/crest
8 Posterior tip of hood 9 Most proximal contact wing/lateral wall

10 Posterior tip of hood
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Data analyses

Phylogenetic analyses

The partition scheme of the matrix included three 
segments: mitochondrial proteins, mitochondrial 
ribosomal RNA and nuclear ribosomal RNA genes. 
The Maximum Likelihood analysis (ML) was per-
formed in IQTREE server (Hoang et  al. 2018; 
Nguyen et al. 2015). The statistical support for each 
node is indicated after 1000 generations of the Shi-
modaira and Hasegawa like interpretation of aLRT 
statistic (SH-aLRT; Anisimova et  al. 2011) and 
10,000 ultrafast bootstrap iterations. We imple-
mented the ModelFinder tool (Kalyaanamoorthy et al. 
2017) in the IQTREE portal to estimate the best fit-
ting model of substitution for each partition follow-
ing the Bayesian Information Criterion (BIC), and 
selected these for the downstream analyses. A coales-
cent phylogenetic inference analysis was performed 
in BEAST v. 2.6.4 (Bouckaert et al. 2019). The input 
file was created using BEAUti. Site and clock models 
were independently set for each partition, based on 
the initial results of ModelFinder and selected using 
the extended options of the BEAST Package Standard 
Substitution Models SSM v. 1.0.1 (Bouckaert and Xie 
2017). Clock models were set to relaxed log-normal 
models (Drummond et al. 2006). The prior of the spe-
cies tree model was set to Yule model, and the birth 
rate was estimated by the analysis. Additionally, three 
fossil calibrations were applied to the analysis: crown 
Cephalopoda (Kröger and Mapes 2007), crown Cole-
oidea (Kröger and Mapes 2007) and crown Decapo-
diformes (Fuchs et al. 2013) with a minimum age of 
408, 240 and 75  Ma, respectively. A Markov Chain 
(Drummond et  al. 2002) of 100 million generations 
was run sampling every 10,000 generations. Chain 
convergence was examined with Tracer v. 1.7.2 
(Rambaut et  al. 2018) and ensured that ESS values 
over 200 were obtained. Finally, the initial 25% tree 
configuration was discarded as burn-in and the major-
ity consensus tree obtained using TreeAnnotator.

According to the IQTREE manual (Hoang et  al. 
2018; Nguyen et al. 2015), the SH a-LRT and ultra-
fast bootstrap values are considered accepted when 
above 80 and 95%, respectively. Posterior probabili-
ties were accepted when values were above 0.95.

Ecomorphological analyses

Firstly, individual-level geometric morphometric 
and stable isotopic data were used to obtain a general 
characterization of variation among species in mor-
phology and trophic niche. To this end, ANOVA tests 
were conducted using the function lm.rrpp of RRPP 
R package v. 1.0.0 (Collyer and Adams 2018, 2019) to 
test for interspecific differences in UB and LB shape, 
and �13C and �15N values, using residual randomiza-
tion procedures for statistical evaluation. This approach 
was selected as it is known to perform well with 
highly dimensional (and univariate) data, such as those 
obtained through geometric morphometric techniques 
(Collyer et al. 2015; Collyer and Adams 2018). When 
ANOVA tests indicated significant differences among 
species, post-hoc pairwise analyses were performed as 
implemented in the function pairwise of RRPP (Collyer 
and Adams 2018, 2019). Afterwards, species means for 
both geometric morphometric and isotopic data were 
calculated, which were used for all subsequent analyses.

To examine main patterns of evolutionary shape 
variation considering phylogenetic relationships among 
species, a principal component analysis (PCA) was 
performed on species average values of UB and LB 
sets of Procrustes coordinates separately. We examined 
the position of different species in a phylomorphospace 
plot (Sidlauskas 2008) representing the two first princi-
pal component (PC) values of beak shape and the spe-
cies phylogenetic relationships from BEAST analysis. 
PCA analyses and plots were implemented through the 
function gm.prcomp of geomorph R package (Adams 
et al. 2021; Baken et al. 2021). Moreover, for each PC 
we produced deformation grids to visualize specific 
morphological changes with respect to overall mean 
shape, using the function plotRefToTarget of geomorph 
R package (Adams et al. 2021; Baken et al. 2021). The 
degree of phylogenetic signal of each set of Procrustes 
coordinates, and of each of the isotopic markers, was 
estimated with the Kmult statistic using the function 
physignal of geomorph R package. This function eval-
uates the degree of phylogenetic signal in a dataset rel-
ative to that expected under a Brownian motion model 
of evolution for either multivariate (i.e. shape: Adams 
2014) or univariate (i.e. isotopic markers: Blomberg 
et al. 2003) data.

The multivariate association between shape (UB 
and LB Procrustes coordinates) and the ecological 
variables (stable isotopes) taking the phylogenetic 
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relationships among species into account was evalu-
ated through the function phylo.integration of geo-
morph R package. For this purpose, the function 
performs a Partial Least Squares (PLS) analysis after 
projecting the data onto the phylogenetic covariance 
matrix, and then assesses the significance of phylo-pro-
jected PLS vectors using residual randomization proce-
dures. We performed three sets of analyses, to explore 
the relationship of each of the UB and LB with both 
stable isotopic values, only �13C and only �15N.

Results

Phylogenic results

The ML analysis performed with IQTREE (Sup-
plementary files 1–2) recovered the monophyly of 
Octopoda, Oegopsida, Sepiida and Sepiolida. The split-
ting between the outgroup N. macromphalus and the 
remaining cephalopods was not statistically supported 
in our analysis, neither was the relationship between 
Octopodiformes and Decapodiformes, cephalopods 
with eight arms or with eight arms and two tentacles, 
respectively. Within Octopoda, our analysis recov-
ered a clade of Octopus vulgaris and O. salutii sister 
to Scaeurgus unicirrhus and Pteroctopus tetracirrhus. 
The genus Bathypolypus clustered with the previous 
clade with no support (71% SH-aLRT and 55% ultrafast 
bootstrap), forming a group sister to Eledone. Decapo-
diformes received strong statistical support, while the 
relationships among the three decapod orders repre-
sented in this work (Oegopsida, Sepiida and Sepiolida) 
was not supported. Within Oegopsida two sister clades 
were defined with high support (99.4/100%). The first 
clade consisted of Histioteuthis reversa and Histioteu-
this bonnellii. The second clade consisted of Illex coin-
detii and Todaropsis eblanae sister to Abralia veranyi 
(99.5/100%). The order Sepiida was represented by 
Sepia orbignyana and Sepia elegans clade sister to S. 
o�cinalis. Within Sepiolida, Rossia macrosoma and 
Neorossia caroli formed a clade. This clade was sister 
to Heteroteuthis dispar, with moderate or no statistical 
support (89/86%), and sister to Sepietta oweniana.

The BEAST analysis (Fig.  3; Supplementary file 
3) resulted in a different topology regarding the rela-
tionships among Oegopsida, Sepiida and Sepiolida, 
and between Eledone cirrhosa and Bathypolypus 
sponsalis.

