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Abstract
Understanding how populations adapt to their environment is increasingly impor-
tant to prevent biodiversity loss due to overexploitation and climate change. Here 
we studied the population structure and genetic basis of local adaptation of Atlantic 
horse mackerel, a commercially and ecologically important marine fish that has one of 
the widest distributions in the eastern Atlantic. We analyzed whole- genome sequenc-
ing and environmental data of samples collected from the North Sea to North Africa 
and the western Mediterranean Sea. Our genomic approach indicated low population 
structure with a major split between the Mediterranean Sea and the Atlantic Ocean 
and between locations north and south of mid- Portugal. Populations from the North 
Sea are the most genetically distinct in the Atlantic. We discovered that most popula-
tion structure patterns are driven by a few highly differentiated putatively adaptive 
loci. Seven loci discriminate the North Sea, two the Mediterranean Sea, and a large 
putative inversion (9.9 Mb) on chromosome 21 underlines the north– south divide 
and distinguishes North Africa. A genome– environment association analysis indi-
cates that mean seawater temperature and temperature range, or factors correlated 
to them, are likely the main environmental drivers of local adaptation. Our genomic 
data broadly support the current stock divisions, but highlight areas of potential mix-
ing, which require further investigation. Moreover, we demonstrate that as few as 17 
highly informative SNPs can genetically discriminate the North Sea and North African 
samples from neighboring populations. Our study highlights the importance of both, 
life history and climate- related selective pressures in shaping population structure 
patterns in marine fish. It also supports that chromosomal rearrangements play a key 
role in local adaptation with gene flow. This study provides the basis for more accu-
rate delineation of the horse mackerel stocks and paves the way for improving stock 
assessments.
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1  |  INTRODUC TION

The extent to which marine species show genetic differentiation 
and local adaptation when no evident barriers restrict gene flow 
is a question of considerable interest in evolutionary biology, 
conservation, and management (Palumbi, 1994). Several marine 
species exhibit large population sizes, high gene flow, and min-
ute genetic drift, resulting in low genetic differentiation that has 
been difficult to resolve with neutral genetic markers (Hauser & 
Carvalho, 2008).

Owing to advances in high- throughput sequencing, recent ge-
nomic studies screening thousands to millions of genetic markers 
across the genome have revealed population structure and selec-
tion signatures in species previously assumed to be panmictic (e.g., 
Atlantic herring; Han et al., 2020) or lowly structured (e.g., Atlantic 
cod; Barth et al., 2017), Atlantic halibut (Kess et al., 2021). Population 
structure in marine fish has been characterized by shifts in allele 
frequencies at many small effect loci or fewer large effect loci 
(Gagnaire & Gaggiotti, 2016) and in chromosomal rearrangements 
(Akopyan et al., 2022; Han et al., 2020; Matschiner et al., 2022). 
Moreover, genomic divergence has been linked to ecological diver-
sity, for example, in migratory behavior (Kirubakaran et al., 2016), 
seasonal reproduction (Lamichhaney et al., 2017), or along environ-
mental gradients (Han et al., 2020; Stanley et al., 2018). Therefore, 
a thorough examination of genomic variation, including neutral and 
adaptive loci, can help identify distinct biological units and genetic 
variants associated with local adaptation. This is knowledge of great 
interest in conservation and management, especially in the face of 
climate change.

Fish stock identification is an important prerequisite for 
fisheries assessment and management (Cadrin & Secor, 2009), 
however, many exploited stocks have traditionally been defined 
according to geographical and political features rather than on a 
biological basis. Such is the case in the European Union, where 
the term “stock” is defined as “a marine biological resource that 
occurs in a given management area.” (Anon, 2014) As more in-
formation becomes available, it is evident that the temporal and 
spatial distributions of most fisheries resources are not aligned 
to these artificial divisions (Kerr et al., 2017) and that biological 
populations are more dynamic and complex (Reiss et al., 2009; 
Stephenson, 2002). Therefore, it is critical to identify the under-
lying population structure and use this information to identify the 
appropriate level at which to define assessment and management 
units. It is also important to be able to assign individuals in mixed 
surveys and commercial catches to the population or assessment 
unit to which they belong in order to obtain accurate estimates of 
population size and fishing pressures to which they are exposed 
(Casey et al., 2016; Hintzen et al., 2015).

The Atlantic horse mackerel (Trachurus trachurus Linnaeus, 
1758) is a marine benthopelagic shoaling fish widely distributed 
in the east Atlantic, from Norway to southern Africa (FAO Major 
Fishing areas 27, 34 and 47) and in the Mediterranean Sea (FAO 
Major Fishing area 37) (Froese & Pauly, 2021). Its extensive range 

implies that populations may be exposed to diverse environmen-
tal conditions (e.g., temperature, salinity, oxygen, turbidity, min-
eral content; Liu & Tanhua, 2021; Schroeder et al., 2016; Shi & 
Wang, 2010) and selective pressures, making this species ideal for 
the study of local adaptation. Horse mackerel are generally found 
in continental shelf waters (100– 200 m depth) but are also present 
in deeper (~1000 m) or near- shore waters. The species undertakes 
annual migrations between spawning, feeding, and over- wintering 
areas (Abaunza et al., 2003), though these are not well documented 
and the interaction between adjacent stocks or populations is not 
clear. Horse mackerel is considered to be an asynchronous batch 
spawner with indeterminate fecundity and it is unknown if they 
are faithful to their original spawning grounds (Gordo et al., 2008; 
Ndjaula et al., 2009). Eggs and larvae are pelagic and are typically 
either found over the continental shelf, from the surface to 100 m 
depth, or near the coast (Alvarez & Chifflet, 2012; van Beveren 
et al., 2016).

In the northeast Atlantic, horse mackerel are assessed and 
managed as three main stocks: the Western, the North Sea, 
and the Southern stocks (Figure S1), which were largely de-
fined based on the results of the HOMSIR project (Abaunza 
et al., 2008). Populations inhabiting coastal waters along Morocco 
and Mauritania, in northwest Africa, are considered a separate 
group, denominated the “Saharo- Mauritanian stock.” However, 
the populations belonging to this stock are less studied and mon-
itored than those in the north. The age and length at 50% matu-
rity are estimated to be 3– 4 years and 23– 24 cm for the Western 
stock (ICES, 2022b) and 2– 3 years and 19– 21 cm for the Southern 
stock (ICES, 2022a). There is no information available about the 
age or length- at- maturity of the North Sea stock (ICES, 2022b). 
The discreteness of the three main stocks, as well as the loca-
tion and levels of mixing between them, is unknown, which leads 
to uncertainty in the input data for stock assessments. Previous 
genetic studies on Atlantic and Mediterranean horse mackerel 
using traditional methods such as mitochondrial DNA and micro-
satellite markers indicated low genetic differentiation and pro-
vided inconclusive results in regard to population substructuring 
beyond the three main stocks (Brunel et al., 2016; Cimmaruta 
et al., 2008; Comesaña et al., 2008; Farrell & Carlsson, 2018; 
Healey et al., 2020; Kasapidis & Magoulas, 2008; Mariani, 2012; 
Sala Bozano et al., 2015).

Given the elusive nature of the population structure of the 
Atlantic horse mackerel and its ecological and commercial impor-
tance in the east Atlantic, we asked whether the current stock di-
visions reflect biological groups defined by genetics and whether 
the environment drives patterns of population subdivision and local 
adaptation. Therefore, the aims of this study were to (i) identify the 
population structure underlying the stock divisions; (ii) estimate 
the extent of genetic differentiation between populations based on 
whole- genome sequencing; (iii) identify the evolutionary processes, 
genetic basis, and environmental drivers of local adaptation; and (iv) 
design a genetic tool (SNP panel) that can be used for future popula-
tion studies and genetic stock identification.
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2  |  MATERIAL S AND METHODS

2.1  |  Sampling and DNA isolation

Samples were collected opportunistically between 2015 and 2017 
through existing fishery surveys, fisheries targeted to horse mack-
erel, and as bycatch at 11 locations across the eastern Atlantic and 
the western Mediterranean Sea (Figure 1, Table 1, and Table S1). 
Maturity stages were recorded by sample collectors using different 
maturity keys. Therefore, these were standardized to the 6- point in-
ternational horse mackerel maturity scale (Table S2; ICES, 2015). We 
aimed to collect spawning fish to ensure that samples could provide a 
valid baseline. However, due to the opportunistic nature of sampling, 
this was not always possible (Table S3). The North Sea samples com-
prised primarily juvenile stage 2 maturing fish in 2016 (NOS1) and 
mature spawning fish in 2017 (NOS2). The samples from the Western 
stock area, west of Ireland (WIE1– WIE2), and the Northern Spanish 
Shelf (NES), were primarily at spawning conditions. The Portuguese 
samples contained a mix of length classes and maturity stages, with 
primarily juvenile samples in 2016 (NPT1, SPT1) and adult samples 

in 2017 (NPT2, SPT2). Very few spawning individuals were available 
from Portuguese waters. The North African samples were primarily 
spent individuals and no biological information was available for the 
Mediterranean samples. A 0.5 cm3 piece of tissue was excised from 
the dorsal musculature of each specimen and stored at 4°C in abso-
lute ethanol. Total genomic DNA was extracted from the majority of 
samples by Weatherbys Scientific Ltd, Ireland from 30 mg of tissue 
using sbeadex™ magnetic bead- based extraction chemistry on the 
LGC Oktopure™ platform. Samples from the Mediterranean Sea were 
extracted using CTAB, and some samples from Portugal (NPT2, SPT2) 
were extracted with Chelex and proteinase- K based extraction pro-
tocol (Table S1). The Chelex protocol produced single- stranded DNA, 
whereas the other methods, double- stranded molecules. DNA quan-
tity was measured with a NanoDrop ND- 1000 spectrophotometer.

