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Simple Summary: The response of marine fish species to external pressures highly depends on their
intrinsic bio-ecological traits. Among those species of commercial interest, the deep-water Blackspot
Seabream (Pagellus bogaraveo, Brünnich 1768) inhabits a large geographical range, a condition that
might contribute to high resilience to fishing activity. The biology of the species has been patchily
investigated in past years, and to date a complete picture of its connectivity across its distribution
area (Eastern Atlantic Ocean and Mediterranean Sea) has not been available. We investigated the
species’ genetic variability and differentiation at a very large geographical scale by analysing nuclear
DNA markers. The absence of genetic population structuring over such a wide area was found,
strengthening the hypothesis that egg and larval dispersal are fundamental in sustaining the genetic
connectivity of the Blackspot Seabream.

Abstract: Investigations of population structuring in wild species are fundamental to complete
the bigger picture defining their ecological and biological roles in the marine realm, to estimate
their recovery capacity triggered by human disturbance and implement more efficient management
strategies for fishery resources. The Blackspot Seabream (Pagellus bogaraveo, Brünnich 1768) is a
commercially valuable deep-water fish highly exploited over past decades. Considering its exploitation
status, deepening the knowledge of intraspecific variability, genetic diversity, and differentiation using
high-performing molecular markers is considered an important step for a more effective stock assessment
and fishery management. With one of the largest efforts conceived of and completed by countries

Animals 2023, 13, 2691. https://doi.org/10.3390/ani13172691 https://www.mdpi.com/journal/animals

https://doi.org/10.3390/ani13172691
https://doi.org/10.3390/ani13172691
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/animals
https://www.mdpi.com
https://orcid.org/0000-0002-3499-8396
https://orcid.org/0000-0002-0861-5144
https://orcid.org/0000-0002-6302-649X
https://orcid.org/0000-0001-8940-5749
https://orcid.org/0000-0002-4966-6212
https://orcid.org/0000-0002-1772-8984
https://orcid.org/0000-0002-5513-0086
https://doi.org/10.3390/ani13172691
https://www.mdpi.com/journal/animals
https://www.mdpi.com/article/10.3390/ani13172691?type=check_update&version=1


Animals 2023, 13, 2691 2 of 18

overlooking the Atlantic and Mediterranean coasts in recent years, a total of 320 individuals were
collected from different fishing grounds in the Mediterranean Sea and Atlantic Ocean and analysed using
29 microsatellite loci. We applied multiple statistical approaches to investigate the species’ connectivity
and population structure across most of its described distribution area. Considering the incomplete
knowledge regarding the migratory behaviour of adults, here we suggest the importance of egg and
larval dispersal in sustaining the observed genetic connectivity on such a large geographical scale.

Keywords: population structure; microsatellite; connectivity; Blackspot Seabream; Pagellus bogaraveo;
fishery resource

1. Introduction

Genetic structuring in marine populations has been demonstrated to be the result of
historical and contemporary interactions among complex scenarios involving bio-ecological,
demographic, behavioural, evolutionary, and oceanographic processes [1–3]. The latter
factors can affect species at very different life stages, determining rates and patterns of
dispersal of gametes, zygotes, and larvae, representing the phases with the highest move-
ment opportunities, and adults. In addition, stochastic and deterministic forces (i.e., genetic
drift, natural selection) are intrinsically bound to the survival and reproductive success
of individuals and can contribute to spatial and temporal connectivity within and among
populations [4]. In recent years, an increasing number of case studies of marine species
(i.e., otoliths, parasites, tagging [5–7]), conducted combining different approaches, demon-
strated that local adaptation and/or oceanographic barriers can maintain genetic diver-
gence between geographical populations [8–10]. The presence or absence of fragmented
patterns of genetic variation should thus be considered for conservation and management
purposes in order to avoid the erosion of genetic adaptive potential. From this perspective,
maintaining high levels of diversity within species and understanding their response to
human disturbance (e.g., habitat fragmentation, climate change, and overexploitation) are
equally important, especially when looking at commercially appreciated wild species [11].

Among Sparidae, the Blackspot Seabream (Pagellus bogaraveo, Brünnich 1768) is a
large-sized, benthopelagic species common in the Eastern Atlantic Ocean from Norway and
Sweden, to Cape Blanc (Morocco), Madeira, Canary, and Azores Islands, as well as in the
western and central Mediterranean Sea and the Aegean Sea [12–15]. This species lives in
small shoals on different types of sea-bottoms, from muddy to rocky, near offshore banks, on
seamounts, and in cold-water reefs [16–18]. The vertical and bathymetric distribution of the
species varies according to body size and season of the year: the larva is planktonic, whilst
young individuals are found near the coasts with a major concentration in areas of relatively
high productivity (e.g., river deltas) that are used as nurseries [14]. Young specimens and
sub-adults are common in the shallower depths, down to a depth of 170 m, while the
adults mainly inhabit the continental slope from 200 m to a depth of over 900 m [14,19,20].
This valuable deep-water fish has been worryingly exploited in the past decade, especially
in the Bay of Biscay and Alboran Sea, where it is highly appreciated [17,18,21–23], and
in Ionian and Aegean Seas [24]. At present, the Blackspot Seabream is considered to be
overexploited in the Strait of Gibraltar [25]. Despite the commercial interest, the knowledge
regarding the species’ ontogenetic cycle and how it affects the spatial dynamics of its
populations remains poorly investigated. In general, the Blackspot Seabream exhibits
protandric hermaphroditism, although a fraction of the population never changes sex
because it is gonochoric [17,26]. Its peculiar biology and life-history traits, including slow
growth rate, large size, late maturity, long life, and the mentioned sexual strategy, may
lead the Blackspot Seabream to experience low recovery from overfishing [27]. Indeed,
the yield is reduced because of premature capture before sexual maturation of females,
resulting in a decrease in the census size of the populations [17]. For all these reasons, the
current fishing pressure on this species is highly constrained by severe, although local,
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management measures (i.e., periodic closure of fishing activities, minimum size limits, gear
restrictions, and Total Allowable Catch) in NE Atlantic waters [28,29]. In the Mediterranean
Sea, the latest recommendation on the multiannual management plan for the sustainable
exploitation of the Blackspot Seabream target fishery of the Gibraltar Strait (GSAs 1–3) was
established in 2022 (GFCM/45/2022/3) and, among other measures, temporary closures
have been suggested.

From a biological perspective, the current knowledge of the connectivity and differen-
tiation of Blackspot Seabream populations derives from different techniques and separate
approaches that have been progressively, but not yet holistically, integrated to properly
assess its population structure at very different spatial scales [14,30]. The little available
information on the dispersal capability of Blackspot Seabream was inferred according
to comparisons with species having similar bio-ecological features [31–33]. To this end,
Nadal et al. [30] studied and described how the Alboran Sea’s oceanographic features could
passively control the dispersal of the Early Life Stage (ELS) individuals and lead to a secure
connection between the Strait of Gibraltar and the Alboran Sea itself [34].

Previous studies applied molecular markers as mitochondrial DNA sequences, al-
lozyme polymorphism, and available panels of nuclear microsatellite loci to assess the
differentiation among samples from the North-Eastern Atlantic Ocean, the Azores Islands,
and Mediterranean Sea locations [12,35–39]. These works underlined the overall lack
of differentiation among scattered samples from the Mediterranean and Atlantic waters,
and their separation from individuals from the isolated Azorean seamounts. Non-genetic
studies on similar geographic samples were performed using fish morphometrics [39] and
parasites as biological tags [40–42] to infer population structuring in the North-Eastern
Atlantic Ocean and in the Mediterranean basin. Overall, morphometry highlighted the dif-
ferentiation of individuals collected in the Southern Adriatic Sea from those from Portugal,
Spain, and Greece [39], while the use of biological tagging based on ecto- and endoparasites
(i.e., Anisakis simplex, Bolbosoma spp., and Diphterostomum vividum) revealed three main
sub-populations of P. bogaraveo belonging to the Portuguese mainland from Porto to Sagres,
Madeira, and the Azores, respectively [40], confirming previous genetic studies conducted
in the Atlantic area [12,35–39].

With an unprecedented sampling design accomplished by EU and non-EU countries
overlooking the Atlantic and Mediterranean coasts, covering most of the described distribu-
tion area of the species, we used 29 microsatellite loci to investigate the genetic variability
of Blackspot Seabream over 320 specimens across 14 sampling locations and 6 macro-areas,
from the Atlantic Ocean and the Strait of Gibraltar, to the Western, Central, and part of the
Eastern Mediterranean Sea. The molecular data were analysed to assess genetic diversity
and differentiation in P. bogaraveo individuals collected across the abovementioned wide
geographical range. Thus, this study is an example of maximised efforts to obtain an
exhaustive picture of the species’ genetic variability assessed in recent years.