Ecomorphological results

We found differences among individuals and 
between landmark replicates in the UB (individuals, 
F201, 200 = 20.51, p < 0.001; replicates, F1, 200 = 3.89, 
p < 0.001), but the absolute intra-individual differ-
ences were 5.3 times greater than the intra-individual 
variation, as indicated by the corresponding Z-val-
ues (Table  S1—Supplementary file 1). For the LB, 
we found differences between individuals but not 
between replicates of each individual (individuals, 
F204, 203 = 19.89, p < 0.001; replicates, F1, 203 = 1.19, 
p < 0.133). Statistical tests on morphological vari-
ables identified significant differences among spe-
cies in both UB and LB shape (UB, F17, 200 = 10.32, 
p < 0.001; LB, F17, 203 = 13.23, p < 0.001). Regarding 
the isotopic values, differences between species were 
only found in �15N (�13C, F17, 114 = 3.01; p = 0.095; 
�15N, F17, 114 = 11.43; p = 0.002).

The UB phylomorphospace (Fig. 4A) captured the 
highest amount of morphological variation, where 
PC1 explained 77.53% of the total shape variation 
and PC2 11.75%. The examination of PC1 deforma-
tion grids (Fig.  4A) indicated that species were dif-
ferentiated based on hood proportions and lateral 
wall size. Negative PC1 values described beaks with 
expanded hoods, sharper rostra and generally smaller 
lateral walls (e.g., S. o�cinalis and H. bonnellii). 
Positive values described beaks with reduced hoods 
and expanded lateral walls (e.g., E. cirrhosa). PC2 
deformation grids (Fig. 4A) revealed that species var-
ied across this axis based on wing size, hood width 
and lateral wall and crest proportions. Negative val-
ues corresponded to beaks with reduced wings, wider 
hoods, dorsoventrally compressed lateral walls and 
slightly reduced crests (e.g., T. eblanae). Positive val-
ues represented beaks with more developed wing and 
crest, while having reduced lateral walls and narrower 
hoods (e.g., S. elegans).

The LB phylomorphospace associated to the first 
two principal component axes (Fig.  4B) captured 
a lower amount of morphological variation, with 
PC1 explaining 65.74% of shape variation and PC2 
12.55% of the total variability. Corresponding PC1 
deformation grids (Fig.  4B) showed that LB shape 
variation was related to lateral wall size proportions, 
wing width and rostrum-jaw angle distance (RJD). 
PC1 negative values described beaks with later-
ally compressed lateral walls, especially in the crest, 
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narrower wings and stretched RJD (e.g., A. veranyi). 
In contrast, positive values along PC1 described 
beaks with elongated and dorsoventrally compressed 
lateral walls, wider wings and shortened RJD, with a 
residual jaw angle (e.g., B. sponsalis). PC2 (Fig. 4B) 
differentiated species based on lateral wall and crest 
length, as well as wing length and width. PC2 nega-
tive values described beaks with shorter and narrower 
wings and antero-posteriorly elongated lateral walls 
and crests (e.g., S. oweniana), and positive values 
corresponded to beaks with more enlarged wings in 

both width and length, and narrower lateral walls and 
crests (e.g., S. o�cinalis).

The comparison of phylomorphospace plots for 
both beak parts yielded different patterns of mor-
phospace occupancy for the examined species 
(Fig.  4). The distribution of species in the UB phy-
lomorphospace (Fig.  4A) showed a clear differen-
tiation between species of the four orders, which 
also corresponded to significant phylogenetic signal 
(K = 1.39, p < 0.001). Octopuses were the most dif-
ferentiated group, occupying the morphospace area 

Fig. 3  Dated Bayesian phylogenetic tree obtained with 
BEAST. Values on nodes indicate node ages (Ma) and poste-
rior probability from the Bayesian inference analysis, and SH-
aLRT support (%) and ultrafast bootstrap support (%) from the 
Maximum Likelihood analysis, respectively. The asterisk indi-
cates the maximum support value, NA indicate differences in 
topology between both analyses tree and the dash indicates that 

the node was not supported. Yellow dots indicate fossil cali-
bration point positions. The four main orders of the study and 
Nautilida (outgroup) are indicated. Illustrations correspond to 
each order represented in the tree and are based on Illex sp., 
Euprymna scolopes, Sepia o�cinalis, Octopus vulgaris and 
Nautilus macromphalus, from top to bottom
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that corresponds to maximum PC1 values and inter-
mediate PC2. Within them, B. sponsalis was the 
most differentiated species, occupying an intermedi-
ate position in the morphospace between Octopoda 
and the other taxa. The other orders exhibited nega-
tive PC1 values, spreading across PC2; the negative 

area of PC2 was occupied by squids and the posi-
tive one by cuttlefishes and bobtail squids. Squids 
were clearly differentiated from the other groups and 
showed a relatively scattered distribution. Cuttlefish 
and bobtail squids ranged from minimum PC1 values 
to slightly higher than zero, Sepiida were located at 

Fig. 4  Graphical repre-
sentation of the phylo-
morphospace of the upper 
(A) and lower beak (B). 
Each axis is labeled with 
the percentage of the total 
shape variability explained 
by each principal compo-
nent. Deformation grids 
show the morphological 
changes represented by 
principal components 1 
(PC1) and 2 (PC2). In 
the deformation grids, 
colored dots indicate the 
landmark mean coordinates 
between all species and 
arrows indicate deforma-
tion from the mean. Shape 
patterns were exaggerated 
1.5 times for PC1 and 2 
times for PC2. The name of 
each species correspond-
ing to the abbreviation 
are indicated as follows: 
Aver = Abralia veranyi; 
Bspo = Bathypolypus spon-
salis; Ecirr = Eledone cir-
rhosa; Hdis = Heteroteuthis 
dispar; Hbon = Histioteuthis 
bonnellii; Hrev = Histio-
teuthis reversa; Icoi = Illex 
coindetii; Ncar = Neoros-
sia caroli; Osal = Octopus 
salutii; Ovul = Octopus 
vulgaris; Ptet = Pteroctopus 
tetracirrhus; Rmac = Rossia 
macrosoma; Suni = Scaer-
gus unicirrhus; Sele = Sepia 
elegans; Soff = Sepia 
o�cinalis; Sorb = Sepia 
orbignyana; Sowe = Sepie-
tta oweniana; Tebla = Toda-
ropsis eblanae 
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lower PC1 values than Sepiolida. Within Sepiolida, 
Heteroteuthis dispar was located between Octopoda 
and the other clades, being the most differentiated of 
its group. Across the LB phylomorphospace (Fig. 4B) 
differentiation between orders was not as clear as in 
the UB, also corresponding to lower but significant 
phylogenetic signal (K = 0.76; p < 0.001). In this mor-
phospace, differences among orders were still readily 
visible, but the key difference between this pattern 
of distribution and the previous is the differentiation 
of species within orders. Here, differences in distri-
bution between close relatives appear to be more 
prominent and differences between orders seem to 
be less relevant, resulting in a less structured distri-
bution of the species. Octopuses were distributed in 
the maximum PC1 values, scattered along the PC1 
axis. Squid species were distributed in the lowest PC1 
values and near zero PC2 values. This clade was the 
least scattered, except for H. reversa which was iso-
lated at near maximum PC2 values. Cuttlefishes and 
Sepiolida had a wide distribution from intermediate 
negative PC1 values to positive near zero and from 
minimum to maximum PC2 values, represented by 

S. oweniana and S. o�cinalis, respectively. Sepiida 
occupied a position with higher PC1 and PC2 values 
than Sepiolida.

In stable isotope space (Fig. 5), species were dis-
tributed mainly in one central group, except for O. 
vulgaris and S. o�cinalis, which both had higher 
�13C and �15N values. Within the central group, we 
observed more variation along the �13C values and 
high overlap among species. Regarding the �15N val-
ues, less overlap was observed and two groups were 
distinguished. Octopoda species ranged between low 
and high �13C values and were located at lower �15N 
values (except for O. vulgaris). Squids shared low to 
medium �13C and �15N values. Sepiida were highly 
scattered, from high �13C and �15N values to both 
maximums, where S. o�cinalis was located. Bobtail 
squids were spaced from low to medium �13C values 
and low-medium �15N values. Isotopic values did not 
exhibit significant phylogenetic signal (p > 0.05 in 
both cases). Integration tests between both beaks and 
the stable isotopic values did not reveal any signifi-
cant relationship (p > 0.05; Table 4).