2.2  |  Pool library preparation and sequencing

We generated pooled DNA whole- genome sequencing (pool- seq) 
data to assess the genomic variation among samples. This method 

F I G U R E  1  Sampling sites and population structure of the Atlantic horse mackerel. (a) Map depicting the 11 sampling sites in the east 
Atlantic Ocean. ICES fishing divisions are denoted with dark blue lines, the same as their alphanumerical code. The approximate location of a 
biogeographical transition zone in central Portugal, near Lisbon, is denoted with a horizontal dashed line (Cunha, 2001; Santos et al., 2007). 
In all plots, each dot represents a sampling location and its color indicates the corresponding ICES stock division (ICES, 2005) after the 
HOMSIR project (Abaunza et al., 2008). (b) Heatmap plot representing pairwise pool- FST values based on ~12.8 million SNPs. Actual 
values are available in Figure S9A. (c, d) Principal component analysis (PCA) plot based on (c) undifferentiated (61,543 SNPs) and (d) highly 
differentiated (818 SNPs) markers. The first two axes are shown. Inset bar plots in each PCA plot show the percentage (%) of genetic 
variance explained by the first nine principal components (PC). Note that the samples NPT2 and SPT2 (marked with a + sign), which are 
spatial replicates of NPT1 and SPT1, were excluded from analyses (b) to (d), as technical artifacts could not be excluded in a pilot analysis. 
Sample names are abbreviated as in Table 1.
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provides population- level allele frequencies by sequencing to a high 
depth a single- barcoded library prepared from a mixture (pool) of 
DNA of individuals from a population (Schlötterer et al., 2014), which 
implies individual information is lost. DNA pools were prepared by 
mixing equal amounts of DNA of 30– 96 individuals collected in close 
spatial and temporal proximity (Table S1). DNA pools were quanti-
fied using a Qubit Fluorometer (Thermo Fischer Scientific Inc.) aim-
ing to have at least 1.5 μg of DNA in 25– 50 μL and were submitted to 
the SNP&SEQ Technology Platform in Uppsala, Sweden, for library 
preparation and high- throughput sequencing. A PCR- free Illumina 
TruSeq library with an insert size of 350 base pairs (bp) was prepared 
for most pools, except for the ones extracted with Chelex (NPT2, 
SPT2), for which a Splinted Ligation Adapter Tagging (SPLAT) library 
was used instead, as it is aimed for single- stranded DNA (Raine 
et al., 2017). Paired- end short reads (2 × 150 bp) were generated 
using an Illumina NovaSeq sequencer and S4 flow cells.

2.3  |  Read mapping and variant calling

Low- quality bases, sequencing adapters, and reads with length 
<36 bp were removed from the raw read data set using Trimmomatic 
v.0.36 (Bolger et al., 2014). This yielded 490– 764 million high- quality 
reads per pool. Clean reads were mapped against the Trachurus tra-
churus genome assembly (Accession: GCA_905171665.1; Genner & 
Collins, 2022) using bwa- mem 0.7.17 (Li, 2013), and ~98%– 99% of the 
reads aligned with high mapping quality to the genome assembly.

Variant calling was performed using the algorithm 
UnifiedGenotyper of GATK v3.8 (McKenna et al., 2010). Biallelic 
SNPs were retained and various quality filters were applied to re-
move spurious markers (e.g., based on GATK variant quality scores, 
Figure S2, depth of coverage (DP) per sample, Figure S3, and others; 
more details can be found as extended Materials and Methods in 
the Appendix S1). The resulting high- quality SNPs were used in fur-
ther analyses. A summary of the data generation steps is shown in 
Figure S4.

2.4  |  Population genetic structure and 
genetic diversity

We assessed population structure with pairwise pool- FST and prin-
cipal components analysis (PCA). For all population pairs, we calcu-
lated pool- FST (F̂

pool

ST
) and its 95% confidence interval (CI) using the R 

package poolfstat (Hivert et al., 2018). This pairwise pool- FST statistic 
is equivalent to Weir & Cockerham's FST (Weir & Cockerham, 1984) 
and accounts for random chromosome sampling in pool- seq. The 95% 
CI was calculated based on a block- jackknife sampling estimation of 
FST standard error over blocks of 1000 consecutive SNPs. Statistical 
significance of the difference in mean- FST between genetically dis-
tinct groups was assessed with a Wilcoxon test and an alpha signifi-
cance level of 0.001. A pilot analysis indicated that two pool samples 
from northern and southern Portugal (NPT2, SPT2) had an unusual 
depth of coverage and insert size distributions (Figure S5A,B) and 
behaved as outliers in a PCA (Figure S5C). Since the DNA extrac-
tion and sequencing library methods applied to these samples were 
different from those used in the rest of the samples, it could not be 
ruled out that their unusual behavior was due to technical artifacts. 
Therefore, these samples were omitted from all analyses.

To evaluate whether neutral or selective processes better ex-
plain the observed patterns of genome- wide differentiation, we 
separately performed PCA on two SNP subsets, one of undifferenti-
ated (i.e., presumably neutral) and the other of highly differentiated 
markers (outliers, assumed to have been subject to selection). Both 
marker sets were chosen based on the empirical distribution of allele 
frequencies and standard deviation (SD) cutoff values (Figure S6; see 
Appendix S1 for details). To reduce redundancy and physical linkage 
among SNPs, in the undifferentiated marker set, we retained one 
SNP every 1 kb, and in the differentiated marker set, one SNP every 
10 kb, as the linkage is expected to be more pronounced in regions 
under selection. PCA was separately performed on each market set 
using the R package prcomp.

To examine the genome- wide variation of genetic diversity in each 
pool, we calculated nucleotide diversity (π) per pool in 10 kb- sliding 

TA B L E  1  Collection details of the 11 Atlantic horse mackerel samples included in this study.

Pool ID Stocka Area Year Latitude Longitude Sample size

WIE1 Western West of Ireland 2016 54.42 −10.62 51

WIE2 Western West of Ireland 2017 52.76 −11.00 62

NOS1 North Sea Southern North Sea 2016 54.15 3.30 96

NOS2 North Sea Southern North Sea 2017 54.07 2.85 70

NPT1 Southern Northern Portugal 2016 39.83 −9.20 64

SPT1 Southern Southern Portugal 2016 37.26 −8.92 30

NPT2 Southern Northern Portugal 2017 41.14 −9.03 47

SPT2 Southern Southern Portugal 2017 36.84 −8.38 48

NAF Saharo- Mauritanian North Africa 2016 20.20 −17.50 57

NES Western Northern Spanish shelf 2016 43.59 −2.78 96

MED Mediterranean Alboran Sea 2018 36.49 −4.42 49

aStock divisions from ref. Abaunza et al. (2008).
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    |  1205FUENTES-PARDO et al.

windows with a step size of 2 kb using PoPoolation 1.2.2 (Kofler et al., 2011; 
see Appendix S1 for details). Plotting and statistical testing were per-
formed using the R environment (R Core Development Team, 2023).

Furthermore, we evaluated whether population structure re-
sulted from spatially limited gene flow (isolation- by- distance, IBD) 
by conducting a linear regression of the linearized genetic distances 
(linearized- ̂FpoolST  = F̂

pool

ST

1− F̂
pool

ST

; Rousset, 1997) to the geographical distance 
between locations. Geographical distances were calculated as the 
straight- line distance in kilometers (km) (“as the crow flies”) with the 
R package geosphere (Hijmans, 2017). We examined IBD for all sam-
ples and separately for the northern samples only, while excluding 
the replicate sample from the North Sea (NOS2) as it potentially rep-
resents the same cohort as NOS1 and therefore it does not serve as 
a spatial replicate. The statistical significance of IBD was evaluated 
with a Mantel test and 1000 permutations using the R package ade4 
(Dray & Dufour, 2007).

2.5  |  Detection of loci under selection

We applied effective coverage correction (neff) to the raw read 
counts, in order to account for the random variation of read cov-
erage and chromosome sampling during pooling and sequencing 
(Bergland et al., 2014; Feder et al., 2012; Kolaczkowski et al., 2011; 
see Appendix S1 for details). The corrected read counts were then 
used to calculate pool allele frequencies. Custom scripts developed 
for these calculations are publicly available in the repository refer-
enced in the Data Archiving Statement.