The deepening of scientific knowledge, especially of biology, ecology, and behaviour
of the targeted species, embodies a priority for understanding its role in the marine realm,
its history across potential boundaries, and its response to local, regional, or wider scale
variations. From this perspective, our final aim consisted of estimating the genetic diversity,
the connectivity, and the potential migratory behaviour of adult Blackspot Seabream, and
the dispersal of ELS individuals across six macro-areas, with a special focus on the Alboran
Sea, where the species has been appreciated and highly exploited in past decades. We
suggest and discuss different interpretations of the high homogeneity obtained, mainly
related to the importance of egg and larval dispersal in contributing to the connectivity of
the species on such a large geographical scale.

2. Materials and Methods
2.1. Sampling

A total of 320 individuals were collected during scientific surveys from the EU-funded
MEDITS data collection [43] between 2018 and 2019 and from contracted commercial fish-



Animals 2023, 13, 2691 4 of 18

eries along the European and African coasts within the framework of the TRANSBORAN
project activities [30], for a total of 14 sampling locations ascribable to six macro-areas
(Table 1 and Figure 1). Where possible, sex and size measurements (i.e., weight and total
length) of individuals were recorded (Table S1). Muscle tissue (about 1 cm3) was collected
from fresh or frozen specimens and immediately preserved in 96% ethanol. The ID-labelled
vials containing the tissue were stored at −20 ◦C until further processing.

Table 1. Details of sampling locations and relative codes, with reference to the FAO major fishing
area, FAO zone, Regional Sea, the number of collected samples (N), and the period of sampling.
Location refers to landing ports when the information was available. N. a. is reported when sampling
location/port’s name was not available.

FAO
Fishing

Area
FAO Zone Regional Sea Country Location

Name
Macro-Area/Macro-

Area
Code

Location
Code N

27.8.c Bay of Biscay—South
Atlantic Ocean

Spain Santander
Atlantic Ocean

NATL

STD 26
27.9.a Portugal N. a. POR 36
27.9.a Spain Conil COL 18
27.9.a

Portuguese
Waters—East

Atlantic
Ocean/Alboran

Sea

Morocco Ksar Sghir Western Gibraltar
Strait

GS

KSR 15
27.9.a Morocco Tangier TNG 18
27.9.a Morocco Eddalya EDL 35

37.01.01 Western
Mediterranean—

Balearic

Alboran Sea Spain MEDITS
2018 Northern Alboran

Sea
NALB

SPA-18 10

37.01.01 Spain MEDITS
2019 SPA-19 30

37.01.01
Alboran

Sea/Balearic
Sea

Algeria Ghazaouet
Southern Alboran

Sea
SALB

GHZ 9

37.01.01 Balearic Sea Algeria Annaba Central
Mediterranean Sea

CMED

ANB 30

37.01.01
Balearic

Sea/Tyrrhenian
Sea

Tunisia Tabarka TBK 30

37.01.03
Western

Mediterranean—
Sardinia

Sea of Sicily Italy Marettimo MZR 16

37.02.02 Central
Mediterranean—

Ionian

Sea of Sicily Malta N. a. MLT 17

37.02.02 Ionian Sea Greece N. a.
Eastern

Mediterranean Sea
EMED

ION 30

Total N 320
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Table 1 for location codes. Location codes refer to landing ports. Sources (basemap): Esri, GEBCO,
NOAA, National Geographic, DeLorme, HERE, Geonames.org, and other contributors. Maps were
created using ArcMap™ (version 10.8) software of ArcGIS (https://www.arcgis.com/, accessed on
16 January 2023). ArcGIS® and ArcMap™ are the intellectual property of Esri and are used herein
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2.2. Genetic Data Analysis

Detailed protocols used for DNA extraction, PCR amplification, and genotyping of
nuclear markers [44–46] are described in the Supplementary Material Text S1.

2.3. Data Analysis

Raw data were imported into GeneMarker v.2.7.4 (SoftGenetics) and the peak calling
was performed following the guidelines described in Guichoux et al. [47] and Flores-
Rentería and Krohn [48]. A 10% threshold for missing data was set at both loci and
individual levels.

GENEPOP v.4.2 [49,50] was used to evaluate the Linkage Disequilibrium among pairs
of loci across all populations and the percentage of private alleles [Mean Frequency of
Private Alleles p (1)]. Departures from Hardy–Weinberg equilibrium (HWE) for each
locus and population were determined using Fisher’s (1935) exact test as implemented
in the same software. The Markov Chain Monte Carlo (MCMC) approximation involved
10,000 dememorization steps, 1000 batches, and 10,000 iterations per batch. Probability
tests were also conducted, and the relative values were corrected for multiple testing at
alpha 0.05 using the Bonferroni correction.

The MICROCHECKER v.2.2 software [51] was used with default settings to infer
the presence of null alleles (NA), PCR stuttering, and large allele drop-out. In parallel, a
total of 1000 runs with FreeNA [52] were performed to determine the frequencies of null
alleles across populations and loci, and to compute the FST values with or without the ENA
(Excluding Null Alleles) correction.

Allele frequencies, mean number of alleles per locus, expected and observed heterozy-
gosity values, and polymorphism index were calculated using the GENETIX software
package v. 4.05 [53]. Allelic richness was estimated using FSTAT v. 2.9.3 [54]. The same
software was used to calculate the coefficients of inbreeding (FIS).

The program ML-RELATE [55] was used to identify potential siblings among samples
collected in the same location. Selecting the pairwise hypothesis testing option, the software
calculates the likelihood ratio of relatedness between pairs of individuals and then estimates
the probability of obtaining this ratio given the hypothesised relationship (Half or Full
Siblings, HS and FS, respectively, or Parent–Offspring relationship) using a simulated null
distribution based on observed population allele frequencies.

The statistical power for rejecting the null hypothesis of genetic homogeneity at various
levels of FST was evaluated on the final dataset using the software POWSIM [56,57]. The
sample sizes, number of loci, and allele frequencies obtained in this study were provided as
an input to simulate sampling from a specified number of populations that have diverged
to predefined levels of divergence (quantified as distribution of FST).

Based on the results of descriptive analyses regarding the presence of NA and/or the
departure from HWE, population differentiation tests and demography were investigated
on a reduced dataset.

The pairwise FST, following Weir and Cockerham’s model (1984), were calculated
with ARLEQUIN v. 3.5 [58] with 20,000 permutations and alpha 0.05. The same soft-
ware was used to test hierarchical genetic differentiation via analysis of molecular vari-
ance (AMOVA [59]), performed in different classes based on the results from pairwise
FST analysis.

The adegenet and ade4 packages [60] for R software [61] were used to perform a
Discriminant Analysis of Principal Components (DAPC) to identify and describe genetic
clusters between two sample groupings (14 sampling locations and 6 macro-areas, Table 1)
to infer the genetic structure of P. bogaraveo considering differently balanced sample sizes.

The same principle was followed to perform a Principal Coordinates Analysis (PCoA)
to explore and visualise similarities or dissimilarities of data with GenAlEx v. 6.5 [62].
STRUCTURE [63] allowed the Bayesian clustering of individuals based on genotypes. To
perform this analysis, a burning period of 50,000 iterations followed by 500,000 Markov
Chain Monte Carlo (MCMC) replications, using the admixture model, Sampling Location
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Information as a prior (LOCPRIOR) parameter, and alpha = 1 were set, and the Allele
Frequencies Correlated option was selected. To verify the consistency of responses across
runs, ten runs for each given K (1–14) were computed. The evaluation of the best K was
performed according to the Pritchard criterion [63] through the web-based STRUCTURE
HARVESTER [64]. The web based CLUMPAK [65] was used to display the presented
bar plots.

The Wilcoxon sign-rank test for heterozygosity excess [66] was applied using BOT-
TLENECK [67] to detect recent bottleneck events, under the Two-Phase Model (TPM) with
10,000 iterations and 95% single-step mutations. The qualitative descriptor of the allele
frequency distribution known as the “mode-shift” indicator was also employed to assess
distortions in allele frequency, as an indication of possible bottlenecks. In general, in a
population near mutation-drift equilibrium, there is almost an equal probability that a
locus will show a low heterozygosity excess or a heterozygosity deficit. On the contrary,
when a bottleneck event is recent, most loci should exhibit an excess of heterozygosity.