Fig. 5  Mean and standard error stable isotopic values of �13C 
and �15N for all cephalopod species sampled in the Northwest-
ern Mediterranean Sea. The name of each species correspond-
ing to the abbreviation are indicated as follows: Aver = Abralia 
veranyi; Bspo = Bathypolypus sponsalis; Ecirr = Eledone 
cirrhosa; Hdis = Heteroteuthis dispar; Hbon = Histioteuthis 

bonnellii; Hrev = Histioteuthis reversa; Icoi = Illex coindetii; 
Ncar = Neorossia caroli; Osal = Octopus salutii; Ovul = Octo-
pus vulgaris; Ptet = Pteroctopus tetracirrhus; Rmac = Rossia 
macrosoma; Suni = Scaergus unicirrhus; Sele = Sepia elegans; 
Soff = Sepia o�cinalis; Sorb = Sepia orbignyana; Sowe = Sepi-
etta oweniana; Tebla = Todaropsis eblanae 
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Discussion

Here, we obtained a robust phylogeny and described 
the morphological variation in beak shape among 
the selected species to test the influence of phyloge-
netic relatedness and trophic ecology over beak shape 
diversity. On one side, a high phylogenetic signal has 
been detected for both beaks indicating a close rela-
tionship between shape and phylogenetic relatedness, 
while on the other no relationship has been found 
between trophic parameters and shape. These results 
suggest a strong influence of phylogenetic relatedness 
over beak shape.

The relationships obtained through the ML analy-
sis were well-supported. In previous studies, the 
phylogeny among the four studied orders have been 
explored (Anderson and Lindgren 2021; Lindgren 
2010; Lindgren et al. 2012) without reaching a con-
clusive result regarding the relationship among deca-
podiform lineages. In this work, a tritomy appeared 
in the relationship among Oegopsida, Sepiida and 
Sepiolida. In the same way, the relationships among 
families within the order Octopoda were not clear as 
we obtained a polytomy among Eledonidae, Bathy-
polypodidae and Octopodidae (including O. salutii, 
O. vulgaris, P. tetracirrhus and S. unicirrhus). 
Although the number of analyzed individuals was 
small, the relationships found between Abralia, Toda-
ropsis and Illex was concordant with the results of 
Fernández-Álvarez et al. (2022), while the position of 
Histioteuthidae was unresolved in that work. Within 
Sepiida, our phylogenetic tree indicated a clear differ-
entiation between the clade formed by S. elegans and 
S. orbignyana respective to S. o�cinalis with strong 
statistical support, similar to previous data (Khromov 
1987; Sanjuan et al. 1996; Yoshida et al. 2006). The 

complete mitochondrial phylogeny from the recent 
study of Sanchez et al. (2021) supported our topology 
with Rossinae and Heteroteuthinae sister to Sepioli-
nae, although the analyses based on nuclear data did 
not.

Geometric morphometrics revealed clear morpho-
logical differences between the 18 cephalopod spe-
cies included in the present study for both UB and 
LB. Interestingly, these interspecific differences are 
also accompanied by significant phylogenetic signal, 
which suggests that beak shape is tightly associated 
with phylogenetic relationships, at least for the UB. 
This result likely explains why beak morphology has 
been so successfully exploited as an identification 
tool (Clarke 1986; Xavier and Cherel 2009). The UB 
shape is clearly more influenced by phylogeny than 
the LB, as reflected by the more structured distri-
bution of the species in morphospace as well as the 
higher phylogenetic signal. UB shape reflects more of 
those differences related to distant groups than closer 
ones, thus resulting in a better taxonomic order dif-
ferentiation and consequently in a higher phyloge-
netic signal. The LB still exhibits a significant phy-
logenetic signal, but the distribution of species in the 
morphospace is not as ordered with respect to the 
phylogeny. Besides, shape differences among closely 
related species are more marked when considering 
the lower than the upper part of the beak. This capa-
bility to distinguish between closely related species is 
a key aspect that makes the LB much more suitable 
for species identification than the UB. The literature 
also supports this idea, as in cephalopod identifica-
tion beak guides the LB is preferentially used and 
empirically achieves better results (Clarke 1986; Tan 
et al. 2021; Xavier and Cherel 2009).

Stable isotope values revealed interspecific eco-
logical differences, reflecting variations in the trophic 
niche and main habitats of the studied species (e.g. 
Hernández-García 1992; Jereb et  al. 2014; Regueira 
et al. 2017). Based on the stable isotope values of N 
and C together, we found a clear differentiation into 
two groups: a larger group formed by species that 
inhabit deeper habitats and a smaller one formed by 
species present on the continental shelf (O. vulgaris 
and S. o�cinalis). The larger group appears to be 
divided along the �15N values. The group with lower 
�15N values is formed by A. veranyi, I. coindetii, S. 
orbignyana, all sepiolids and the remaining Octopoda 
species; while the group with higher values is formed 

Table 4  Integration tests for upper (UB) and lower beak (LB) 
coordinate sets and stable isotopic values, δ13C, δ15N and both 
(CN), of cephalopods

r-PLS Z p value

UB and CN 0.45 − 1.11 0.87
UB and �13C 0.59 0.38 0.37
UB and �15N 0.49 − 0.44 0.67
LB and CN 0.61 0.98 0.17
LB and �13C 0.42 − 0.77 0.77
LB and �15N 0.61 1.12 0.14
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by H. bonnellii, H. reversa, S. elegans and T. eblanae. 
The first group is represented by offshore demersal 
species belonging to every order that preys mainly on 
crustaceans—Octopoda (Jereb et  al. 2014; Quetglas 
et al. 2001, 2005, 2009; Regueira et al. 2017), Oegop-
sida (Hernández-García 1992), Sepiida and Sepiolida 
(Guerra-Marrero et  al. 2020; Jereb and Roper 2005, 
2010; Vafidis et al. 2009)–, thus showing lower �15N 
levels; while the second one is formed mainly by 
pelagic species that prey mainly on fishes, followed 
by crustaceans, and therefore belonging to higher 
trophic levels (Castro and Guerra 1990; Hernández-
García 1992; Jereb and Roper 2005, 2010; Quetglas 
et  al. 2010). Although the stable isotope values and 
their interpretation are concordant with the published 
diet of these species, it is important to note that these 
trophic markers do not provide an accurate estimation 
of their diet composition or the physical quality of the 
prey tissues. For this reason, new studies including 
the type and morphology of prey present in the diet of 
these cephalopods could help to a better understand-
ing of the functional relationship between diet and 
beak shape.