To identify genomic regions with elevated differentiation with re-
spect to the genomic background that was characteristic of particular 
populations, we calculated the absolute delta allele frequency (dAF) 
per SNP between paired contrasts of grouped pools, as dAF = abso-
lute (meanAF (group1) –  meanAF (group2)). The contrasts evaluated 
were established based on geographic closeness, PCA clustering, and 
biological knowledge (Table S4). To identify regions with consistent 
differentiation across nearby SNPs, we also calculated the moving av-
erage of dAF in windows of 100 consecutive SNPs. This statistic helps 
to smooth out the signal and is not dependent on single outlier SNPs 
caused by random effects of pool- seq. With a heatmap plot, we fur-
ther explored the concordance in allele frequencies among samples of 
the most differentiated SNPs per locus and contrast. Only in this case, 
we included the two samples from Portugal that were presumably af-
fected by technical bias (NPT2, SPT2), as they showed similar allele 
frequencies at outlier loci as the other Portuguese samples (NPT1 and 
SPT1). All analyses were performed using R and plotting was done 
with the package ggplot2 (Wickham, 2016).

2.6  |  Validation of informative markers for genetic 
stock identification

To validate pool- seq findings and to identify a panel of highly in-
formative SNPs for genetic stock identification, we obtained the 

genotypes of 160 individuals (20 fish each from eight locations, 
Table S5) in 100 SNPs. The 100- SNPs panel consisted of 24 neutral 
markers and 76 putatively adaptive markers (see Appendix S1 for de-
tails; Figure S7). The split of adaptive markers, in terms of observed 
association, was North Sea (n = 28), the 9.9 Mb putative inversion 
underlying the north– south genetic pattern (n = 12), west of Ireland 
(n = 14), Alboran Sea (n = 13), southern Portugal (n = 4), north Africa 
(n = 4). Three to four individuals per location were genotyped twice 
to assess genotyping error rate. DNA extraction and SNP genotyp-
ing were undertaken by IdentiGEN, Ireland, using their IdentiSNP 
genotyping assay chemistry. The protocol utilizes target- specific 
primers and universal hydrolysis probes. Following an end- point 
PCR reaction, different genotypes are detected using the Araya 
fluorescence reader (LGC Biosearch Technologies, UK).

Based on individual allele frequencies, we undertook a prelim-
inary analysis of population structure among the eight genotyped 
fish aggregations. It should be noted that sample sizes were small 
and therefore the results of the population analyses should be 
viewed as preliminary until further large- scale screening is under-
taken. Only individuals and markers with >80% genotyping success 
were retained. Deviations from Hardy– Weinberg equilibrium (HWE) 
and linkage disequilibrium (LD) were assessed with Genepop 4.2 
(Rousset, 2008). Microsatellite Analyzer (MSA) 4.05 was used to cal-
culate pairwise FST estimates (Dieringer & Schlötterer, 2003). In all 
cases with multiple tests, significance levels were adjusted using the 
sequential Bonferroni technique (Rice, 1989). PCA was performed 
using the R function prcomp.

We estimated admixture coefficients, which represent the pro-
portion of an individual genome that originates from multiple an-
cestral gene pools (or ancestral source populations, K), using the 
sNMF algorithm (Frichot et al., 2014) of the R package LEA (Frichot 
et al., 2015). We tested K = 1– 9, with 10 repetitions and 200 itera-
tions. The most likely K corresponds to the value where the cross- 
entropy criterion (metric that evaluates the error of the ancestry 
prediction) plateaus or increases (Frichot et al., 2014). We plotted 
the average admixture proportions per population sample over a 
map using the R packages ggplot (Wickham, 2016) and ggOceanMaps 
(Vihtakari, 2020).

2.7  |  Characterization of a putative inversion on 
chromosome 21

To assess and compare the genetic diversity and spatial distribution 
of haplotypes of the putative inversion on chromosome (chr) 21, we 
extracted the individual genotypes of 12 diagnostic SNPs within the 
inversion from the 100- SNP data set (Figure S7). We performed a 
PCA with the R function prcomp to identify the genotype of each 
individual. Individuals were assigned to a haplotype group using the 
first two eigenvectors of the PCA and the k- means clustering algo-
rithm implemented in the R function kmeans. We calculated observed 
heterozygosity for each of the PCA clusters, with the expectation 
that the middle cluster, presumably corresponding to inversion- level 
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heterozygotes, will have the highest heterozygosity. These analyses 
and correspondent graphics were performed using R.

2.8  |  Genome– environment association

To identify which environmental variables are related to adap-
tive genetic variation and local adaptation, we evaluated genome– 
environment associations (GEA) with a redundancy analysis (RDA) 
implemented in the R package vegan (Dixon, 2003). RDA is a con-
strained ordination method that allows modeling of linear relation-
ships of multiple response variables (genetic variation) on multiple 
explanatory variables (environment predictors). Thus, in landscape 
genomics applications, this method allows the identification of allele 
frequencies that covary with environmental variables (Capblancq 
& Forester, 2021). We retrieved data layers of eight environmen-
tal parameters from Bio- Oracle v.2.1 (Assis et al., 2018; Tyberghein 
et al., 2012) and extracted values for each sampled location using 
the R package sdmpredictors (Bosch, 2020; Table S8). The environ-
mental parameters corresponded to mean depth seawater tempera-
ture (°C), Tmean; temperature range (Trange); nitrate concentration 
(μmol/m), NO3; iron concentration (μmol/m3), Fe; current velocity 
(m/s), CVel; primary production (g/m3/day); seawater salinity (PSS); 
and dissolved oxygen concentration (μmol/m3). Prior to RDA, envi-
ronmental data were standardized to zero mean and unit variance 
and some of the highly correlated variables were removed (|R2 ≥ 0.7|) 
(see Appendix S1 for details, Figure S8). To perform an adaptively 
enriched RDA, we used the uncorrelated and statistically significant 
environmental parameters and the pool- allele frequencies of the 10 
most differentiated SNPs in each divergent genomic region identi-
fied with genome scans (N = 136). The sample NOS2 was excluded 
from this analysis as it is potentially a temporal replicate of NOS1, 
and thus, it cannot serve as a spatial replicate. The statistical sig-
nificance of the RDA model, constrained axes, and environmental 
variables was assessed with 1000 permutations. Candidate SNPs 
corresponded to those with the highest loadings on significantly 
constrained axes (>1 standard deviation, SD, of the loadings' distri-
bution). Based on the coefficient of determination (R2), we identified 
which of the environmental variables each candidate SNP is most 
strongly correlated with. We further explored the linear relationship 
between candidate SNPs and environmental predictors using a scat-
terplot, and the genetic patterns between samples with a heatmap 
plot depicting allele frequencies of candidate SNPs.

2.9  |  Functional annotation of gene models

The gene models of the Atlantic horse mackerel genome were de-
veloped by Ensembl (2021) and became available in an Ensembl 
Rapid release in March 2021 (Howe et al., 2021). However, these 
gene models were lacking gene symbols (names) and descriptions 
(only gene IDs were available). Given that these annotations are 
relevant for the interpretation of results, we ran the functional 

gene annotation pipeline developed by the National Bioinformatics 
Infrastructure Sweden (NBIS, Binzer- Panchal et al., 2021) to retrieve 
this information (see Appendix S1 for details). Additionally, for the 
top 2% most differentiated SNPs within each divergent genomic re-
gion detected with genome scans, we annotated the closest over-
lapping gene (up to ±40 kb) and the variant effect prediction (e.g., 
missense, synonymous, upstream, downstream, intergenic) using 
snpEff v.4.1 (Cingolani et al., 2012).

3  |  RESULTS

3.1  |  Population genetic structure

We generated pooled DNA whole- genome sequence data of 11 
Atlantic horse mackerel samples across the species' range in the 
east Atlantic Ocean and the western Mediterranean Sea (Figure 1a, 
Table 1). We aimed to sample reproductive units that could be rep-
resentative of baselines, however, only 37% of collected fish were 
in spawning condition (Table S3, maturity categories described 
in Table S2). Therefore, it is possible that the levels of population 
structure here described are underestimated, as that individual 
information is lost in pool- seq data and, with it, the possibility to 
identify migrants. Each pool had a mean depth of coverage between 
25.7× and 46.3× (Table S6). After variant calling with GATK, a total 
of ~12.8 million biallelic SNPs passed quality filters and were used in 
the population analysis.

The pairwise pool- FST estimates (Figure 1b, Figure S9a) and their 
95% confidence intervals (Figure S9b) indicated low genome- wide 
differentiation among samples (global mean pool- FST = 0.007 ± 4.4e- 
05) but revealed three subtle population structure patterns that 
were statistically significant (adjusted p- values of the Wilcoxon test 
padjwilcox, <0.0001, Figure S9b). First, the largest genomic differ-
ences exist between the western Mediterranean Sea and all Atlantic 
samples (mean pool- FST = 0.010– 0.012, Figure S9a, comparison 
respect northern samples and Mediterranean padjwilcox = 5.4e- 06, 
respect southern samples and Mediterranean padjwilcox = 2.6e- 05, 
Figure S9b). Second, Atlantic samples genetically differ following 
a latitudinal pattern with a break near mid- Portugal (mean pool- 
FST = 0.008, Figure S9a, respect northern and southern samples 
padjwilcox = 4.6e- 07), where samples north of this break (“northern” 
samples: North Sea— NOS1, NOS2, west of Ireland— WIE1, WIE2, 
north of the Spanish Shelf— NES, and north of Portugal— NPT1) 
are genetically more similar to each other (mean pool- FST = 0.004, 
Figure S9a) than samples south of this break (“southern” samples: 
south of Portugal— SPT1 and north of Africa— NAF) (mean pool- 
FST = 0.006, Figure S9a, Figure 1b). Third, the two samples from the 
North Sea (NOS1 and NOS2) show the highest genetic similarity 
(pool- FST = 0.001, Figure S9a) of all and are distinguished from other 
“northern” samples (mean pool- FST = 0.0045, Figure S9a,b).