3. Results
3.1. Genetic Diversity

Over the 29 microsatellite loci tested, the cross-amplification of the seven loci isolated
in Pagellus erythrinus failed in Pagellus bogaraveo (showing no amplification, mismatched
annealing, or monomorphism), leading to the exclusion of those markers from subsequent
analyses, together with the species-specific Pb-OVI-D101 locus (no amplification obtained).
Similarly, the locus PbMS17 was excluded because of inconsistent peak calling. The test for
Linkage Disequilibrium did not show any significant results after Bonferroni correction, so
no further loci were excluded at this stage.

With the exclusion of individuals showing 10% of missing data across the remaining
20 loci, the final dataset used for further analyses counted a total of 309 individuals. The
percentage of private alleles [Mean Frequency of Private Alleles p (1)] calculated on the
dataset thus defined corresponded to 3.1% and did not concern any specific location.

Significant deviations from HWE, after Bonferroni correction, were observed in all
locations (Table S3) and in 13 of 20 microsatellite loci (Table 2).

MICROCHECKER software indicated the presence of Null Alleles (NA), as reflected in
the departure from HWE observed across loci. The errors for stuttering (ST) were detected
only in PbMS20 for STD, POR, ANB, MLT, and ION locations, in PbMS18 for STD, POR,
and TNG locations, and in Pb-OVI-D114 for the KSR location. No evidence of large allele
dropout was detected.

The number of individuals for each location, the expected (Hexp) and observed
heterozygosity (Hobs), mean values of the number of alleles, allelic richness, FIS values,
and HWE results for geographical location are summarised in Table S3, while the same
statistics are reported for each microsatellite locus in Table 2. Overall, Hobs did not vary
significantly across the sampling locations and ranged between 0.62 in KSR and 0.75 in MLT
and ION (Table S3); this showed a greater range when considering the reduced dataset of
14 loci not affected by NA (see details below), ranging between 0.46 in Pb-OVI-D108 or
in PbMS1 and 0.90 in PbMS4 (Table 2). In both set of markers considered (20 or 14 loci),
this measure pinpointed a heterozygote deficiency when compared with the Hexp and
the significantly different from zero and positive FIS values at all the sampling locations
(ranging from 0.12 to 0.26) and over all loci (ranging from 0 to 0.51, except for Pb-OVI-D20
and Pb-OVI-D21).

After testing for relatedness between individuals captured in the same location, 92.92%
of the individuals were unrelated, while 6.38% and 0.05% resulted in Half and Full Sibling
relationships, respectively, but regardless of the geographical origin. No Parent–Offspring
correlation was observed across the dataset.

The mean value of allelic richness was normalised using the minimum number of
individuals within a location (nine individuals for GHZ). Sample SPA-19 showed the
highest value of mean allelic richness (8.87), while TNG showed the lowest (7.95). However,
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the results indicated high levels of genetic diversity, with an average of 22.20 alleles per
locus. The mean number of alleles per locus estimated in each location fluctuated between
15.80 and 8.70 in SPA-19 and GHZ locations, respectively. The results appeared to be related
to the sample size, since allelic richness and expected heterozygosity were similar for all
locations (Figure S1).

Table 2. Genetic diversity at 20 microsatellite loci over 14 Pagellus bogaraveo geographic locations.
Number of alleles, Hexp: expected heterozygosity; Hobs: observed heterozygosity, Mean AR: mean
allelic richness, FIS: inbreeding coefficient, HWE: Hardy–Weinberg equilibrium; in bold, significant
results after Bonferroni correction (alpha: 0.0001786).

Locus N. Alleles Hexp Hobs Mean AR FIS HWE

Pb-OVI-B2 23 0.86 0.82 8.65 0.07 0.004119

PbMS2 20 0.85 0.56 8.38 0.37 <0.00 × 100

PbMS6 37 0.94 0.87 12.39 0.10 <4.91 × 10−12

PbMS16 42 0.94 0.86 12.56 0.11 <6.52 × 10−15

PbMS19 10 0.67 0.59 4.24 0.15 <9.43 × 10−7

Pb-OVI-D108 7 0.46 0.46 2.89 0.00 7.27 × 10−6

Pb-OVI-A5 41 0.91 0.83 10.95 0.13 <5.30 × 10−11

Pb-OVI-D114 11 0.81 0.74 6.36 0.12 0.00568

Pb-OVI-D102 20 0.88 0.72 8.86 0.21 <6.98 × 10−13

Pb-OVI-D20 12 0.82 0.86 6.70 −0.03 0.790455

Pb-OVI-D21 14 0.84 0.87 7.38 0.00 0.978329

Pb-OVI-D106 11 0.79 0.81 5.75 0.00 0.647982

Pb-OVI-A3 22 0.88 0.71 9.16 0.22 <2.32 × 10−15

PbMS20 21 0.83 0.45 7.32 0.49 <0.00 × 100

PbMS18 23 0.83 0.50 8.37 0.42 <0.00 × 100

PbMS1 38 0.92 0.46 11.04 0.52 <0.00 × 100

Pb-OVI-D22 12 0.82 0.83 6.89 0.02 0.568561

PbMS4 29 0.91 0.90 10.30 0.04 <1.18 × 10−5

PbMS15 40 0.92 0.74 11.70 0.23 <3.24 × 10−31

Pb-OVI-C103 11 0.76 0.72 5.53 0.08 0.02496

Analyses of statistical power conducted with POWSIM indicated that the complete
marker set (20 loci) and that using 14 loci (see below) detected FST = 0.005 or higher values,
with a probability close to one, for sample sizes and allele frequencies obtained from the
samples in this study. At low levels of divergence, 20 microsatellites are more powerful
for detecting structuring than 14 microsatellite loci (Table S4). The chi-square and Fisher
approach α-errors are close to 5% for both marker sets, even if the Fisher approach appears
overly conservative with an α error of only 0.46–0.82%.

However, considering the results of descriptive analyses of genetic diversity, six mark-
ers were excluded since NA and deviations from the HWE characterised more than 50% of
the 14 sampling locations. Thus, the following analyses focussing on population differenti-
ation and demography were performed on a reduced dataset including 309 individuals
and 14 microsatellite loci.

3.2. Population Differentiation and Demography

When considering pairwise comparisons of FST values between sampling locations,
low estimates of this index were highlighted across the dataset (FST ranging between 0.000
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and 0.050). Nevertheless, a pattern of genetic differentiation was mainly observed when
comparing ANB with STD, KSR, SPA-19, TBK, MZR, and ION (Table 3). Low but significant
values of FST also involved the comparison of TBK with COL, KSR, TNG, SPA-19, ANB,
and MZR (Table 3). Moreover, GHZ was found to be significantly different from COL (FST
0.012; Table 3).

Table 3. Pairwise FST values estimated in 14 geographic locations and 14 loci. p-values are reported
above the diagonal. In bold, significant results at alpha: 0.05.

STD POR COL KSR TNG EDL SPA-18 SPA-19 GHZ ANB TBK MZR MLT ION

STD 0.926 0.915 0.248 0.117 0.639 0.358 0.700 0.206 0.021 0.304 0.866 0.340 0.635

POR −0.003 0.706 0.176 0.595 0.84 0.792 0.553 0.608 0.197 0.503 0.444 0.779 0.874

COL −0.004 −0.001 0.139 0.131 0.342 0.361 0.194 0.050 0.159 0.036 0.870 0.350 0.123

KSR 0.006 0.006 0.009 0.641 0.344 0.091 0.075 0.196 0.024 0.015 0.731 0.394 0.307

TNG 0.007 0.000 0.006 0.002 0.89 0.743 0.070 0.213 0.530 0.048 0.156 0.255 0.390

EDL 0.000 −0.001 0.002 0.004 −0.002 0.693 0.395 0.163 0.189 0.104 0.499 0.435 0.439

SPA-18 0.003 −0.002 0.002 0.015 −0.002 −0.001 0.477 0.059 0.073 0.065 0.330 0.300 0.173

SPA-19 0.000 0.001 0.004 0.010 0.008 0.002 0.002 0.569 0.001 0.044 0.590 0.297 0.172

GHZ 0.007 0.000 0.012 0.013 0.008 0.007 0.015 0.001 0.644 0.454 0.066 0.434 0.201

ANB 0.007 0.003 0.004 0.011 0.001 0.003 0.008 0.011 −0.001 0.001 0.004 0.065 0.019

TBK 0.002 0.001 0.008 0.014 0.008 0.004 0.009 0.006 0.002 0.010 0.041 0.423 0.088

MZR −0.003 0.002 −0.004 0.000 0.008 0.002 0.004 0.001 0.015 0.014 0.009 0.322 0.514

MLT 0.002 −0.002 0.001 0.004 0.004 0.001 0.003 0.003 0.001 0.006 0.001 0.003 0.122

ION 0.000 −0.002 0.004 0.004 0.002 0.001 0.005 0.003 0.005 0.006 0.004 0.000 0.004

Consistent with these findings, three scenarios were used to perform the AMOVA
(Table 4):

Table 4. Proportion of molecular variance among groups, among populations, and within individuals
resulting from AMOVA performed on 14 geographic locations and 14 loci with three different
groupings. In bold, significant results at alpha: 0.05.