Integration tests performed to explore the poten-
tial association between isotopic values and UB or 
LB shape did not identify any significant covariation 
pattern. Thus, this study could not establish a rela-
tionship between beak shape and dietary habits, in 
this case estimated by isotopic signatures. Hence, our 
results suggest that beak shape is not tightly related 
to the animal’s capability to capture and process prey 
or to its feeding performance. A possible explana-
tion for this might be many-to-one mapping, which 
is the capability of different phenotypes to achieve a 
similar functional property, a phenomenon previously 
described for many other systems (Blob et  al. 2006; 
Guderley et  al. 2006; Lappin and Husak 2005). In 
such a case, the remarkable variation in beak shape 
observed across the species investigated here, would 
not be reflected in their dietary habits. Similarly, 
functional decoupling might weaken the link between 
beak morphology and functionality: in this process, 
an important, already existing functionality can be 
performed by a different structure of the organism. 
Indeed, the beak is not the only structure related to 
prey capture and feeding. Structures such as the arms 
or tentacles, equipped with suckers, sometimes modi-
fied into capture hooks, and the radula help in hunt-
ing, seizing and fractioning prey (Villanueva et  al., 

2017). The involvement of cephalopod limbs in prey 
capture, the external digestion and the radular abra-
sion in food fractionation may result in lower selec-
tive pressure on the beak, allowing for non-adaptive 
morphological variation, at least with respect to feed-
ing ecology. The morphological variation we observe 
here in beak shape may be related to these factors, 
resulting in the observed pattern of phenotypic dif-
ferentiation across species that corresponds to shared 
evolutionary history rather than dietary habits. This 
would also explain the high phylogenetic signal of 
beak shape: as closely related species are more simi-
lar to each other than distant ones, beak shape change 
would correspond to the phylogenetic differentiation 
of the group. Using novel 3D morphometric analy-
ses, Roscian et al. (2022) found that the shape of the 
cephalopods can be also associated with particular 
ecological factors (e.g., their habitat) or mastication 
behaviours (e.g., fast closing or hard biting). The 
results of both methodologies suggest that different 
morphometric approaches might shed light on differ-
ent evolutionary trends. Thus, future studies combin-
ing both 2D and 3D morphometric analyses under 
well-resolved phylogenies might help to understand 
how both phylogenetic, functional and ecological 
constraints drive cephalopod beak shape evolution.

Conclusions

Genome skimming provides robust phylogenetic 
results in analyses based on large regions of the 
genome, such as the complete mitogenomes and 
the nuclear ribosomal genes used in this study. This 
robust phylogeny showed that cephalopod beak mor-
phological evolution is strongly driven by the phylog-
eny, while no effect of ecological pressures on beak 
morphology was detected. The strong phylogenetic 
signal for both UB and LB supports the use of beaks 
as an identification tool since beak shape strongly 
reflects phylogenetic relationships. Our results also 
explain why LBs have traditionally been more suc-
cessful for identification purposes, as this structure 
allows for a more precise identification between 
closely related species. Our approach proves that 
well-supported phylogenies can be used for assessing 
the most important drivers in cephalopod morpholog-
ical evolution. It is expected that 3D morphometric 
methods and more accurate trophic estimations could 



235Rev Fish Biol Fisheries (2023) 33:221–239 

1 3
Vol.: (0123456789)

provide better results in studies among additional 
related taxa.

Acknowledgements We are thankful to the crew of the pro-
jects SAP (ARP029/18/00003, Departament d’Acció Climàtica, 
Alimentació i Agenda Rural, Generalitat de Catalunya), to 
BITER, OCTOSET and ECOPHYN (PID2020-114732RB-
C31, RTI2018-097908-B-I00 and PID2021-126824NB-C32 
respectively, Ministerio de Ciencia e Innovación, Gobierno 
de España) for granting the access to the samples and to 
Núria Lombarte Recasens for the illustrations provided of the 
beaks and major taxonomic groups. This study is part of the 
Master thesis of A.S.-M., who was supported by a JAE-Intro 
grant of CSIC (JAEIntro2020-ICM-2). F.Á.F.-Á. was sup-
ported by an Irish Research Council–Government of Ireland 
Postdoctoral Fellowship Award (ref. GOIPD/2019/460) and a 
JdC-I Postdoctoral Fellowship Grant (ref. IJC2020-043170-I) 
awarded by MCIN/AEI/10.13039/501100011033 and the 
European Union NextGenerationEU/PRTR. A.K. is supported 
by a Ramón y Cajal research grant co-funded by the Span-
ish State Research Agency and the European Social Fund 
(RYC2019-026688-I/AEI/10.13039/501100011033). M.T. was 
funded by a Ph.D. fellowship from the Irish Research Council 
(GOIPG/2017/1740) and was supported by the Dr. Tony Ryan 
Research Fund. This research was supported by the Spanish 
government through the ‘Severo Ochoa Centre of Excellence’ 
accreditation (CEX2019-000928-S). This work is a contribu-
tion to the AFOC initiative (Shape Analysis of Cephalopods’ 
Beaks; ICM-CSIC). We thank the two anonymous reviewers 
for their helpful comments.

Author contributions All authors contributed to the study 
conception and design. Sampling was performed by AS-M, 
FÁF-Á, MF, OE, RV and JN. Morphological data collection 
and analyses were performed by AS-M, FÁF-Á, MF, AK and 
JN. Molecular data acquisition, phylogenetic and evolutionary 
analyses were performed by AS-M, FÁF-Á, AK, MT and ALA. 
Stable isotopic analyses were performed by AS-M and JN. 
The first draft of the manuscript was written by AS-M and all 
authors commented on subsequent versions of the manuscript. 
All authors read and approved the final manuscript.

Funding Open Access funding provided thanks to the 
CRUE-CSIC agreement with Springer Nature.

Data availability Genetic data underlying this article are 
available in the GenBank Nucleotide Database at https:// www. 
ncbi. nlm. nih. gov/ genba nk/ and can be accessed with the Gen-
Bank accession numbers OP151115-OP151122, OP161136-
OP161143, OP235417-OP235424. The FastQ files can be 
accessed within the GenBank Nucleotide Database with the 
BioProject accession number PRJNA866317. Stable isotope 
and geometric morphometric data are available upon request 
from the corresponding author. Additional material is available 
in Supplementary files 1–3.

Declarations 

Conflict of interest Authors declare no conflict of interest.

Open Access This article is licensed under a Creative Com-
mons 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 Crea-
tive 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:// creat iveco mmons. org/ licen ses/ by/4. 0/.