A pattern of isolation- by- distance was not detected when con-
sidering all samples (linear regression Figure S10a, Mantel r = 0.057, 
p = 0.29) or only the northern ones (linear regression Figure S10b, 

 17524571, 2023, 6, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/eva.13559 by U

ppsala U
niversity K

arin B
oye, W

iley O
nline L

ibrary on [21/12/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense



    |  1207FUENTES-PARDO et al.

Mantel r = 0.43, p = 0.12), implying that the observed patterns of 
population structure are not derived from spatially limited gene flow.

We further examined whether population structure patterns 
were driven primarily by neutral or selective processes by separately 
performing PCA for two SNP subsets, of undifferentiated (neutral) 
or highly differentiated (under selection) markers. These marker sets 
were chosen based on the standard deviation in allele frequencies 
across populations (Figure S6, see the Appendix S1 for details). In 
the PCA based on neutral markers (61,543 SNPs, Figure 1c) the first 
two axes explained 30.6% of the genetic variance. The samples from 
southern Portugal (SPT1) and the Mediterranean (MED) were clearly 
separated from others, while the North Africa (NAF) sample was 
genetically closer to the northern samples. The North Sea samples 
tightly are clustered with other northern samples, being almost in-
distinguishable. In contrast, in the PCA with selective makers (818 
SNPs, Figure 1d), the first two axes explained twice as much genetic 
variance (60.8%). The samples from southern Portugal (SPT1) and 
North Africa (NAF) stood out. The Mediterranean Sea sample was 
genetically closer to the northern samples, and the two North Sea 
samples clustered closely together and were separated from other 
northern samples.

Taken together, these results indicate that the separation be-
tween the westernmost part of the Mediterranean Sea and Atlantic 
populations might be driven by neutral processes, while the latitudi-
nal pattern and separation of North Sea samples could be the result 
of selective processes.

3.2  |  Putative loci under selection

We performed genome scans based on the absolute difference in 
allele frequencies (dAF) per SNP for paired contrasts to identify out-
lier loci (presumed under selection) that are characteristic of certain 
populations. The contrasts were chosen based on PCA clustering 
patterns (Figure 1c,d). Outlier genomic regions were identified using 
a Bonferroni Z- score threshold of significance. This analysis revealed 
a number of genomic regions with elevated differentiation for three 
contrasts: (i) the Mediterranean Sea versus others, (ii) north Africa 
versus others, and (iii) the North Sea vs. others (Figures 2– 4). A sum-
mary of the 2% most differentiated SNPs per region, their closest 
gene, gene function, and relative position to genes (e.g., missense, 
synonymous, upstream, downstream, intergenic) inferred with sn-
pEff are compiled in Table S7.

3.2.1  |  Two outlier loci distinguish the western 
Mediterranean from Atlantic samples

Besides genome- wide differences, the contrast between the 
Mediterranean Sea and all other samples revealed two distinc-
tive regions at chromosomes (chr) 5 and 21 (Figure 2). In this case, 

the signals of divergence were not as evident as in other contrasts 
given the overall higher genome- wide differentiation of this sample. 
Thus, we focused on the peaks in the rolling average of dAF values 
(Figure 2a), as it requires consistent allele frequency differences for 
the contrast of interest. We considered candidate genes those over-
lapping or located in the vicinity of the 2% most differentiated SNPs 
in each locus. In the region on chr 5 (Figure 2b), the Mediterranean 
Sea sample had intermediate allele frequencies across loci and higher 
nucleotide diversity, while other samples tended to be fixed for one 
haplotype and showed lower nucleotide diversity. The main candi-
date gene in this region is opn1mw4 (green- sensitive opsin- 4). In the 
putative selection signal on chr 21 (Figure 2c), the Mediterranean 
sample had one haplotype close to fixation, the opposite haplotype 
was in high frequency in the North Sea, and intermediate frequen-
cies were prevalent elsewhere. This region harbors a single gene, 
taar7a (trace amine- associated receptor 7A). The current knowledge of 
known functions of candidate genes is presented in Table S7.

3.2.2  |  A presumed 9.9 Mb inversion distinguishes 
populations along a latitudinal pattern

In the north Africa versus other samples contrast, we discovered 
that a single large region on chr 21 underpins the latitudinal genetic 
pattern distinguishing “northern” and “southern” samples with re-
spect to a break along mid- Portugal (Figure 3). This locus consists 
of a block of several SNPs with elevated dAF spanning 9.9 Mb 
(Figure 3a,b). The large size and abrupt drop in allele frequency dif-
ferences towards the edges are characteristic of structural variants 
with suppressed recombination (e.g., inversions) that do not repre-
sent recent selective sweeps (Han et al., 2020). An analysis of the 
pool- allele frequencies of the 2% most differentiated SNPs at this 
locus (Figure 3c) revealed striking allele frequency differences be-
tween the “northern” samples (including the Mediterranean Sea) and 
North Africa, while intermediate allele frequencies were prevalent in 
southern Portugal.

To further characterize this structural variant, we leveraged 
the genotype data of 160 individuals for 12 SNPs within this re-
gion. As expected for a chromosomal inversion, in a PCA plot in-
dividuals were separated into three clusters depending on their 
genotype (Figure 3d), and individuals in the intermediate cluster 
exhibited the highest mean heterozygosity (Figure 3e). Overall, 
the individual genotype data supported the observations made 
with pool- seq data regarding the spatial distribution of inversion 
haplotypes, although it offered greater resolution. For instance, 
it revealed that the “northern” haplotype dominates in the North 
Sea, west of Ireland, northern Spanish shelf, and northern Portugal. 
The “southern” haplotype is predominant in north Africa, and com-
mon in southern Portugal (Figure 3f). This putative inversion con-
tains about 1077 genes, making it difficult to infer which particular 
genes are under selection.
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3.2.3  |  A genetically distinct population in the 
southern North Sea

The contrast between the North Sea and all other samples revealed 
seven genomic regions with elevated differentiation on chr 1, 4, 7, 
11, 20, and 21 (Figure 4a). Further examination of allele frequen-
cies of the most differentiated SNPs at each locus indicated that the 
two North Sea samples collected 1 year apart (NOS1– NOS2) were 
very similar genetically and that their allele frequency patterns were 
distinctive of this location (Figure 4b– e, Figure S11). For instance, in 
the selection signals on chr 1 and 21, North Sea samples had variant 
alleles close to fixation and a slight reduction in nucleotide diversity 
(π; Figure 4b,c,e). At the outlier loci on chr 4, 11, and 20, North Sea 
samples had predominantly intermediate allele frequencies, with 
similar (chr 4 and 11, Figure S11b,d) or higher (chr 20, Figure 4d) nu-
cleotide diversity with respect to other pools. Additional divergent 
regions on chr 7 and 11 showed a similar but noisier pattern, presum-
ably due to the presence of complex structural variants at these loci 
(Figure S11c,d).

The most striking signals were located on chr 1, followed by 
those on chr 20 and 21 (Figure 4). The signal on chr 1 encom-
passes two regions (chr1:17.4– 17.6 Mb, chr1:22.0– 22.1 Mb). In 
the first region (Figure 4b), the most differentiated SNPs are in 
the vicinity of the gene gpr83 (G- protein coupled receptor 83). 
In the second region (Figure 4c), the top candidate gene is sgms2 
(sphingomyelin synthase 2) based on its location. The signals on chr 
20 (Figure 4d) and chr 21 (Figure 4e) contain a single gene each, 
ncoa2 (nuclear receptor coactivator 2) and taar7a (trace amine- 
associated receptor 7A). Note that the locus on chr 21 is the same 
as the one described in the Mediterranean sample (Figure 2c), 
in which the North Sea samples and the Mediterranean samples 
tend to be fixed for different alleles. Additional selection signals 
on chr 4, 7, and 11 (Figure S11) were not as clear as the ones 
just described (e.g., smaller allele frequency differences and/or 
inconsistent allele patterns). Therefore, it was difficult to identify 
candidate genes in these regions. The functional annotation of 
positional candidate genes in differentiated genomic regions is 
summarized in Table S7.