Source of Variation % of Variation F Statistics p-Value

Scenario 1

Among population 0.20 FST 0.002 1.00

Among individuals within population 5.17 FIS 0.052 0.000

Within individuals 94.63 FIT 0.054 0.000

Scenario 2

Among groups −0.12 FCT −0.001 0.815

Among population within groups 0.31 FSC 0.003 0.037

Among individuals within population 5.17 FIS 0.052 0.000

Within individuals 94.64 FIT 0.054 0.000

Scenario 3

Among groups 0.26 FCT 0.003 0.014

Among population within groups 0.10 FSC 0.001 0.162

Among individuals Within population 5.16 FIS 0.052 0.000

Within individuals 94.48 FIT 0.055 0.000

Scenario 1: One Group, no geographical differentiation.
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Scenario 2: Six Groups—Group 1: STD; Group 2: POR; Group 3: COL, KSR, TNG,
EDL; Group 4: SPA-18, SPA-19, GHZ; Group 5: ANB, TBK; Group 6: MZR, MLT; Group
7: ION.

Scenario 3: Two Groups—Group 1: STD, POR, KSR, TNG, EDL, COL, SPA-18, SPA-19,
MLT, MZR, ION; Group 2: GHZ, TBK, ANB.

A low but significant (alpha 0.05) percentage of variation was observed among groups
in AMOVA performed for scenario 3. The percentage of variation among locations within
groups ranged from 0.10 to 5.17 and was significant for both scenarios 1 and 2. The
largest variation was observed within individuals and ranged from 94.48 to 94.64 and was
significant in all tested groupings (Table 4).

The results from DAPC analyses were obtained involving fourteen locations and six
macro-areas (Figure 2a and Figure 2b, respectively). In both representations, the points
were scattered, and no clear sign of differentiation was observed between locations.

Animals 2023, 13, x FOR PEER REVIEW 10 of 18 
 

 

 
Figure 2. (a) Result of DAPC analysis performed on 14 locations. (b) Result of DAPC analysis per-
formed on 6 macro-areas. 

BOTTLENECK outcomes (Table S5) showed no evidence of significant deviation of 
expected heterozygosity Hexp (calculated from allele frequencies) to expected heterozy-
gosity Heq at mutation drift equilibrium (calculated from the number of alleles and sam-
ple size); thus, no evidence of significant population bottlenecks was detected under any 
of the mutation models implemented. The only exception was the EDL population sample 
(p-value: 0.05) for tail 1, which showed a deficit of heterozygosity. 

Figure 2. (a) Result of DAPC analysis performed on 14 locations. (b) Result of DAPC analysis
performed on 6 macro-areas.

The results from PCoA based on 14 locations did not reveal any genetic divergence on a
geographical basis (Figure S2A). In contrast, when considering six macro-areas (Figure S2B),
a slight differentiation was observed between three different groups composed of the
samples from the Atlantic area (i.e., POR, STD, and COL), Northern Alboran Sea (i.e., SPA-
18 and SPA-19), and Eastern Mediterranean (ION) compared to the samples from Western
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Gibraltar Strait (i.e., KSR, TNG, and EDL), Southern Alboran Sea (GHZ), and Central
Mediterranean areas, respectively (i.e., ANB, TBK, MLT, MZR).

The results from STRUCTURE were analysed using the LnP(D) trend to evaluate the
best K according to STRUCTURE HARVESTER. The plot did not show the expected plateau
usually displayed when a population structure is present (Figure S3). The plot showed
an increase in LnP(D) variance between runs in relation to the increase in K (Figure S3).
Individual bar plots grouped from K = 2 to K = 5 clusters (Figure 3) showed an admixed
genetic component across all the investigated locations.
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BOTTLENECK outcomes (Table S5) showed no evidence of significant deviation of
expected heterozygosity Hexp (calculated from allele frequencies) to expected heterozygos-
ity Heq at mutation drift equilibrium (calculated from the number of alleles and sample
size); thus, no evidence of significant population bottlenecks was detected under any of
the mutation models implemented. The only exception was the EDL population sample
(p-value: 0.05) for tail 1, which showed a deficit of heterozygosity.

4. Discussion

Along with conservation and management purposes, the identification of fish stock
units is also a major topic in exploited populations, and the inconsistency between the
biological and management scale of the units’ boundaries can hamper effective fisheries
management [68]. In this study, we assessed the genetic variation and population structure
of a commercially valuable and overexploited species, Pagellus bogaraveo, by applying both
complete and selected panels of microsatellite loci to geographical samples collected in the
main fishing areas of the Atlantic Ocean and the Mediterranean Sea. Here, the choice of
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the nuclear markers to be applied underwent an experimental workflow that highlighted
the failure of cross-amplification of nuclear loci originally isolated from P. erythrinus on
P. bogaraveo. This failure may be linked to rapid divergence between congeneric species,
leading to erroneous amplification of DNA fragments [69,70]. On the other hand, when
assessing species-specific markers, no issue due to PCR artefacts affected our genotyping
scoring, although multiplex amplification was performed [71,72].

The chosen methods for the assessment of Null Alleles (NA) frequencies showed
that NA are present in the dataset overall, especially associated with loci isolated and
characterised from individuals collected around the Azores Islands [44]. As a matter of fact,
Stockley et al. [12] also indicated PBMS1 and PBMS2 loci as triggers of uniform heterozygote
deficiency, displaying high frequencies of NA across all the targeted locations along the
Portuguese coasts and Azores Islands. The same choice was adopted in Piñera et al. [37],
where PB-OVI-A5 and PB-OVI-D101 were removed from subsequent analyses carried out
on individuals collected in the North-Eastern Atlantic Ocean and the Northern Alboran Sea.

The genetic diversity of Blackspot Seabream populations in terms of the number of
alleles per locus and per population, and the expected heterozygosity across loci, was
consistent with that found in previous studies [12,37], although a higher number of alleles
was observed in this work. The most polymorphic locus according to Stockley et al. [44],
PBMS16, showed 18 alleles, while 42 alleles were found in the present paper. The same
result involved the nuclear markers developed by Piñera et al. [37], in which the number of
alleles ranged between 5 (Pb-OVI-D108) and 35 (Pb-OVI-A5). Here, those markers showed
7 and 41 alleles, respectively. This evidence could be related to the higher number of
samples and individuals analysed here, as highlighted by the positive correlation between
the mean number of alleles and the sample size per population (see Figure S1).

Despite high FIS values (0.122–0.263) over all loci, HWE deviations were not persistent,
and the relatedness test conducted across sampling locations did not highlight sibling
relations. Most of all, it confirmed the total absence of co-occurrence of parents and
offspring in the analysed samples. A low percentage of HS and FS confirmed the lack of
inbreeding inside the tested populations.

Many of the markers included in this study have already proved to be prone to NA
flaws but, to date, there is no consensus about the appropriate limit of NA to be allowed
across loci and geographical samples [73–75]. Furthermore, the results obtained with
POWSIM confirmed the high-resolution power of the dataset built on both 20 and 14 mi-
crosatellite loci when an FST = 0.005 or higher was considered, leading to the conclusion
that no informative loci were excluded from the dataset when using the restricted dataset
(14 microsatellite loci) in the analyses of genetic differentiation.