References

Adams DC (2014) A generalized K statistic for estimating phy-
logenetic signal from shape and other high-dimensional 
multivariate data. Syst Biol 63:685–697. https:// doi. org/ 
10. 1093/ sysbio/ syu030

Adams DC, Collyer M, Kaliontzopoulou A, Baken E (2021) 
Geomorph: software for geometric morphometric analy-
ses. R package version 4.0. https:// cran.r- proje ct. org/ 
packa ge= geomo rph Accessed 8 Mar 2022

Akasaki T, Nikaido M, Tsuchiya K, Segawa S, Hasegawa M, 
Okada N (2006) Extensive mitochondrial gene arrange-
ments in coleoid Cephalopoda and their phylogenetic 
implications. Mol Phylogenet Evol 38:648–658. https:// 
doi. org/ 10. 1016/j. ympev. 2005. 10. 018

Anderson FE, Lindgren AR (2021) Phylogenomic analyses 
recover a clade of large-bodied decapodiform cephalo-
pods. Mol Phylogenet Evol 156:107038. https:// doi. org/ 
10. 1016/j. ympev. 2020. 107038

Andrews S (2010) FastQC: a quality control tool for high 
throughput sequence data. http:// www. bioin forma tics. 
babra ham. ac. uk/ proje cts/ fastqc. Accessed 8 Mar 2022

Anisimova M, Gil M, Dufayard JF, Dessimoz C, Gascuel O 
(2011) Survey of branch support methods demonstrates 
accuracy, power, and robustness of fast likelihood-based 
approximation schemes. Syst Biol 60:685–699. https:// 
doi. org/ 10. 1093/ sysbio/ syr041

Arnold SJ (1983) Morphology, performance and fitness. Integr 
Comp Biol 23:347–361. https:// doi. org/ 10. 1093/ icb/ 23.2. 
347

Baken E, Collyer ML, Kaliontzopoulou A, Adams DC (2021) 
geomorph v4.0 and gmShiny: enhanced analytics and a 
new graphical interface for a comprehensive morpho-
metric experience. Methods Ecol Evol 12:2355–2363. 
https:// doi. org/ 10. 1111/ 2041- 210X. 13723

Bernt M, Donath A, Jühling F, Externbrink F, Florentz C, 
Fritzsch G, Pütz J, Middendorf M, Stadler PF (2013) 
MITOS: improved de novo metazoan mitochondrial 
genome annotation. Mol Phylogenet Evol 69:313–319. 
https:// doi. org/ 10. 1016/j. ympev. 2012. 08. 023

Blob RW, Rai R, Julius ML, Schoenfuss HL (2006) Functional 
diversity in extreme environments: effects of locomo-
tor style and substrate texture on the waterfall climbing 



236 Rev Fish Biol Fisheries (2023) 33:221–239

1 3
Vol:. (1234567890)

performance of Hawaiian gobiid fishes. J Zool 268:315–
324. https:// doi. org/ 10. 1111/j. 1469- 7998. 2005. 00034.x

Blomberg SP, Garland T Jr, Ives AR (2003) Testing for phylo-
genetic signal in comparative data: behavioural traits are 
more labile. Evolution 57:717–745. https:// doi. org/ 10. 
1111/j. 0014- 3820. 2003. tb002 85.x

Bonnaud L, Ozouf-Costaz C, Boucher-Rodoni R (2004) A 
molecular and karyological approach to the taxonomy 
of Nautilus. C R Biol 327:133–138. https:// doi. org/ 10. 
1016/j. crvi. 2003. 12. 004

Booher DB, Gibson JC, Liu C, Longino JT, Fisher B, Janda 
M, Narula N, Toulkeridou E, Mikheyev AS, Suarez AV, 
Economo EP (2021) Functional innovation promotes 
diversification of form in the evolution of an ultrafast 
trap-jaw mechanism in ants. PLoS Biol 19:1–22. https:// 
doi. org/ 10. 1371/ journ al. pbio. 30010 31

Boore JL (2006) The complete sequence of the mitochondrial 
genome of Nautilus macromphalus (Mollusca: Cepha-
lopoda). BMC Genom 7:1–13. https:// doi. org/ 10. 1186/ 
1471- 2164-7- 182

Bouckaert R, Xie D (2017) Standard nucleotide substitution 
models v1.0.1. 10.5281/zenodo.995740. Accessed 8 Mar 
2022

Bouckaert R, Vaughan TG, Barido-Sottani J, Duchêne S, 
Fourment M, Gavryushkina A, Heled J, Jones G, Küh-
nert D, De Maio N, Matschiner M, Mendes FK, Müller 
NF, Ogilvie HA, du Plessis L, Popinga A, Rambaut A, 
Rasmussen D, Siveroni I, Suchard MA, Wu C, Xie D, 
Zhang C, Stadler T, Drummond AJ (2019) BEAST 2.5: 
an advanced software platform for Bayesian evolutionary 
analysis. PLoS Comput Biol 15:1–28. https:// doi. org/ 10. 
1371/ journ al. pcbi. 10066 50

Boyle PR (1996) Cephalopod populations: Definition and 
dynamics. Philos Trans R Soc B 351:985–1002. https:// 
doi. org/ 10. 1098/ rstb. 1996. 0089

Boyle PR, Rodhouse P (2005) Cephalopods: ecology and fish-
eries. Blackwell Science, Oxford

Castresana J (2000) Selection of conserved blocks from mul-
tiple alignments for their use in phylogenetic analysis. 
Mol Biol Evol 17:540–552. https:// doi. org/ 10. 1093/ oxfor 
djour nals. molbev. a0263 34

Castro BG, Guerra A (1990) The diet of Sepia o�cinalis 
(Linnaeus, 1758) and Sepia elegans (D’Orbigny, 1835) 
(Cephalopoda, Sepioidea) from the Ría de Vigo (NW 
Spain). Sci Mar 54:375–388

Clarke MR (1986) A handbook for the identification of cepha-
lopod beaks. Clarendon, Oxford

Clarke MR, Maddock L (1988) Beaks of living coleoid Cepha-
lopoda. In: Clarke MR, Trueman ER (eds) The Mollusca. 
Paleontology and neontology of cephalopods, vol 12. 
Academic Press, England, pp 123–131

Collar DC, Wainwright PC (2006) Discordance between mor-
phological and mechanical diversity in the feeding mech-
anism of centrarchid fishes. Evolution 60:2575–2584. 
https:// doi. org/ 10. 1111/j. 0014- 3820. 2006. tb018 91.x

Collyer ML, Adams DC (2018) RRPP: an R package for fitting 
linear models to high-dimensional data using residual 
randomization. Methods Ecol Evol 9:1772–1779. https:// 
doi. org/ 10. 1111/ 2041- 210X. 13029

Collyer ML, Adams DC (2019) RRPP: linear model evaluation 
with randomized residuals in a permutation procedure. 