F I G U R E  2  Two selective regions are 
distinctive of the western Mediterranean 
Sea. (a) Manhattan plot depicting the 
dAF per SNP across the genome for the 
contrast between the Alboran Sea and 
all other samples. Each dot is a single 
SNP, and alternating gray tones were 
used to differentiate SNPs in consecutive 
chromosomes. The black line is the 
rolling average of dAF over 100 SNPs. 
Regions of interest are indicated with 
an arrow. (b, c) Zoom- in plots for the 
signals on (b) chr 5 and (c) chr 21. Each 
zoom- in plot consists of four tracks: 
the first, a representation of the gene 
models; the second, the dAF of SNPs, 
with the top 2% most differentiated 
SNPs denoted in black; the third, a 
heatmap plot representing the pool 
minor allele frequency per sample (rows) 
of the top 2% SNPs (columns), in which 
temporal replicates are denoted with an 
asterisk; and the fourth, the percentage 
of nucleotide diversity (π) calculated in 
10 kb windows with 2 kb step size along 
the region with a separate line for each 
sample, colored based on the ICES stock 
divisions. Sample names are abbreviated 
as in Table 1.
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3.2.4  |  Short- term stability of adaptive variants

Four geographic areas were sampled twice, 1 year apart, in the 
North Sea (NOS1– NOS2), western Ireland (WIE1– WIE2), northern 
Portugal (NPT1– NPT2), and southern Portugal (SPT1– SPT2). While 
the replicate samples from Portugal (NPT2, SPT2) were excluded 
from all analyses due to potential technical bias, for exploratory 
purposes, they were included in the heatmap plot representing al-
lele frequencies of the most differentiated SNPs in putatively adap-
tive loci (Figures 2b,c, 3c and 4b– e). We observed high concordance 
in the genetic composition of adaptive loci between short- term 
replicates and among northern and southern Portuguese samples. 
However, as the replicate samples were collected within a relatively 
short- time period, it is possible that the same cohort was sampled 
twice. Examination of the length– frequency and maturity stages 
(Table S3) indicates that in the North Sea, the modal length of 
the 2016 samples was 21 cm and of the 2017 samples was 22 cm. 
Therefore, it is possible that the short- term replicates comprised 
the same cohort. Regardless, the samples were collected 1 year 
apart and do at least support the presence of short- term stability of 
the horse mackerel in this area at this time. The modal length of the 
2017 west of Ireland sample was smaller than the 2016 samples in-
dicating that these samples contained predominately different co-
horts. The Portuguese samples were more likely to contain multiple 
cohorts (see ICES, 2022a) and also comprised a mix of northern and 

southern type horse mackerel and, as such, it is difficult to assess 
temporal stability in this area.

3.3  |  Genome– environment associations

The adaptively enriched redundancy analysis (RDA) conducted on 
136 putatively adaptive loci identified two main environmental vari-
ables strongly associated with genetic differentiation in the Atlantic 
horse mackerel: mean seawater temperature and temperature range 
(**p ≤ 0.01, Figure 5a). The first and second significant axes of variation 
contrasted the North Sea from other localities in the Atlantic Ocean and 
the western Mediterranean Sea, and the locations north or south of mid- 
Portugal following a latitudinal cline. The North Sea is characterized by a 
higher temperature range as well as higher correlated parameters such as 
iron content (R2 = 0.87) and primary productivity (R2 = 0.96, Figure S12). 
The outlier SNPs that show a strong association with temperature range 
are located on chr 1, 7, 11, 20, and 22 (Figure 5b,d,f). The latitudinal 
mean temperature cline is strongly associated with outlier SNPs in the 
chr 21 inversion (Figure 5b,c,e). Locations north of mid- Portugal are 
characterized by colder temperatures (<12°C) than locations in the 
south (>13°C). Similarly, as seawater temperature has a strong negative 
correlation with dissolved oxygen (R2 = 0.91, Figure S12), the latitudinal 
gradient is inverse, with higher oxygen content in northern locations and 
lower oxygen content in southern locations.

F I G U R E  3  Putative chromosomal inversion on chromosome 21 underlies a latitudinal genetic cline. (a) Manhattan plot representing the 
absolute difference in pool- allele frequencies (dAF) of each SNP along the genome for the contrast between North Africa versus other 
populations (see Section 2 for details). The x- axis shows the genomic position of each SNP and the y- axis, its dAF value. SNPs in consecutive 
chromosomes are distinguished with alternating gray tones. The black line toward the bottom of the plot corresponds to the 100 SNPs- 
rolling average of dAF values. (b) Close- up Manhattan plot to chromosome 21. (c) Pool- allele frequency per sample (rows) of the top 2% 
markers (columns) within the putative inversion, temporal replicates are denoted with an asterisk. (d– f) Analysis of inversion frequency based 
on the genotype of 15 SNPs screened in 160 individuals. (d) PCA plot showing individual clustering with respect to the inversion genotype. 
(e) Individuals observed heterozygosity in each PCA cluster. Clusters “1” and “3” correspond to homozygous “southern” and “northern” 
individuals, respectively, whereas cluster “2” is heterozygous individuals. (f) Map showing the geographic distribution of inversion haplotypes 
across sampled locations. Sample names are abbreviated as in Table 1.
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3.4  |  Validation of informative markers for genetic 
stock identification

We found a strong correlation between allele frequencies calculated 
from individual genotypes and pool- seq data (mean R2 = 0.9 ± 0.1), 
supporting the findings of the pool- seq analysis (Figure S13). A total 
of 72 out of 76 outlier loci, and 157 out of 160 individuals had geno-
typing success >80% (Table S9). Six SNPs had an indication of devia-
tion from HWE, two markers (12_3119866 and 17_972744) were not 
polymorphic and one had evident scoring errors where the replicate 
genotypes in some individuals did not agree (24_5252083), thus 
these nine markers were excluded. After applying quality filters, the 
retained data set had 63 SNPs (individual genotypes are shown in 
Figure S14). Henceforth, this data set will be referred to as the 63- 
SNP panel.

To minimize marker redundancy in the 63- SNP panel, we per-
formed a linkage disequilibrium (LD) analysis for all loci and samples. 
As expected, significant LD was found between a number of SNPs 

located in close proximity on the same chromosome (Table S9). 
Though LD was not statistically significant in some cases (e.g., SNPs 
in chr 5), these were considered linked due to their physical close-
ness. To identify the most informative SNPs for sample discrimina-
tion while reducing LD, we analyzed FST by marker and by population 
(Figure S15) for each genomic region. We retained the SNP with the 
highest average FST per linkage group (assumed to be the most infor-
mative), and 155 out of 160 individuals with a genotyping success 
>80%. The final data set comprised 17 SNPs of which 9 markers 
are from divergent genomic regions (outlier loci) and 8 markers are 
neutral (henceforth, the 17- SNP panel).

An examination of pairwise- FST values indicated a lack of sig-
nificant genetic differences between the North Sea samples or be-
tween the west of Ireland samples. There was also no significant 
genetic differentiation between individuals from the west of Ireland, 
the northern Spanish shelf, and northern Portugal (Table S10).

The PCA showed that individuals cluster in four main groups: 
(i) the North Sea; (ii) west of Ireland, northern Spanish shelf, and 

F I G U R E  4  Genomic regions characteristic of the North Sea. (a) Manhattan plot representing the dAF of each SNP along the genome for 
the contrast between the North Sea and all other samples. Each dot is a single SNP, and alternating gray tones were used to differentiate 
SNPs in consecutive chromosomes. The black line toward the bottom is the rolling mean of dAF over 100 SNPs. (b– e) Close- up plots of 
the four most divergent regions (highlighted with arrows in (a)) on (b, c) chr 1, (d) chr 20, and (e) chr 21. Plots of the other differentiated 
regions on chr 4, 7, and 11 are shown in Figure S11 (highlighted with an asterisk in (a)). Each close- up plot consists of four tracks (from top 
to bottom): The first, illustrates gene models; the second corresponds to the dAF of SNPs, in which the top 2% of markers are denoted in 
black. The horizontal red line indicates the Bonferroni Z- score threshold of significance; the third track is a heatmap plot depicting the pool- 
allele frequency per sample (rows) of the top 2% SNPs (columns), temporal replicates are denoted with an asterisk; the fourth track is the 
percentage of nucleotide diversity (π) for each sample calculated over 10 kb sliding windows with a step size of 2 kb. The color of each line 
indicates the designated ICES stock division of each pool. Sample name abbreviations as in Table 1.
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northern Portugal; (iii) southern Portugal; and (iv) north Africa 
(Figure 6a). The same groups, but with slightly greater separation, 
were observed when only using the putatively adaptive SNPs of the 
panel (in divergent genomic regions, n = 9, Figure S16a). When the 
markers from the chr 21 inversion in the 17- SNP panel are excluded 
(n = 2), the separation between southern Portugal and north Africa 
disappears, and the only distinguishable groups are the North Sea 
and everything else (Figure 6b) or the North Sea and other north-
ern samples (Figure 6b, inset). Therefore, the genotype of the inver-
sion is the main driver of the separation between northern samples, 
southern Portugal, and North Africa, as it depends on whether in-
dividuals are predominantly heterozygous or homozygous for the 
inversion (Figure S16). While the separation between the four main 
groups is clear, a few individuals clustered in different groups from 
the ones expected (Figure 6b, inset).