Regarding the genetic population structure, results supported the lack of genetic
boundaries at both the geographical locations and macro-area levels, revealing a continuum
in the gene flow of this deep-water species across the Western-Central Mediterranean Sea
and adjacent Atlantic coasts. According to AMOVA (Table 4), the highest variation was
observed at the individual level, likely reflecting the high genetic diversity values found
in and consistent with the percentage of variation measured by Stockley et al. [12], which
ranged from 87.88% in the D-loop fragment (mtDNA) to 99.64% in nuclear loci. A high
percentage of variation within the population class (99.89%) and low variation among
regions (0.19%) were observed by Piñera et al. [37] on a similar, but restricted, geographical
scale. The DAPC plot coherently showed a scattered pattern, confirming the lack of
genetic differentiation between investigated populations and the significant variability
within samples (Figure 2A,B). In the analysis performed using six macro-areas, only the
Southern Alboran Sea (SALB, corresponding to the GHZ sampling location), seemed to be
more differentiated, but this group was characterised by a very limited sample size. This
small differentiation was confirmed by the PCoA performed on six macro-areas, while
high similarity was observed between the samples from the Atlantic area and the Eastern
Mediterranean Sea. This result was also observed when estimating low, but significant,
pairwise FST values (Table 3), characterising the geographical samples collected from the
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Southern Alboran Sea (Algeria) and the Gulf of Tunis and from the neighbouring Western
Sea of Sicily (GHZ, ANB, TBK, and MZR).

Individual-based approaches revealed a homogeneous distribution of genetic com-
ponents across sampling locations, confirming the lack of distinct clusters for P. bogaraveo.
Despite the application of a considerable panel of highly polymorphic nuclear markers,
coupled with a large sample size covering large distances, our study did not reveal genetic
differentiation signals in full agreement with previous studies. This evidence could be
explained by biology and life-history traits of P. bogaraveo, but dispersal capability of egg
and larval stages during the drifting phases (i.e., timing, depth preference, and develop-
ment time) and adults’ reproductive strategies (i.e., fecundity and spawning migrations
across several regions) remain poorly investigated. Indeed, studies of adults’ residency
and migratory behaviour of young specimens at a regional level could identify feeding
grounds for sub-adult fish and spawning grounds adopted by mature individuals. Ev-
idence produced to date highlighted that Blackspot Seabream individuals live in small
shoals mainly composed of adults dwelling near the sea-bottom, where they are prevalently
resident [14,16,17,19]. Short migrations were documented from coastal to offshore areas by
mark–recapture data, and limited movements were observed around the same islands or
seamounts [18,26,28,74], characterised by seasonal increases in food availability driven by
upwelling [76,77].

Although a general agreement exists regarding the Strait of Gibraltar as the main
spawning area for the Eastern Atlantic Ocean–Western Mediterranean region [14,33,78],
scarce information is available about daily and seasonal displacements of adults, spawning
strategies (especially depth range), and ELS dynamics (buoyancy, Pelagic Larval Duration,
etc.). Nevertheless, the migration of spawners registered by otoliths’ microchemistry [34],
and the powerful tidal dynamics of the Strait of Gibraltar, strongly affect the dispersal
patterns of the ELS and may justify the genetic homogeneity observed across the Albo-
ran region. The general dispersal pattern of ELS seems to interest the northern (Tarifa)
and southern Strait (Tangier), and it is strongly modulated by distance, travelling speed,
and scattering by the fortnightly tidal cycle (spring–neap tide alternation) and spawning
depth [33,78,79]. Here, the Atlantic jet might be the main cause of a zonal (west–east)
connectivity within the Alboran Sea, while the north–south and less stable dispersal
might depend on the low-frequency variability of the flow [33]. Such segregation and
tri-dimensional distribution might then help the different life stages to bypass potential
oceanographic barriers.

The potential mobility of adults related to spawning events and the segregation between
the typical habitat of juveniles and adult specimens has also been demonstrated through the
morphological and microchemical variations in the otoliths of Hidalgo et al. [34,80]. When
considering the otolith’s core collected from the Atlantic Ocean and Mediterranean Sea,
Ref. [34] described a considerable overlap between samples, suggesting a geographical
common origin of the Blackspot Seabream (i.e., common spawning ground and seasonal
migration). Conversely, and with no support of genetic evidence, information retrieved
from the edge of the otoliths, which can capture the chemical composition of the adult
dwelling environment, discriminated adult specimens of Blackspot Seabream inside the
Central and Eastern Mediterranean Sea (FAO areas 37.1.3 and 37.2.2) from those inhabiting
other areas, pointing to a potential spawning migration operating in the Alboran Sea [34].

In terms of evolutionary history, recent studies estimated that the paleoclimatic crisis
that occurred in the early Pleistocene may have led to the divergence between Atlantic and
Mediterranean populations of P. bogaraveo and the isolation of the Azores archipelago as
a glacial refugia [40,81]. A more recent and independent re-colonisation of the Mediter-
ranean Sea from the Atlantic Ocean could have happened soon after a strong bottleneck
in Mediterranean populations [81–84]. Nevertheless, dedicated tests conducted here did
not show evidence of significant population bottlenecks under any of the mutation models
implemented (Table S5). If any restriction to P. bogaraveo gene flow is present between
Mediterranean and Atlantic areas, it should be sought by intensifying the sampling effort
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along the eastern Atlantic Ocean across a larger investigation scale (e.g., from Cape Blanc
to Norway, corresponding to the southernmost and northernmost limits of the species’
distribution [12–14]). Furthermore, microsatellite mutation rates are unknown for this
species, leading to erroneous estimations of effective population size (Ne) in relation to the
fitness-dependent census size [85–88]. Given the lack of this information, more exhaustive
investigations of the biology of Blackspot Seabream, particularly regarding its eggs and
larval dispersal by drift and adult migrations, should be conducted in the future. Moreover,
the use of DNA sequences, on one hand [38] and Single Nucleotide Polymorphisms (SNPs),
on the other, would produce new data to be compared with publicly available records
(i.e., the mitochondrial DNA Control Region from other geographical locations) and enable
the discovery of new genetic tags to deepen the investigation of the population structure
and connectivity patterns. The different methodologies reported here underlined that the
most efficient approach to studying the population structure of a species is multidisci-
plinary, which would allow the comparison and integration of the results from different
methods, considering their relative strengths and weaknesses. Given the multidimensional
nature of the stock concept for fishery purposes [89], new studies integrating previous
evidence on morphometry, parasite communities, and otolith microchemistry could iden-
tify significant differences between Atlantic and Mediterranean samples [39,40,82] and
effectively contribute to the resolution of the bigger picture depicting the stock boundaries
and status of such an important resource as the Blackspot Seabream.

5. Conclusions

Based on an extensive sampling effort targeting most of the geographical distribution
of the Blackspot Seabream, the species’ genetic variability and its population connectivity
were estimated using available, powerful markers and multiple analytical approaches. The
results described here contribute to the bigger picture of the overall variability, charac-
terising even distant population samples of P. bogaraveo, and showed the species’ overall
genetic homogeneity, which is likely related to its dispersal potential across different life
stages. Because of the limitations related to the applied genetic markers, the testing of more
informative genome-wide markers is recommended to identify hidden genetic structures
and update effective management measures for the responsible use of this important and
appreciated fishery resource.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/ani13172691/s1, Text S1: Molecular methods; Table S1: List
of all the individuals included in the study. Associated data are reported when available: date of sam-
pling, sex (M, male; F, female; H, hermaphrodite; HF, hermaphrodite/female; IND: indeterminate),
latitude and longitude in decimal format, sampling point (“Verified” for the exact sampling point;
“Not Verified” for arbitrarily chosen sampling point), Depth of sampling and sampling location; Table
S2: Mix setup containing the 29 P. bogaraveo and the 7 P. erythrinus microsatellite loci. The first four
mixes contained only P. bogaraveo’s microsatellite loci and the last two contained the microsatellite loci
developed for P. erythrinus; Table S3: Genetic diversity at 14 geographic locations for all 20 loci. N. of
individuals: number of analysed samples within a population; Hexp: expected heterozygosity; Hobs:
observed heterozygosity. Mean number of alleles for each population. mean AR: mean allelic richness;
FIS: inbreeding coefficient; HWE: Hardy–Weinberg Equilibrium: significant result after Bonferroni
correction (alpha: 0.0001786); Table S4: Statistical power of different marker sets for detecting various
levels of population differentiation (FST) by both chi-square and Fisher’s method when using sample
size and allele frequencies obtained by the samples in this study. Performed with POWSIM [55]; Table
S5: Results from BOTTLENECK software [67]; in bold, significant results at alpha: 0.05; Figure S1:
Rarefaction curve representative of the mean number of alleles and sampling units for 14 geographic
locations; Figure S2: (a) Result from PCoA analysis performed on 14 locations with 14 microsatellite
loci; (b) Result from PCoA analysis performed on 6 macro-areas with 14 microsatellite loci; Figure S3:
LnP(K) graph resulting from STRUCTURE HARVESTER [64]. References [37,44–46] are mentioned
in the Supplementary Materials.
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15. Paruğ, Ş.; Cengiz, Ö. The maximum length record of the blackspot seabream (Pagellus bogaraveo Brünnich, 1768) for the entire
Aegean Sea and Turkish territorial waters. Tur. J. Agr. For. 2020, 8, 2125–2130. [CrossRef]