R package version 0.4.0. https:// cran.r- proje ct. org/ packa 
ge= RRPP. Accessed 8 Mar 2022

Collyer ML, Sekora DJ, Adams DC (2015) A method for anal-
ysis of phenotypic change for phenotypes described by 
high-dimensional data. Heredity 115:357–365. https:// 
doi. org/ 10. 1038/ hdy. 2014. 75

Coll M, Navarro J, Olson RJ, Christensen V (2013) Assess-
ing the trophic position and ecological role of squids in 
marine ecosystems by means of food-web models. Deep-
Sea Res Part II 95:21–36. https:// doi. org/ 10. 1016/j. dsr2. 
2012. 08. 020

Cuccu D, Mereu M, Porcu C, Follesa MC, Cau AL, Cau A 
(2013) Development of sexual organs and fecundity in 
Octopus vulgaris Cuvier, 1797 from the Sardinian waters 
(Mediterranean Sea). Med Mar Sci 14:270–277. https:// 
doi. org/ 10. 12681/ mms. 412

Dierckxsens N, Mardulyn P, Smits G (2016) NOVOPlasty: de 
novo assembly of organelle genomes from whole genome 
data. Nucleic Acids Res 45:e18. https:// doi. org/ 10. 1093/ 
nar/ gkw955

Dodsworth S (2015) Genome skimming for next-generation 
biodiversity analysis. Trends Plant Sci 20:525–527. 
https:// doi. org/ 10. 1016/j. tplan ts. 2015. 06. 012

Drummond AJ, Nicholls GK, Rodrigo AG, Solomon W (2002) 
Estimating mutation parameters, population history 
and genealogy simultaneously from temporally spaced 
sequence data. Genetics 161:1307–1320. https:// doi. org/ 
10. 1093/ genet ics/ 161.3. 1307

Drummond AJ, Ho SYW, Phillips MJ, Rambaut A (2006) 
Relaxed phylogenetics and dating with confidence. PLoS 
Biol 4:699–710. https:// doi. org/ 10. 1371/ journ al. pbio. 
00400 88

Fang Z, Chen X, Su H, Thompson K, Chen Y (2017) Evalu-
ation of stock variation and sexual dimorphism of 
beak shape of neon flying squid, Ommastrephes bar-
tramii, based on geometric morphometrics. Hyd-
robiologia 784:367–380. https:// doi. org/ 10. 1007/ 
s10750- 016- 2898-0

Fang Z, Fan JT, Chen XJ, Chen YY (2018) Beak identifica-
tion of four dominant octopus species in the East China 
Sea based on traditional measurements and geometric 
morphometrics. Fish Sci 84:975–985. https:// doi. org/ 10. 
1007/ s12562- 018- 1235-0

Fernández-Álvarez FÁ, Farré M, Sánchez-Márquez A, Vil-
lanueva R, Escolar O, Navarro J (2020) Potentially hand-
icapped but otherwise functional: malformations in prey 
capture tools show no impacts on octopus life. Ecol Evol 
10:12685–12689. https:// doi. org/ 10. 1002/ ece3. 6903

Fernández-Álvarez FÁ, Taite M, Vecchione M, Villanueva R, 
Allcock AL (2022) A phylogenomic look into the sys-
tematics of oceanic squids (order Oegopsida). Zool J 
Linn Soc 194:1212–1235. https:// doi. org/ 10. 1093/ zooli 
nnean/ zlab0 69

Franco-Santos RM, Vidal EAG (2014) Beak development of 
early squid paralarvae (Cephalopoda: Teuthoidea) may 
reflect an adaptation to a specialized feeding mode. 
Hydrobiologia 725:85–103. https:// doi. org/ 10. 1007/ 
s10750- 013- 1715-2

Fuchs D, Iba Y, Ifrim C, Nishimura T, Kennedy WJ, Keupp H, 
Stinnesbeck W, Tanabe K (2013) Longibelus gen. nov., a 
new Cretaceous coleoid genus linking Belemnoidea and 



237Rev Fish Biol Fisheries (2023) 33:221–239 

1 3
Vol.: (0123456789)

early Decabrachia. Palaeontology 56:1081–1106. https:// 
doi. org/ 10. 1111/ pala. 12036

Guderley H, Houle-Leroy P, Diffee GM, Camp DM, Garland T 
Jr (2006) Morphometry, ultrastructure, myosin isoforms, 
and metabolic capacities of the “mini muscles” favoured 
by selection for high activity in house mice. Comp Bio-
chem Physiol B 144:271–282. https:// doi. org/ 10. 1016/j. 
cbpb. 2006. 02. 009

Guerra-Marrero A, Hernández-García V, Sarmiento-Lezcano 
A, Jiménez-Alvarado D, Santana-del Pino A, Castro JJ 
(2020) Migratory patterns, vertical distributions and 
diets of Abralia veranyi and Abraliopsis morisii (Cepha-
lopoda: Enoploteuthidae) in the eastern North Atlantic. 
J Molluscan Stud 86:27–34. https:// doi. org/ 10. 1093/ mol-
lus/ eyz029

Hernández-García V (1992) Preliminary notes about feeding 
of three species of flying squids (Cephalopoda, Ommas-
trephidae) in the Northwest Africa (CECAF Area). ICES 
Papers Rep 1992/K:24 1–13

Herrel A, Adriaens D, Verraes W, Aerts P (2002) Bite perfor-
mance in clariid fishes with hypertrophied jaw adductors 
as deduced by bite modeling. J Morphol 253:196–205. 
https:// doi. org/ 10. 1002/ jmor. 1121

Herrel A, Podos J, Huber SK, Hendry AP (2005) Bite per-
formance and morphology in a population of Darwin’s 
finches: implications for the evolution of beak shape. 
Funct Ecol 19:43–48. https:// doi. org/ 10. 1111/j. 0269- 
8463. 2005. 00923.x

Hoang DT, Chernomor O, von Haeseler A, Minh BQ, Vinh 
LS (2018) UFBoot2: improving the ultrafast bootstrap 
approximation. Mol Biol Evol 35:518–522. https:// doi. 
org/ 10. 1093/ molbev/ msx281

Ibáñez CM, Díaz-Santana-Iturrios M, Carrasco SA, Fernández-
Álvarez FA, López-Córdova DA, Cornejo CF, Ortiz N, 
Rocha F, Pardo-Gandarillas MC (2021a) Macroevolu-
tionary Trade-offs and trends in life history traits of ceph-
alopods through a comparative phylogenetic approach. 
Front Mar Sci 8:707825. https:// doi. org/ 10. 3389/ fmars. 
2021. 707825

Ibáñez CM, Díaz-Santana-Iturrios M, López-Córdova DA, 
Carrasco SA, Pardo-Gandarillas MC, Rocha F, Vidal 
EA (2021b) A phylogenetic approach to understand the 
evolution of reproduction in coleoid cephalopods. Mol 
Phylogenet Evol 155:106972. https:// doi. org/ 10. 1016/j. 
ympev. 2020. 106972

Jereb P, Roper CFE (2005) Cephalopods of the world. An 
annotated and illustrated catalogue of cephalopod spe-
cies known to date. Chambered nautiluses and sepioids 
(Nautilidae, Sepiidae, Sepiolidae, Sepiariidae, Idiosepii-
dae and Spirulidae). FAO Species Catalogue for Fishery 
Purposes, no 4, vol 1. FAO, Rome

Jereb P, Roper CFE (2010) Cephalopods of the world. An 
annotated and illustrated catalogue of species known to 
date. Myopsid and Oegopsid squids. FAO species cata-
logue for fishery purposes, no 4, vol 2. FAO, Rome

Jereb P, Roper CFE, Norman MD, Finn JK (2014) Cephalo-
pods of the world. An annotated and illustrated catalogue 
of cephalopod species known to date. Octopods and 
vampire squids. FAO Species Catalogue for Fishery Pur-
poses, no 4, vol 3. FAO, Rome