Individual admixture analysis supports the same four groups iden-
tified with PCA (the lowest minimal cross- entropy value indicates that 
K = 4, Figure 6c, top). In all groups, some individuals showed admixed 
ancestry, suggesting that they are probably F1- hybrids or backcrosses 
between local and migrant individuals. In some cases, the admixed an-
cestry signal is driven by the haplotype of the chr21 inversion. For ex-
ample, in southern Portugal, three individuals appear to originate from 

the western group because they are homozygous for the “northern” 
haplotype of the inversion, and three individuals seem to originate 
from the African group because they are homozygous for the “south-
ern” haplotype (Figure 6d, genotypes in Figure S14). Overall, these re-
sults indicate that gene flow occurs more often between neighboring 
geographic areas (Figure 6d).

4  |  DISCUSSION

We generated pooled DNA whole- genome sequence data (pool- 
seq) to examine the population structure, genomic basis, and en-
vironmental factors involved in genomic differentiation and local 
adaptation of the Atlantic horse mackerel. Our results revealed low 
genome- wide differences among locations, but high differentiation 
at a relatively small number of putatively adaptive loci, including a 
putative chromosomal inversion. The spatial extent of population 
structure appears to be largely determined by local environmental 
adaptation rather than spatially constrained gene flow. Although the 
pool- seq data results were validated with individual genotyping, the 
extent of population structure might have been underestimated be-
cause about 60% of the collected individuals were not in spawning 

F I G U R E  5  Genome- by- environment associations. The adaptively enriched redundancy analysis (RDA) was based on two uncorrelated 
and statistically significant environmental variables, mean seawater temperature (Tmean) and temperature range (Trange), °C, and the pool- 
allele frequencies of the 10 most differentiated SNPs in each of the divergent genomic regions identified with genome scans (n = 136). (a) 
RDA plot. Each point represents a single pool sample, and its color indicates the assigned ICES stock division. The blue arrows represent the 
loadings of the environmental variables on the first two RDA axes. The statistical significance of environmental variables was tested with 
1000 permutations and is indicated with asterisks (**p ≤ 0.01). Highly correlated environmental variables to the ones used in the analysis 
are shown in parenthesis (Figure S12). (b) Genomic position and loading on the significantly constrained axis RDA1 (p ≤ 0.01) of candidate 
SNPs (with loading >1 SD). Each point represents a single SNP and their color indicates the environmental predictor to which they show the 
highest correlation. (c, d) A linear relationship between candidate SNPs and the environmental predictor they are most correlated to. (e, f) 
Heatmap plots depicting the pool- allele frequencies of candidate SNPs across samples.
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condition and the pool- seq method does not allow the identifica-
tion of genetic heterogeneity within pools. Further studies including 
larger sample sizes of breeding individuals, and finer geographic cov-
erage are needed to refine the identification of population baselines.

4.1  |  Population structure

We found low but significant genomic differentiation among horse 
mackerel populations inhabiting the vast geographic area from the North 

Sea to North Africa (Figure 1a; global mean pool- FST = 0.007 ± 4.4e- 05). 
This result is in agreement with previous studies using dozens of neu-
tral genetic markers (Cimmaruta et al., 2008; Comesaña et al., 2008; 
Healey et al., 2020; Kasapidis & Magoulas, 2008). Low differentiation 
can be explained by the combined effect of gene flow and large popula-
tion sizes, implying a minor role of genetic drift in shaping patterns of 
genetic diversity. In the horse mackerel, gene flow could be mediated 
by adult migration and by the passive transport of pelagic eggs and 
larvae by ocean currents over large geographic areas, as the larval stage 
lasts about one month (Rusell, 1976).

F I G U R E  6  Population structure based on individual genotypes of the 17- SNP panel. The data set consisted of the genotype of 155 
individuals. (a, b) Principal components analysis (PCA) plot based on (a) all 17 markers, (inset) a bar plot showing the percentage (%) of 
genetic variance explained by each of the first nine principal components (PCs), (b) PCA with all samples but excluding markers from the 
chr 21 inversion (n = 2), (inset) PCA for only the northern samples and excluding markers in the inversion. Only the first two axes are shown 
per plot. Each dot corresponds to an individual, the dot color indicates the sampling location and the point shape, the designated stock 
based on the ICES stock divisions. (c) Analysis of admixture, (top) cross- entropy criterion plot to identify the most likely number of ancestral 
populations (K), (bottom) admixture bar plot for K = 4, in which each bar is one individual, and the different colors per bar represent the 
probability of ancestry for a given K. Individuals collected in the same site are grouped as a block, (d) map showing the mean ancestry 
proportion per location for K = 4. Sample names are abbreviated as in Table 1.
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Despite overall low differentiation, we discovered patterns of 
population structure at the genome- wide level (Figure 1b– d) that 
were statistically significant (Figure S9b) and that were supported by 
loci putatively under selection (Figures 2– 4). Pairwise pool- FST esti-
mates and PCA revealed three genome- wide patterns, separating: 
(i) the western Mediterranean and Atlantic populations, (ii) “north-
ern” and “southern” populations with respect to a genetic break in 
mid- Portugal (“northern” samples: North Sea, west of Ireland, north-
ern Spanish Shelf, northern Portugal; “southern” samples: southern 
Portugal and north of Africa), and (iii) the North Sea respect to other 
“northern” populations (Figure 1b– d).

Genome scans uncovered a number of genomic regions with 
elevated differentiation that support these three main subdivi-
sions and further resolve differences among southern samples 
(Figures 2– 4). Consequently, the five distinguishable genetic groups 
are (i) the western Mediterranean Sea; (ii) the North Sea; (iii) the 
west of Ireland, northern Spanish shelf (Bay of Biscay), and north-
ern Portugal; (iv) southern Portugal; and (v) north Africa, Mauritania. 
These groups appear to be spatially and temporally stable in the 
short term, as similar allele frequencies were observed at outlier loci 
in replicate samples collected 1 year apart (west of Ireland WIE1- 
WIE2, North Sea NOS1- NOS2, northern Portugal NPT1- NPT2, and 
southern Portugal SPT1- SPT2; Figures 2– 4). Genomic regions puta-
tively under selection varied in size (70– 600 kb, and 9.9 Mb for a pu-
tative structural variant) and a complete list of positional candidate 
genes located within these regions and their putative functions are 
presented in Table S7.

4.2  |  Genomic evidence separating the western 
Mediterranean and Atlantic populations

The largest genome- wide differences were observed between the 
sample from the western Mediterranean Sea (Alboran Sea) and 
Atlantic populations (Figures 1b and 2a, mean pool- FST = 0.011, 
Figure S9B). This separation was already proposed in earlier stud-
ies using body morphometrics, otolith shape, and parasitofauna 
(Abaunza et al., 2008). However, this is the first genetic evidence 
supporting the split, as previous studies using microsatellites or mito-
chondrial DNA were inconclusive (Cimmaruta et al., 2008; Comesaña 
et al., 2008; Healey et al., 2020; Kasapidis & Magoulas, 2008). The 
definition of a Mediterranean- Atlantic genetic divide has been con-
troversial, as it has been reported for some marine species but not 
for others. A meta- analysis of 20 phylogeographic studies indicated 
that such a discrepancy might be due to differences in vicariance 
and paleoclimate processes and in life- history traits between spe-
cies (Patarnello et al., 2007). Likewise, the retentive currents in the 
Almeria- Oran front in the western Mediterranean Sea, between 
Spain and Algeria, have been proposed to act as barriers for gene 
flow for various marine species (Patarnello et al., 2007). To elucidate 
which mechanisms are involved in limiting gene flow in this area in 
the horse mackerel, further sampling within the Mediterranean Sea 
and collection of individual genomic data are needed.

Interestingly, the pattern of differentiation between the 
Mediterranean sample and Atlantic populations occurred across 
the entire genome (Figure 2a), not at particular genomic regions 
(seen as peaks emerging from the genomic background) as expected 
when natural selection is the driving force of divergence (e.g., ob-
served in the North Sea and north Africa contrasts, Figures 3 and 
4). Such genome- wide pattern of divergence could be the result of 
either genetic divergence resulting from limited gene flow followed 
by genetic drift and/or local adaptation, or the presence of a mixed 
sample. Previous research based on parasite composition indicated 
that the Alboran Sea is a mixing area of horse mackerel from the 
Mediterranean and the Atlantic (Abaunza et al., 2008; Mattiucci 
et al., 2008). This suggests that the sample of individuals collected 
in this area could be a mix of Atlantic and Mediterranean individuals.

We detected two outlier loci that distinguish the western 
Mediterranean Sea, one on chr 5 and the other on chr 21 (Figure 2). 
The region on chr 21 harbors a single gene, taar7a (trace amine- 
associated receptor 7A; Figure 2b), which encodes a receptor involved 
in the olfactory sensing of amines (Hashiguchi & Nishida, 2007). The 
top candidate gene at the chr 5 locus is opn1mw4 (Figure 2a), a pa-
ralog of the opn1mw (RH2) gene, which encodes a cone photopigment 
essential for the vision of blue- green light. This gene contains two 
missense mutations (p.Ala284Thr and p.Val224Ile, Figure S17A,B), 
showing strong genetic differentiation (dAF = 0.53 and dAF = 0.40, 
respectively). It is possible that the missense mutations in opn1mw4 
may generate a shift in spectral sensitivity similar to the Phe261Tyr 
substitution in rhodopsin present in many fish species that live in 
brackish or freshwater (Hill et al., 2019). A change in visual sensitivity 
could be an adaptive response to the blue- green light environment 
in the less turbid waters of the Mediterranean Sea compared to the 
Atlantic Ocean (Figure S17; Shi & Wang, 2010). Visual adaptation 
confers survival advantages related to feeding, recognition of con-
specifics, and escape from predators.