16. Chilari, A.; Petrakis, G.; Tsamis, E. Aspects of the biology of blackspot seabream (Pagellus bogaraveo) in the Ionian Sea, Greece.
Fish. Res. 2006, 77, 84–91. [CrossRef]

17. Lorance, P. History and dynamics of the overexploitation of the blackspot sea bream (Pagellus bogaraveo) in the Bay of Biscay.
ICES J. Mar. Sci. 2011, 68, 290–301. [CrossRef]

18. Pinho, M.; Diogo, H.; Carvalho, J.; Pereira, J.G. Harvesting juveniles of blackspot sea bream (Pagellus bogaraveo) in the Azores
(Northeast Atlantic): Biological implications, management, and life cycle considerations. ICES J. Mar. Sci. 2014, 71, 2448–2456.
[CrossRef]

19. Sion, L.; Calculli, C.; Capezzuto, F.; Carlucci, R.; Carluccio, A.; Cornacchia, L.; Maiorano, P.; Pollice, A.; Ricci, P.; Tursi, A.; et al.
Does the Bari Canyon (Central Mediterranean) influence the fish distribution and abundance? Prog. Oceanogr. 2019, 170, 81–92.
[CrossRef]

20. D’Onghia, G.; Indennidate, A.; Giove, A.; Savini, A.; Capezzuto, F.; Sion, L.; Vertino, A.; Maiorano, P. Distribution and behaviour
of deep-sea benthopelagic fauna observed using towed cameras in the Santa Maria di Leuca cold-water coral province. Mar. Ecol.
Prog. Ser. 2011, 443, 95–110. [CrossRef]

21. Sanz-Fernández, V.; Gutiérrez-Estrada, J.C.; Pulido-Calvo, I.; Gil-Herrera, J.; Benchoucha, S.; el Arraf, S. Environment or catches?
Assessment of the decline in blackspot seabream (Pagellus bogaraveo) abundance in the Strait of Gibraltar. J. Mar. Syst. 2019,
190, 15–24. [CrossRef]

22. ICES. Working Group on Biology and Assessment of Deep-Sea Fisheries Resources (WGDEEP) 2020; ICES: Copenhagen, Denmark, 2020.
23. ICES. Working Group on Biology and Assessment of Deep-Sea Fisheries Resources (WGDEEP) 2021; ICES: Copenhagen, Denmark, 2021.
24. Carpenter, K.E.; Russell, B. Pagellus bogaraveo, Blackspot Seabream. The IUCN Red List of Threatened Species. Available online:

https://www.iucnredlist.org/species/170244/1300216 (accessed on 21 May 2023).
25. FAO. General Fisheries Commission for the Mediterranean—Report of the Twenty-Third Session of the Scientific Advisory Committee on

Fisheries; FAO Fisheries and Aquaculture Report No. 1395; FAO Headquarters: Rome, Italy, 2022.
26. ICES. Working Group on the Biology and Assessment of Deep-Sea Fisheries Resources (WGDEEP) 2019; ICES: Copenhagen, Den-

mark, 2019.
27. ICES. Report of the Working Group on Biology and Assessment of Deep-Sea Fisheries Resources (WGDEEP) 2014; ICES: Copenhagen,

Denmark, 2014.
28. ICES. Report of the Working Group on the Biology and Assessment of Deep-Sea Fisheries Resources (WGDEEP) 2018; ICES: Copenhagen,

Denmark, 2018.
29. ICES. Working Group on the Biology and Assessment of Deep-Sea Fisheries Resources (WGDEEP) 2022; ICES Scientific Reports 2022;

ICES: Copenhagen, Denmark, 2022.
30. Nadal, I.; Sammartino, S.; García-Lafuente, J.; Sánchez Garrido, J.C.; Gil-Herrera, J.; Hidalgo, M.; Hernández, P. Hydrodynamic

connectivity and dispersal patterns of a transboundary species (Pagellus bogaraveo) in the Strait of Gibraltar and adjacent basins.
Fish. Oceanogr. 2022, 31, 384–401. [CrossRef]

31. Fassatoui, C.; Mdelgi, E.; Romdhane, M.S. A preliminary investigation of allozyme genetic variation and population structure in
common pandora (Pagellus erythrinus, Sparidae) from Tunisian and Libyan coasts. Ichthyol. Res. 2009, 56, 301–307. [CrossRef]

32. Angiullim, E.; Sola, L.; Ardizzone, G.; Fassatoui, C.; Rossi, A.R. Phylogeography of the common pandora Pagellus erythrinus in the
central Mediterranean Sea: Sympatric mitochondrial lineages and genetic homogeneity. Mar. Biol. Res. 2016, 12, 4–15. [CrossRef]

33. Rossi, A.R.; Colangelo, P.; Berline, L.; Angiulli, E.; Ardizzone, G.; Fassatoui, C.; Sola, L. Influence of hydrodynamic connectivity
on the genetic structure and gene flow of the common pandora Pagellus erythrinus. Hydrobiologia 2019, 834, 103–117. [CrossRef]

34. Hidalgo, M.; Hermández, P.; Vasconcellos, M. Transboundary Population Structure of Sardine, European Hake and Blackspot Seabream
in the Alboran Sea and Adjacent Waters: A Multidisciplinary Approach; GFCM Studies and Reviews; FAO: Rome, Italy, 2023; p. 69,
in press.

https://doi.org/10.1186/s12864-018-4721-y
https://doi.org/10.1139/cjfas-2018-0490
https://doi.org/10.1007/s00227-004-1479-3
https://doi.org/10.1111/jfb.12271
https://www.ncbi.nlm.nih.gov/pubmed/24298951
https://doi.org/10.24925/turjaf.v8i10.2125-2130.3597
https://doi.org/10.1016/j.fishres.2005.08.003
https://doi.org/10.1093/icesjms/fsq072
https://doi.org/10.1093/icesjms/fsu089
https://doi.org/10.1016/j.pocean.2018.10.015
https://doi.org/10.3354/meps09432
https://doi.org/10.1016/j.jmarsys.2018.08.005
https://www.iucnredlist.org/species/170244/1300216
https://doi.org/10.1111/fog.12583
https://doi.org/10.1007/s10228-008-0094-6
https://doi.org/10.1080/17451000.2015.1069355
https://doi.org/10.1007/s10750-019-3914-y


Animals 2023, 13, 2691 16 of 18

35. Bargelloni, L.; Alarcon, J.A.; Alvarez, M.C.; Penzo, E.; Magoulas, A.; Reis, C.; Patarnello, T. Discord in the family Sparidae
(Teleostei): Divergent phylogeographical patterns across the Atlantic-Mediterranean divide. J. Evol. Biol. 2003, 16, 1149–1158.
[CrossRef] [PubMed]

36. Lemos, A.; Freitas, A.I.; Fernandes, A.T.; Goncalves, R.; Jesus, J.; Andrade, C.; Brehm, A. Microsatellite variability in natural
populations of the blackspot seabream Pagellus bogaraveo (Brunnick, 1768): A database to access parentage assignment in
aquaculture. Aquac. Res. 2006, 37, 1028–1033. [CrossRef]

37. Piñera, J.A.; Blanco, G.; Vázquez, E.; Sánchez, J.A. Genetic diversity of blackspot seabream (Pagellus bogaraveo) populations of
Spanish coasts: A preliminary study. Mar. Biol. 2007, 151, 2153–2158. [CrossRef]

38. Robalo, J.I.; Farias, I.; Francisco, S.M.; Avellaneda, K.; Castilho, R.; Figueiredo, I. Genetic population structure of the Blackspot
seabream (Pagellus bogaraveo): Contribution of mtDNA control region to fisheries management. Mitochondrial DNA Part A 2021,
32, 115–119. [CrossRef]

39. Palma, J.; Andrade, J.P. Morphological study of Pagrus pagrus, Pagellus bogaraveo, and Dentex dentex (Sparidae) in the eastern
Atlantic and the Mediterranean Sea. J. Mar. Biol. Assoc. UK 2004, 84, 449–454. [CrossRef]

40. Hermida, M.; Cruz, C.; Saraiva, A. Parasites as biological tags for stock identification of blackspot Seabream, Pagellus bogaraveo, in
Portuguese northeast Atlantic waters. Sci. Mar. 2013, 77, 607–615.