Kaliontzopoulou A, Adams DC, van der Meijden A, Perera A, 
Carretero MA (2012) Relationships between head mor-
phology, bite performance and ecology in two species of 
Podarcis wall lizards. Evol Ecol 26:825–845. https:// doi. 
org/ 10. 1007/ s10682- 011- 9538-y

Kalyaanamoorthy S, Minh BQ, Wong TKF, von Haeseler A, 
Jermiin LS (2017) ModelFinder: fast model selection for 
accurate phylogenetic estimates. Nat Methods 14:587–
589. https:// doi. org/ 10. 1038/ nmeth. 4285

Karr JR, James FC (1975) Eco-morphological configurations 
and convergent evolution of species and communities. In: 
Cody ML, Diamond JM (eds) Ecology and evolution of 
communities. Harvard University Press, Cambridge, pp 
258–291

Katoh K, Asimenos G, Toh H (2009) Multiple alignment 
of DNA sequences with MAFFT. Methods Mol Biol 
537:39–64. https:// doi. org/ 10. 1007/ 978-1- 59745- 251-9

Khromov DN (1987) System and phylogeny of the cuttle-
fish family Sepiidae (Cephalopoda). Zool Zhurnal 
66:1164–1176

Kröger B, Mapes RH (2007) On the origin of bactritoids 
(Cephalopoda). Palaontol Z 81:316–327. https:// doi. org/ 
10. 1007/ BF029 90181

Lagesen K, Hallin P, Rødland EA, Stærfeldt HH, Rognes T, 
Ussery DW (2007) RNAmmer: consistent and rapid 
annotation of ribosomal RNA genes. Nucleic Acids Res 
35:3100–3108. https:// doi. org/ 10. 1093/ nar/ gkm160

Lappin AK, Husak JF (2005) Weapon performance, not size, 
determines mating success and potential reproductive 
output in the collared lizard (Crotaphytus collaris). Am 
Nat 166:426–436. https:// doi. org/ 10. 1086/ 432564

Layman CA, Araujo MS, Boucek R, Hammerschlag-Peyer CM, 
Harrison E, Jud ZR, Matich P, Rosenblatt AE, Vaudo JJ, 
Yeager LA, Post DM, Bearhop S (2011) Applying stable 
isotopes to examine food-web structure: an overview of 
analytical tools. Biol Rev 87:545–562. https:// doi. org/ 10. 
1111/j. 1469- 185X. 2011. 00208.x

Lindgren AR (2010) Molecular inference of phylogenetic rela-
tionships among Decapodiformes (Mollusca: Cephalop-
oda) with special focus on the squid Order Oegopsida. 
Mol Phylogenet Evol 56:77–90. https:// doi. org/ 10. 1016/j. 
ympev. 2010. 03. 025

Lindgren AR, Giribet G, Nishiguchi MK (2004) A combined 
approach to the phylogeny of Cephalopoda (Mollusca). 
Cladistics 205:454–486. https:// doi. org/ 10. 1111/j. 1096- 
0031. 2004. 00032.x

Lindgren AR, Pankey MS, Hochberg FG, Oakley TH (2012) A 
multi-gene phylogeny of Cephalopoda supports conver-
gent morphological evolution in association with multi-
ple habitat shifts in the marine environment. BMC Evol 
Biol 12:1. https:// doi. org/ 10. 1186/ 1471- 2148- 12- 129

Lipiński MR, Underhill LG (1995) Sexual maturation in squid: 
quantum or continuum? S Afr J Mar Sci 15:207–223. 
https:// doi. org/ 10. 2989/ 02577 61950 95048 44

Losos JB (1990) Ecomorphology, performance capability, and 
scaling of West Indian Anolis lizards: an evolutionary 
analysis. Ecol Monogr 60:369–388. https:// doi. org/ 10. 
2307/ 19430 62

Masello JF, Ryan PG, Shepherd LD, Quillfeldt P, Cherel Y, 
Tennyson AJD, Alderman R, Calderón L, Cole TL, Cuth-
bert RJ, Dilley BJ, Massaro M, Miskelly CM, Navarro J, 



238 Rev Fish Biol Fisheries (2023) 33:221–239

1 3
Vol:. (1234567890)

Phillips RA, Weimerskirch H, Moodley Y (2022) Inde-
pendent evolution of intermediate bill widths in a seabird 
clade. Mol Genet Genom 297:183–198. https:// doi. org/ 
10. 1007/ s00438- 021- 01845-3

Navarro J, Coll M, Somes CJ, Olson RJ (2013) Trophic niche 
of squids: insights from isotopic data in marine systems 
worldwide. Deep-Sea Res Part II 95:93–102. https:// doi. 
org/ 10. 1016/j. dsr2. 2013. 01. 031

Neige P, Dommergues JL (2002) Disparity of beaks and sta-
toliths of some coleoids: a morphometric approach to 
depict shape differentiation. Gabhandlungen Geol Bun-
desanst 57:393–399

Nguyen LT, Schmidt HA, von Haeseler A, Minh BQ (2015) IQ-
TREE: a fast and effective stochastic algorithm for esti-
mating maximum-likelihood phylogenies. Mol Biol Evol 
32:268–274. https:// doi. org/ 10. 1093/ molbev/ msu300

Packard A (1972) Cephalopods and fish: the limits of conver-
gence. Biol Rev 47:241–307. https:// doi. org/ 10. 1111/j. 
1469- 185X. 1972. tb009 75.x

Post DM (2002) Using stable isotopes to estimate trophic 
position: models, methods, and assumptions. Ecology 
83:703–718. https:// doi. org/ 10. 1890/ 0012- 9658(2002) 
083[0703: USITET] 2.0. CO;2

Püffel F, Pouget A, Liu X, Zuber M, van de Kamp T, Roces 
F, Labonte D (2021) Morphological determinants of 
bite force capacity in insects: a biomechanical analy-
sis of polymorphic leaf-cutter ants. J R Soc Interface 
18:20210424. https:// doi. org/ 10. 1098/ rsif. 2021. 0424

Quetglas A, González M, Carbonell A, Sánchez P (2001) Biol-
ogy of the deep-sea octopus Bathypolypus sponsalis 
(Cephalopoda: Octopodidae) from the western Mediter-
ranean Sea. Mar Biol 138:785–792. https:// doi. org/ 10. 
1007/ s0022 70000 495

Quetglas A, González M, Franco I (2005) Biology of the 
upper-slope cephalopod Octopus salutii from the western 
Mediterranean Sea. Mar Biol 146:1131–1138. https:// 
doi. org/ 10. 1007/ s00227- 004- 1522-4

Quetglas A, Ordines F, González M, Franco I (2009) Life his-
tory of the bathyal octopus Pteroctopus tetracirrhus 
(Mollusca, Cephalopoda) in the Mediterranean Sea. 
Deep-Sea Res Part I 56:1379–1390. https:// doi. org/ 10. 
1016/j. dsr. 2009. 02. 007

Quetglas A, de Mesa A, Ordines F, Grau A (2010) Life his-
tory of the deep-sea cephalopod family Histioteuthidae in 
the western Mediterranean. Deep-Sea Res Part I 57:999–
1008. https:// doi. org/ 10. 1016/j. dsr. 2010. 04. 008