4.3  |  A putative chromosomal inversion underlies a 
latitudinal genetic break near mid- Portugal

Our genomic data revealed a hitherto undescribed genetic break- off 
mid- Portugal, distinguishing populations “northern” or “southern” 
of this area. This latitudinal pattern was noticeable in pairwise- FST 
estimates (Figure 1b, mean pool- FST = 0.008, Figure S9B), but it was 
more evident in the PCA based on outlier SNPs (Figure 1d). A large 
(9.9 Mb) putative inversion on chr 21 underlies the latitudinal genetic 
pattern (Figure 3). This putative inversion harbors thousands of 
genes, the roles of which cannot be resolved without further stud-
ies. To understand the possible role of the inversion, we examined 
genome- environment associations (GEA) with redundancy analysis 
(RDA). This analysis indicated a strong association between outlier 
SNPs in the inversion and variation in seawater temperature and/or 
oxygen content (Figure 5a,b,c,e, Figure S12). Accordingly, the north-
ern haplotype, which is in high frequency among “northern” sam-
ples, seems to be associated with colder temperatures (9– 12°C) and 
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higher oxygen content (250– 266 μmol/m3). In contrast, the alterna-
tive haplotype dominates in North Africa, where temperatures are 
the highest (18°C) and oxygen content is the lowest (223 μmol/m3). 
Intermediate haplotype frequencies occur in the south of Portugal, 
where intermediate temperatures (13– 14°C) and oxygen content 
(242 μmol/m3) are common.

The exception to this trend is the prevalence of the northern 
haplotype in the sample from the western Mediterranean, a loca-
tion where seawater temperature is higher than expected (16°C 
vs. 9– 12°C among northern samples, Table S8). We cannot verify 
whether the individuals collected at this location spawn there, as 
their maturity status at the time of capture is unknown (Table S3). 
Therefore, it is possible that they may come from a location within 
the Mediterranean Sea with colder waters comparable to the north-
ern locations. In the Mediterranean Sea, similar temperatures to 
those in the northern region (~11– 12°C) occur in the winter sea-
son in coastal waters of the Balearic Sea near Catalonia (Spain), the 
Gulf of Lyon (France), and the Ligurian Sea (northeast Italy; Pastor 
et al., 2020). Indeed, previous studies have reported spawning 
events of horse mackerel near Catalonia during the winter months 
(Andreu & Rodriguez- Roda, 1953; Planas & Vives, 1953).

The GEA results are consistent with the observation that the in-
ferred location of the latitudinal genetic break coincides with a major 
biogeographical transition zone between temperate and subtropical 
waters off the coast of central Portugal, near Lisbon (~38.7– 39.0°N; 
Cunha, 2001; Santos et al., 2007). A genetic study in the boarfish 
(Capros aper), a pelagic fish with similar distribution and life his-
tory characteristics as the horse mackerel, reported a comparable 
latitudinal pattern (Farrell et al., 2016). Thus, it is possible that the 
environmental transition zone in mid- Portugal is a major driver of 
population structuring for several marine species inhabiting this 
area, including the horse mackerel.

4.4  |  A distinct population in the southern 
North Sea

Our genomic data demonstrated that there is a genetically distinct 
population in the southern North Sea (Figure 1b,d, mean pool- 
FST = 0.011, Figure S9b). This adds to previous morphometric and 
parasite data suggesting that horse mackerel from this area differs 
from nearby Atlantic populations (Abaunza et al., 2008).

Genome scans revealed seven genomic regions that distin-
guish the North Sea (Figure 4a). The replicate samples from this 
area showed similar genome- wide backgrounds (pool- FST = 0.001, 
Figure S9b) and nearly identical allele frequencies at outlier loci 
(Figure 4b– e). However, these replicate samples likely represented 
the same cohort, as indicated by their length– frequency and ma-
turity stages (Table S3), meaning that they were not independent 
observations but support the presence of short- term stability of the 
horse mackerel in this area.

Some of the positional candidate genes for local adaptation to 
the North Sea are gpr83, sgms2, ncoa2, and taar7a (Figure 4). gpr83 

(G- protein coupled receptor 83) encodes a receptor that plays a role 
in the regulation of energy metabolism, feeding, reward pathway, 
and stress/anxiety responses in mice (Gomes et al., 2016; Lueptow 
et al., 2018). ncoa2 (nuclear receptor coactivator 2) encodes a transcrip-
tional coactivator for steroid receptors that are presumably involved in 
glucose metabolism regulation (Bateman et al., 2021). Previous exper-
imental studies indicate that fish adapted to cold climates often have 
higher metabolic rates than those adapted to warm climates (Wang 
et al., 2014; White et al., 2012). Thus, selection may favor alleles that 
result in increased energy metabolism required for adaptation to the 
cold environment of the North Sea. sgms2 (sphingomyelin synthase 
2) on chromosome 1 encodes a protein involved in the synthesis of 
sphingomyelin, a major component of cell and Golgi apparatus mem-
brane. Previous studies indicate that this protein is crucial to maintain 
cell membrane structure and fluidity at low temperatures in fish (Wang 
et al., 2014; Windisch et al., 2011). taar7a (trace amine- associated re-
ceptor 7A) encodes an olfactory receptor specific for sensing amines 
in vertebrates (Hashiguchi & Nishida, 2007; Hussain et al., 2009; 
Tessarolo et al., 2014; Yamamoto et al., 2010). Interestingly, the North 
Sea and the Mediterranean samples tended to be fixed for alternate 
haplotypes at this locus (Figure 4d). Amines are odorants proposed 
to play a critical role in intra-  and inter- specific communication in, for 
example, sexual attraction or avoidance of predators or rotting food 
(Dewan, 2021). A study on two goatfish species with contrasting bot-
tom habitat preferences (Mullus surmuletus and Mullus barbatus) re-
ported significant differences in the morphology of chemoreceptors 
(Lombarte & Aguirre, 1997). Such differences are proposed to be as-
sociated with increased sensitivity to chemical stimuli in species living 
in muddy deeper waters, where visual capabilities are reduced. Among 
the locations in the east Atlantic included in this study, the North Sea 
has the highest water turbidity of all (Figure S17, Shi & Wang, 2010). 
Thus, it is possible that natural selection may favor taar7a alleles that 
confer an enhanced sense of smell under the reduced visibility in the 
North Sea.

The GEA analysis indicated that there is a strong association be-
tween outlier SNP characteristics of the North Sea and variation in 
temperature range or correlated environmental parameters such as 
iron content and primary productivity (Figure 5a,b,d,f, Figure S12). The 
North Sea corresponds to the northern limit of the reproductive range 
of the species and exhibits a combination of environmental factors 
that makes this area unique. The North Sea is characterized by colder 
mean temperatures and a higher temperature range (colder winters 
and warmer summers) than other locations included in this study as 
well as higher oxygen content, iron content, and primary productivity. 
The particular environmental conditions in this area and the number of 
genomic regions that appear to be under selection suggest a polygenic 
response to diverse selection pressures driving local adaptation.

4.5  |  Evolutionary implications

A long- standing question in evolutionary biology and conservation 
is what is the spatial scale at which population subdivision occurs 
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in highly mobile marine species. Based on this study and previous 
research, we propose that population structuring in marine species 
could be largely determined by the strength and selective pressures 
imposed by environmental factors experienced at crucial life stages 
that determine survival and fitness.

We reached this conclusion by comparing the life history and 
population structure patterns of Atlantic horse mackerel, Atlantic 
herring, and European eel, three migratory marine species analyzed 
with whole- genome sequencing. The number of loci involved in eco-
logical adaptation in the Atlantic horse mackerel and their degree of 
genetic differentiation is small compared with those in the Atlantic 
herring (Han et al., 2020) but is intermediate to the Atlantic herring 
and the European eel, as the latter constitutes a single panmictic 
population (Enbody et al., 2021). We propose that the most import-
ant explanation for the differences in genetic structuring between 
these three species is related to their respective spawning strate-
gies because spawning and early development constitute the most 
sensitive period of life for a fish, characterized by high mortality 
(Dahlke et al., 2020) and thus strong selection. The Atlantic herring 
is a demersal spawner that breeds close to the coast in areas with 
marked environmental differences between populations as regards 
temperature, salinity, depth, and biotic conditions (plankton produc-
tion, predators, etc.). It is also presumed to show prevalent homing 
behavior, that is, individuals return for spawning to the locations 
where they were hatched. In contrast, the Atlantic horse mackerel 
is a benthopelagic fish that spawns in deeper waters, near the shelf 
edge (100– 200 m deep), at not well- defined spawning areas. This 
implies that the environmental conditions in which breeding occurs 
are comparatively less diverse. On the other extreme, to the best of 
our knowledge, all European eels spawn in the Sargasso Sea under 
similar environmental conditions.