41. MacKenzie, K.; Abaunza, P. Parasites as Biological Tags. In Stock Identification Methods: Applications in Fishery Science; Elsevier:
Amsterdam, The Netherlands, 2004; pp. 211–226.

42. Catalano, S.R.; Whittington, I.D.; Donnellan, S.C.; Gillanders, B.M. Parasites as biological tags to assess host population structure:
Guidelines, recent genetic advances and comments on a holistic approach. Int. J. Parasitol. Parasites Wild 2014, 3, 220–226.
[CrossRef]

43. Bertrand, J.A.; Gil de Sola, L.; Papaconstantinou, C.; Relini, G.; Souplet, A. The general specifications of the MEDITS surveys.
Sci. Mar. 2022, 66, 9. [CrossRef]

44. Stockley, B.M.; Rogers, A.D.; Iyengar, A.; Menezes, G.; Santos, R.; Long, A. Ten microsatellite loci isolated and developed for the
blackspot seabream, Pagellus bogaraveo (Brunnich 1768). Mol. Ecol. 2000, 9, 999–1000. [CrossRef] [PubMed]

45. Piñera, J.A.; Bernardo, D.; Blanco, G.; Vazquez, E.; Sanchez, J.A. Isolation and characterization of polymorphic microsatellite
markers in Pagellus bogaraveo, and cross-species amplification in Sparus aurata and Dicentrarchus labrax. Mol. Ecol. Notes 2006,
6, 33–35. [CrossRef]

46. Ramšak, A.; Garoia, F.; Guarniero, I.; Mannini, P.; Tinti, F. Novel polymorphic microsatellite markers for the common pandora
(Pagellus erythrinus). Mol. Ecol. Notes 2003, 3, 553–555. [CrossRef]

47. Guichoux, E.; Lagache, L.; Wagner, S.; Chaumeil, P.; Léger, P.; Lepais, O.; Lepoittevin, C.; Malausa, T.; Revardel, E.; Salin, F.; et al.
Current trends in microsatellite genotyping. Mol. Ecol. Resour. 2011, 11, 591–611. [CrossRef] [PubMed]

48. Flores-Rentería, L.; Krohn, A. Scoring Microsatellite Loci. In Without Lying Down; University of California Press: Berkeley, CA,
USA, 2013; pp. 319–336.

49. Raymond, M.; Rousset, F. GENEPOP (Version 1.2): Population Genetics Software for Exact Tests and Ecumenicism. J. Hered. 1995,
86, 248–249. [CrossRef]

50. Rousset, F. GENEPOP’007: A complete re-implementation of the GENEPOP software for Windows and Linux. Mol. Ecol. Resour.
2008, 8, 103–106. [CrossRef] [PubMed]

51. van Oosterhout, C.; Hutchinson, W.F.; Wills, D.P.M.; Shipley, P. Micro-checker: Software for identifying and correcting genotyping
errors in microsatellite data. Mol. Ecol. Notes 2004, 4, 535–538. [CrossRef]

52. Chapuis, M.P.; Estoup, A. Microsatellite Null Alleles and Estimation of Population Differentiation. Mol. Biol. Evol. 2007, 24,
621–631. [CrossRef]

53. Belkhir, K.; Borsa, P.; Chikhi, L.; Raufaste, N.; Bonhomme, F. GENETIX 4.05, Logiciel Sous Windows TM Pour la Génétique des
Populations. 1996. Available online: https://www.scienceopen.com/document?_vid=7cfcd230-1958-4cfc-a571-ce0ba003e63f
(accessed on 1 April 2023).

54. Goudet, J. FSTAT 2.9.3, a Program to Estimate and Test Gene Diversities and Fixation Indices. 2001. Available online: http:
//www2.unil.ch/popgen/softwares/fstat.htm (accessed on 15 March 2023).

55. Kalinowski, S.T.; Wagner, A.P.; Taper, M.L. Ml-relate: A computer program for maximum likelihood estimation of relatedness and
relationship. Mol. Ecol. Notes 2006, 6, 576–579. [CrossRef]

56. Ryman, N.; Palm, S. POWSIM: A computer program for assessing statistical power when testing for genetic differentiation. Mol.
Ecol. Notes 2006, 6, 600–602. [CrossRef]

57. Ryman, N.; Palm, S.; André, C.; Carvalho, G.R.; Dahlgren, T.G.; Jorde, P.E.; Laikre, L.; Larsson, L.C.; Palmé, A.; Ruzzante, D.E.
Power for detecting genetic divergence: Differences between statistical methods and marker loci. Mol. Ecol. 2006, 15, 2031–2045.
[CrossRef]

58. Excoffier, L.; Lischer, H.E.L. Arlequin suite ver. 3.5: A new series of programs to perform population genetics analyses under
Linux and Windows. Mol. Ecol. Resour. 2010, 10, 564–567. [CrossRef] [PubMed]

59. Excoffier, L.; Smouse, P.E.; Quattro, J.M. Analysis of molecular variance inferred from metric distances among DNA haplotypes:
Application to human mitochondrial DNA restriction Data. Genetics 1992, 131, 479–491. [CrossRef] [PubMed]

60. Jombart, T.; Devillard, S.; Balloux, F. Discriminant analysis of principal components: A new method for the analysis of genetically
structured populations. BMC Genet. 2010, 11, 94. [CrossRef] [PubMed]

https://doi.org/10.1046/j.1420-9101.2003.00620.x
https://www.ncbi.nlm.nih.gov/pubmed/14640406
https://doi.org/10.1111/j.1365-2109.2006.01524.x
https://doi.org/10.1007/s00227-007-0665-5
https://doi.org/10.1080/24701394.2021.1882445
https://doi.org/10.1017/S0025315404009439h
https://doi.org/10.1016/j.ijppaw.2013.11.001
https://doi.org/10.3989/scimar.2002.66s29
https://doi.org/10.1046/j.1365-294x.2000.00939-5.x
https://www.ncbi.nlm.nih.gov/pubmed/10886665
https://doi.org/10.1111/j.1471-8286.2006.01130.x
https://doi.org/10.1046/j.1471-8286.2003.00509.x
https://doi.org/10.1111/j.1755-0998.2011.03014.x
https://www.ncbi.nlm.nih.gov/pubmed/21565126
https://doi.org/10.1093/oxfordjournals.jhered.a111573
https://doi.org/10.1111/j.1471-8286.2007.01931.x
https://www.ncbi.nlm.nih.gov/pubmed/21585727
https://doi.org/10.1111/j.1471-8286.2004.00684.x
https://doi.org/10.1093/molbev/msl191
https://www.scienceopen.com/document?_vid=7cfcd230-1958-4cfc-a571-ce0ba003e63f
http://www2.unil.ch/popgen/softwares/fstat.htm
http://www2.unil.ch/popgen/softwares/fstat.htm
https://doi.org/10.1111/j.1471-8286.2006.01256.x
https://doi.org/10.1111/j.1471-8286.2006.01378.x
https://doi.org/10.1111/j.1365-294X.2006.02839.x
https://doi.org/10.1111/j.1755-0998.2010.02847.x
https://www.ncbi.nlm.nih.gov/pubmed/21565059
https://doi.org/10.1093/genetics/131.2.479
https://www.ncbi.nlm.nih.gov/pubmed/1644282
https://doi.org/10.1186/1471-2156-11-94
https://www.ncbi.nlm.nih.gov/pubmed/20950446


Animals 2023, 13, 2691 17 of 18

61. R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria,
2021; Available online: https://www.R-project.org (accessed on 15 March 2023).