R Core Team (2021) R: a language and environment for sta-
tistical computing (4.0.5). R Foundation for Statistical 
Computing, Vienna, Austria. https:// www.r- proje ct. org/. 
Accessed 8 Mar 2022

Rambaut A, Drummond AJ, Xie D, Baele G, Suchard MA 
(2018) Posterior summarization in Bayesian phylogenet-
ics using Tracer 1.7. Syst Biol 67:901–904. https:// doi. 
org/ 10. 1093/ sysbio/ syy032

Regueira M, Guerra A, Fernández-Jardón CM, González ÁF 
(2017) Diet of the horned octopus Eledone cirrhosa in 
Atlantic Iberian waters: ontogenetic and environmental 
factors affecting prey ingestion. Hydrobiologia 785:159–
171. https:// doi. org/ 10. 1007/ s10750- 016- 2916-2

Renaud S, Auffray JC (2010) Adaptation and plasticity in insu-
lar evolution of the house mouse mandible. J Zool Syst 

Evol Res 48:138–150. https:// doi. org/ 10. 1111/j. 1439- 
0469. 2009. 00527.x

Ricklefs RE, Miles DB (1994) Ecological and evolutionary 
inferences from morphology: an ecological perspective. 
In: Wainwright PC, Reilly SM (eds) Ecological morphol-
ogy: integrative organismal biology. The University of 
Chicago Press, Chicago, pp 13–41

Rodhouse PG, Nigmatullin CM (1996) Role as consumers. 
Philos Trans R Soc Lond B 351:1003–1022. https:// doi. 
org/ 10. 1098/ rstb. 1996. 0090

Rohlf FJ (2018) tpsDig, digitize landmarks and outlines, ver-
sion 2.31. Department of Ecology and Evolution, Univer-
sity of New York, Stony Brook

Rohlf FJ, Slice DE (1990) Extensions of the procrustes method 
for the optimal superimposition of landmarks. Syst Zool 
39:40–59. https:// doi. org/ 10. 2307/ 29922 07

Roscian M, Herrel A, Zaharias P, Cornette R, Fernandez V, 
Kruta I, Cherel Y, Rouget I (2022) Every hooked beak 
is maintained by a prey: ecological signal in cephalopod 
beak shape. Funct Ecol 36:2015–2028. https:// doi. org/ 10. 
1111/ 1365- 2435. 14098

Sanchez G, Fernández-Álvarez FÁ, Taite M, Sugimoto C, Jolly 
J, Simakov O, Marlétaz F, Allcock AL, Rokhsar DS 
(2021) Phylogenomics illuminates the evolution of bob-
tail and bottletail squid (order Sepiolida). Commun Biol 
4:1–9. https:// doi. org/ 10. 1038/ s42003- 021- 02348-y

Sanjuan A, Pérez-Losada M, Guerra A (1996) Genetic differ-
entiation in three Sepia species (Mollusca: Cephalopoda) 
from Galician waters (north-west Iberian Peninsula). Mar 
Biol 126:253–259. https:// doi. org/ 10. 1007/ BF003 47450

Santana SE, Dumont ER, Davis JL (2010) Mechanics of bite 
force production and its relationship to diet in bats. Funct 
Ecol 24:776–784. https:// doi. org/ 10. 1111/j. 1365- 2435. 
2010. 01703.x

Sidlauskas B (2008) Continuous and arrested morphological 
diversification in sister clades of characiform fishes: a 
phylomorphospace approach. Evolution 62:3135–3156. 
https:// doi. org/ 10. 1111/j. 1558- 5646. 2008. 00519.x

Sirakov M, Zarrella I, Borra M, Rizzo F, Biffali E, Arnone 
MI, Fiorito G (2009) Selection and validation of a set of 
reliable reference genes for quantitative RT-PCR stud-
ies in the brain of the Cephalopod Mollusc Octopus vul-
garis. BMC Mol Biol 10:1–8. https:// doi. org/ 10. 1186/ 
1471- 2199- 10- 70

Smale MJ (1996) Cephalopods as prey. IV. Fishes. Philos Trans 
R Soc B 351:1067–1081. https:// doi. org/ 10. 1098/ rstb. 
1996. 0094

Tanabe K, Misaki A, Ubukata T (2015) Late Cretaceous record 
of large soft-bodied coleoids based on lower jaw remains 
from Hokkaido, Japan. Acta Palaeontol Pol 60:27–38

Tan HY, Goh ZY, Loh KH, Then AYH, Omar H, Chang SW 
(2021) Cephalopod species identification using inte-
grated analysis of machine learning and deep learning 
approaches. PeerJ 9:e11825. https:// doi. org/ 10. 7717/ 
peerj. 11825

Turnbull WD (1970) Mammalian masticatory apparatus. Field 
Museum Press, Chicago

Vafidis D, Kallianiotis A, Chartosia N, Koukouras A (2009) 
The Sepioidea (Cephalopoda, Mollusca) fauna of the 
Aegean Sea: comparison with the neighbouring seas and 
notes on their diet composition. J Biol Res 11:57–71



239Rev Fish Biol Fisheries (2023) 33:221–239 

1 3
Vol.: (0123456789)

Vigo M, Navarro J, Giménez J, Andón N, Martínez-Lage A, 
Company JB, Rotllant G (2022) Using molecular and 
stable isotope markers to identify the main predators of 
Nephrops norvegicus in Mediterranean deep-water eco-
systems. Mar Ecol Prog Ser 695:95–108. https:// doi. org/ 
10. 3354/ meps1 4110

Villanueva R, Perricone V, Fiorito G (2017) Cephalopods as 
predators: a short journey among behavioral flexibili-
ties, adaptions, and feeding habits. Front Physiol 8:1–12. 
https:// doi. org/ 10. 3389/ fphys. 2017. 00598

Wainwright PC (2007) Functional versus morphological 
diversity in macroevolution. Annu Rev Ecol Evol Syst 
38:381–401. https:// doi. org/ 10. 1146/ annur ev. ecols ys. 38. 
091206. 095706

Williams EE (1972) The origin of faunas. Evolution of lizard 
congeners in a complex island fauna: a trial analysis. In: 
Dobzhansky T, Hecht MK, Steere WC (eds) Evolution-
ary biology. Springer, New York, pp 47–89

Xavier JC, Cherel Y (2009) Cephalopod beak guide for the 
Southern Ocean. British Antarctic Survey, Amsterdam

Yokobori S, Fukuda N, Nakamura M, Aoyama T, Oshima T 
(2004) Long-term conservation of six duplicated struc-
tural genes in cephalopod mitochondrial genomes. Mol 
Biol Evol 21:2034–2046. https:// doi. org/ 10. 1093/ mol-
bev/ msh227

Yoshida MA, Tsuneki K, Furuya H (2006) Phylogeny of 
selected sepiidae (Mollusca, Cephalopoda) based on 12S, 
16S, and COI sequences, with comments on the taxo-
nomic reliability of several morphological characters. 
Zool Sci 23:341–351. https:// doi. org/ 10. 2108/ zsj. 23. 341

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


	Unravelling the phylogenetic and ecological drivers of beak shape variability in cephalopods
	Abstract 
	Graphical abstract 

	Introduction
	Material and methods