62. Peakall, R.; Smouse, P.E. GenAlEx 6.5: Genetic analysis in Excel. Population genetic software for teaching and research—An
update. Bioinformatics 2012, 28, 2537. [CrossRef]

63. Pritchard, J.K.; Stephens, M.; Donnelly, P. Inference of population structure using multilocus genotype data. Genetics 2000,
155, 945–959. [CrossRef]

64. Earl, D.A.; von Holdt, B.M. STRUCTURE HARVESTER: A website and program for visualizing STRUCTURE output and
implementing the Evanno method. Conserv. Genet. Resour. 2012, 4, 359–361. [CrossRef]

65. Kopelman, N.M.; Mayzel, J.; Jakobsson, M.; Rosenberg, N.A.; Mayrose, I. Clumpak: A program for identifying clustering modes
and packaging population structure inferences across K. Mol. Ecol. Resour. 2015, 15, 1179–1191. [CrossRef]

66. Luikart, G.; Cornuet, J.-M. Empirical Evaluation of a Test for Identifying Recently Bottlenecked Populations from Allele Frequency
Data. Conserv. Biol. 1998, 12, 237. [CrossRef]

67. Piry, S.; Luikart, G.; Cornuet, J.-M. Computer note. BOTTLENECK: A computer program for detecting recent reductions in the
effective size using allele frequency data. J. Hered. 1999, 90, 502–503. [CrossRef]

68. Cadrin, S.X. Defining spatial structure for fishery stock assessment. Fish. Res. 2020, 221, 105397. [CrossRef]
69. Hedgecock, D.; Li, G.; Hubert, S.; Bucklin, K.; Ribes, V. Widespread null alleles and poor cross-species amplification of

microsatellite DNA loci cloned from the pacific oyster, Crassostrea gigas. J. Shellfish Res. 2004, 23, 379–385.
70. Peyran, C.; Planes, S.; Tolou, N.; Iwankow, G.; Boissin, E. Development of 26 highly polymorphic microsatellite markers for

the highly endangered fan mussel Pinna nobilis and cross-species amplification. Mol. Biol. Rep. 2020, 47, 2551–2559. [CrossRef]
[PubMed]

71. Peng, Q.; Vijaya Satya, R.; Lewis, M.; Randad, P.; Wang, Y. Reducing amplification artifacts in high multiplex amplicon sequencing
by using molecular barcodes. BMC Genom. 2015, 16, 1–12. [CrossRef] [PubMed]

72. Delghandi, M.; Delghandi, M.P.; Goddard, S. The significance of PCR primer design in genetic diversity studies: Exemplified by
recent research into the genetic structure of marine species. In PCR Primer Design. Methods in Molecular Biology; Basu, C., Ed.;
Humana: New York, NY, USA, 2022; pp. 3–15. [CrossRef]

73. Carlsson, J. Effects of microsatellite null alleles on assignment testing. J. Hered. 2008, 99, 616–623. [CrossRef]
74. Yafeng, W.; Kentaro, U.; Wenjun, H.; Saneyoshi, U.; Weidong, X.; Gangbiao, X.; Yoshihiko, T. Null alleles in microsatellite markers.

Biodivers. Sci. 2013, 21, 117–126. [CrossRef]
75. Wu, X.; Wang, L.; Zhang, D.; Wen, Y. Microsatellite null alleles affected population genetic analyses: A case study of Maire yew

(Taxus chinensis var. mairei). J. For. Res. 2019, 24, 230–234. [CrossRef]
76. FAO CopeMed II. Report of the Joint Copemed—GFCM Data Preparation Meeting on Blackspot Seabream (Pagellus bogaraveo) in the

Strait of Gibraltar; CopeMed II Tech Doc N. 51; Food and Agriculture Organisation of the United Nations: Malaga, Spain, 2019.
77. Pitcher, T.J.; Morato, T.; Hart, P.J.; Clark, M.R.; Haggan, N.; Santos, R.S. (Eds.) Seamounts: Ecology, Fisheries and Conservation; John

Wiley & Sons: Hoboken, NJ, USA, 2008.
78. Gil-Herrera, J. Biología y Pesca del Voraz Pagellus bogaraveo en el Estrecho de Gibraltar. Ph.D. Thesis, Universidad de Cádiz,

Cadiz, Spain, October 2006.
79. Nadal, I.; Sammartino, S.; Garrido, J.C.S.; García-Lafuente, J. Tidal dynamics effect on the connectivity patterns of the blackspot

seabream (Pagellus bogaraveo) in the Alboran Sea. In Proceedings of the II International Congress of Young Marine Researchers,
Malaga, Spain, 1–4 October 2019; pp. 356–359, ISBN 978-84-09-13664-3.

80. D’Iglio, C.; Albano, M.; Famulari, S.; Savoca, S.; Panarello, G.; Di Paola, D.; Perdichizzi, A.; Rinelli, P.; Lanteri, G.; Spanò, N.; et al.
Intra- and interspecific variability among congeneric Pagellus otoliths. Sci. Rep. 2021, 11, 16315. [CrossRef]

81. Almada, F.; Francisco, S.M.; Lima, C.S.; Fitzgerald, R.; Mirimin, L.; Villegas-Ríos, D.; Saborido-Rey, F.; Afonso, P.; Morato, T.;
Bexiga, S.; et al. Historical gene flow constraints in a northeastern Atlantic fish: Phylogeography of the ballan wrasse Labrus
bergylta across its distribution range. R. Soc. Open Sci. 2017, 4, 160773. [CrossRef]

82. Stefanni, S.; Domingues, V.; Bouton, N.; Santos, R.S.; Almada, F.; Almada, V. Phylogeny of the shanny, Lipophrys pholis, from the
NE Atlantic using mitochondrial DNA markers. Mol. Phylogenet. Evol. 2006, 39, 282–287. [CrossRef] [PubMed]

83. Patarnello, T.; Volckaert, F.A.M.J.; Castilho, R. Pillars of Hercules: Is the Atlantic-Mediterranean transition a phylogeographical
break? Mol. Ecol. 2007, 16, 4426–4444. [CrossRef] [PubMed]

84. Robalo, J.I.; Castilho, R.; Francisco, S.M.; Almada, F.; Knutsen, H.; Jorde, P.E.; Pereira, A.M.; Almada, V.C. Northern refugia
and recent expansion in the North Sea: The case of the wrasse Symphodus melops (Linnaeus, 1758). Ecol. Evol. 2012, 2, 153–164.
[CrossRef]

85. Hauser, L.; Adcock, G.J.; Smith, P.J.; Ramírez, J.H.B.; Carvalho, G.R. Loss of microsatellite diversity and low effective population
size in an overexploited population of New Zealand snapper (Pagrus auratus). Proc. Natl. Acad. Sci. USA 2002, 99, 11742–11747.
[CrossRef] [PubMed]

86. Árnason, E. Mitochondrial cytochrome B DNA variation in the high-fecundity atlantic cod: Trans-atlantic clines and shallow
gene genealogy. Genetics 2004, 166, 1871. [CrossRef] [PubMed]

87. Hedrick, P. Large variance in reproductive success and the Ne/N ratio. Evolution 2005, 59, 1596–1599.

https://www.R-project.org
https://doi.org/10.1093/bioinformatics/bts460
https://doi.org/10.1093/genetics/155.2.945
https://doi.org/10.1007/s12686-011-9548-7
https://doi.org/10.1111/1755-0998.12387
https://doi.org/10.1046/j.1523-1739.1998.96388.x
https://doi.org/10.1093/jhered/90.4.502
https://doi.org/10.1016/j.fishres.2019.105397
https://doi.org/10.1007/s11033-020-05338-1
https://www.ncbi.nlm.nih.gov/pubmed/32095986
https://doi.org/10.1186/s12864-015-1806-8
https://www.ncbi.nlm.nih.gov/pubmed/26248467
https://doi.org/10.1007/978-1-0716-1799-1_1
https://doi.org/10.1093/jhered/esn048
https://doi.org/10.3724/SP.J.1003.2013.10133
https://doi.org/10.1080/13416979.2019.1634230
https://doi.org/10.1038/s41598-021-95814-w
https://doi.org/10.1098/rsos.160773
https://doi.org/10.1016/j.ympev.2005.07.001
https://www.ncbi.nlm.nih.gov/pubmed/16122947
https://doi.org/10.1111/j.1365-294X.2007.03477.x
https://www.ncbi.nlm.nih.gov/pubmed/17908222
https://doi.org/10.1002/ece3.77
https://doi.org/10.1073/pnas.172242899
https://www.ncbi.nlm.nih.gov/pubmed/12185245
https://doi.org/10.1093/genetics/166.4.1871
https://www.ncbi.nlm.nih.gov/pubmed/15126405


Animals 2023, 13, 2691 18 of 18

88. Chévolot, M.; Hoarau, G.; Rijnsdorp, A.D.; Stam, W.T.; Olsen, J.L. Phylogeography and population structure of thornback ray
(Raja clavata L., Rajidae). Mol. Ecol. 2006, 15, 3693–3705. [CrossRef]

89. Cadrin, S.X.; Karr, L.A.; Mariani, S. Stock identification methods: An overview. In Stock Identification Methods; Elsevier: Amsterdam,
The Netherlands, 2014; pp. 1–5. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1111/j.1365-294X.2006.03043.x
https://doi.org/10.1016/B978-0-12-397003-9.00001-1

	Introduction 
	Materials and Methods 
	Sampling 
	Genetic Data Analysis 
	Data Analysis 

	Results 
	Genetic Diversity 
	Population Differentiation and Demography 

	Discussion 
	Conclusions 
	References