4.6  |  Implications for fisheries 
assessment and management

The genetic- based groups identified here are largely in agreement 
with the current horse mackerel stocks, informed by the results of 
the 2000– 2003 HOMSIR project (Abaunza et al., 2008). However, 
our data do not support the current definition of the Southern stock 
in Portuguese waters (Figure S1) and of the southern boundary of the 
Western stock. Our genomic data indicate that the Southern stock 
might not have well- defined boundaries but rather constitutes a con-
tact zone between at least two diverse biological units (Figures 1, 
3 and 6). Samples from northern Portugal (north of Lisbon, ~38.7– 
39.0 °N) appear to be genetically closer to the Western stock, while 
samples from southern Portugal (south of Lisbon) form their own 
group but are genetically closer to the samples from the Saharo- 
Mauritanian stock, in North Africa. To confirm these findings and as-
sess the spatial and temporal trends of mixing between these areas, 
further studies are required, including a finer geographic sampling 
and screening of informative genetic variants in a large number of 
individuals throughout this area. We did not find significant genetic 

differences between northern Portugal (currently considered part of 
the Southern stock), northern Spanish shelf (Bay of Biscay), and the 
west of Ireland, implying that the southern boundary of the Western 
stock could possibly be extended down to northern Portuguese 
waters. However, the minute genetic differentiation does not ex-
clude the possibility that isolation in an ecologically relevant time-
scale of interest for fisheries management might occur (Hauser & 
Carvalho, 2008).

Finally, our genomic data support the consideration of the 
Mediterranean Sea as a separate stock, as proposed by the HOMSIR 
project (Abaunza et al., 2008). While a single sample from the west-
ernmost part of the Mediterranean was studied, its genetic distinc-
tiveness suffices to infer that the Mediterranean horse mackerel 
likely constitutes a separate population from those in the Atlantic. 
Wide- scale sampling within the Mediterranean Sea is required to 
further explore the population structure in this region.

This study identified a number of genetic markers (SNPs) that 
can be used as a genetic tool for fisheries stock assessment. A panel 
of only 63 markers suffices to identify the main genetic subdivisions. 
In fact, using a reduced panel of only 17 markers, it is possible to 
differentiate individuals collected in the North Sea and North Africa 
from neighboring populations. These markers can help, for instance, 
to elucidate the extent of mixing between the Western and North 
Sea stocks in the English Channel (ICES Divisions 7.e and 7.d) and in 
ICES area 4.a in the northern North Sea. Therefore, this study can 
serve as a successful example of the utility of genetic tools for fish-
eries monitoring and management.

ACKNOWLEDG MENTS
The authors want to specially thank the members of the 
Northern Pelagic Working Group of the European Association 
of Fish Producers Organisation (EAPO) and the Pelagic Advisory 
Council (PelAC) for funding this study, and to Martin Pastoors, 
Maria Manuel Angélico, Finlay Burns, Gersom Costas, Cindy 
Van Damme, Cristina Nunes, Brendan O'Hea, Ciaran O'Donnell, 
Michael O'Malley, Jan Beintema, and all IEO, IPMA, MI, MSS, WUR 
scientists and crew on the survey and commercial vessels involved 
in sampling. We also thank Jens Carlsson and the EU Atlas Project 
for providing the Mediterranean sample. The project was also fi-
nancially supported by Vetenskapsrådet (2017- 02907_VR) and 
Knut and Alice Wallenberg Foundation (KAW 2016.0063) both to 
LA. The National Genomics Infrastructure (NGI)/Uppsala Genome 
Center provided service in massive parallel sequencing and 
the computational infrastructure was provided by the Swedish 
National Infrastructure for Computing (SNIC) at UPPMAX partially 
funded by the Swedish Research Council through grant agree-
ment no. 2018- 05973. Thanks also to the National Bioinformatics 
Infrastructure Sweden (NBIS) for the development of the pipeline 
used for functional gene annotation. Thanks to Scott Campbell for 
enriching discussions.

CONFLIC T OF INTERE S T S TATEMENT
The authors declare no competing interest.

 17524571, 2023, 6, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/eva.13559 by U

ppsala U
niversity K

arin B
oye, W

iley O
nline L

ibrary on [21/12/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense



1216  |    FUENTES-PARDO et al.

DATA AVAIL ABILIT Y S TATEMENT
Sequence data generated in this study are available in the NCBI Short 
Read Archive (SRA) under BioProject PRJNA957442. Pool- wise allele 
frequencies, environmental data, and individual genotypes are available 
at the SciLifeLab Data repository DOI: 10.17044/scilifelab.22670290. 
Custom scripts are available in the Github repository: https://github.
com/LeifA nders sonLa b/2023_Horse_macke rel_popgen.

ORCID
Angela P. Fuentes- Pardo  https://orcid.
org/0000-0002-5734-9030 
Edward D. Farrell  https://orcid.org/0000-0002-0070-9154 
Mats E. Pettersson  https://orcid.org/0000-0002-7372-9076 
C. Grace Sprehn  https://orcid.org/0000-0002-4164-4246 
Leif Andersson  https://orcid.org/0000-0002-4085-6968 

R E FE R E N C E S
Abaunza, P., Gordo, L., Karlou- Riga, C., Murta, A., Eltink, A. T. G. W., 

García Santamaría, M. T., Zimmermann, C., Hammer, C., Lucio, 
P., Iversen, S. A., Molloy, J., & Gallo, E. (2003). Growth and re-
production of horse mackerel, Trachurus trachurus (Carangidae). 
Reviews in Fish Biology and Fisheries, 13(1), 27– 61. https://doi.
org/10.1023/A:10263 34532390

Abaunza, P., Murta, A. G., Campbell, N., Cimmaruta, R., Comesaña, 
A. S., Dahle, G., García Santamaría, M. T., Gordo, L. S., Iversen, 
S. A., MacKenzie, K., Magoulas, A., Mattiucci, S., Molloy, J., 
Nascetti, G., Pinto, A. L., Quinta, R., Ramos, P., Sanjuan, A., Santos, 
A. T., … Zimmermann, C. (2008). Stock identity of horse mackerel 
(Trachurus trachurus) in the Northeast Atlantic and Mediterranean 
Sea: Integrating the results from different stock identifica-
tion approaches. Fisheries Research, 89(2), 196– 209. https://doi.
org/10.1016/j.fishr es.2007.09.022

Akopyan, M., Tigano, A., Jacobs, A., Wilder, A. P., Baumann, H., & 
Therkildsen, N. O. (2022). Comparative linkage mapping uncov-
ers recombination suppression across massive chromosomal in-
versions associated with local adaptation in Atlantic silversides. 
Molecular Ecology, 31(12), 3323– 3341. https://doi.org/10.1111/
mec.16472

Alvarez, P., & Chifflet, M. (2012). The fate of eggs and larvae of three 
pelagic species, mackerel (Scomber scombrus), horse mackerel 
(Trachurus trachurus) and sardine (Sardina pilchardus) in relation 
to prevailing currents in the Bay of Biscay: Could they affect lar-
val. Scientia Marina, 76(3), 573– 586. https://doi.org/10.3989/
scimar.03298.07H

Andreu, B., & Rodriguez- Roda, J. (1953). La pesca marítimaen Castellón. 
Rendimento por unidad de esfuerzo (1945– 49) y consideraciones 
biometricas de las especies de interés comercial. Publicaciones Del 
Instituto de Biología Aplicada, 8, 223– 277.

Anon. (2014). Proposal for a Council Regulation fixing for 2015 the fishing 
opportunities for certain fish stocks and groups of fish stocks, applica-
ble in Union waters and, for Union vessels, in certain non- Union waters 
and repealing Council Regulation (EU) No 779/2014.

Assis, J., Tyberghein, L., Bosch, S., Verbruggen, H., Serrão, E. A., De 
Clerck, O., & Tittensor, D. (2018). Bio- ORACLE v2.0: Extending 
marine data layers for bioclimatic modelling. Global Ecology and 
Biogeography, 27(3), 277– 284. https://doi.org/10.1111/geb.12693

Barth, J. M. I., Berg, P. R., Jonsson, P. R., Bonanomi, S., Corell, H., 
Hemmer- Hansen, J., Jakobsen, K. S., Johannesson, K., Jorde, P. E., 
Knutsen, H., Moksnes, P.- O., Star, B., Stenseth, N. C., Svedäng, H., 
Jentoft, S., & André, C. (2017). Genome architecture enables local 
adaptation of Atlantic cod despite high connectivity. Molecular 
Ecology, 26(17), 4452– 4466. https://doi.org/10.1111/mec.14207

Bateman, A., Martin, M.- J., Orchard, S., Magrane, M., 
Agivetova, R., Ahmad, S., Alpi, E., Bowler- Barnett, E. H., 
Britto, R., Bursteinas, B., Bye- A- Jee, H., Coetzee, R., Cukura, A., Da 
Silva, A., Denny, P., Dogan, T., Ebenezer, T., Fan, J., Castro, L. G., … 
Teodoro, D. (2021). UniProt: The universal protein knowledge base 
in 2021. Nucleic Acids Research, 49(D1), D480– D489. https://doi.
org/10.1093/nar/gkaa1100

Bergland, A. O., Behrman, E. L., O'Brien, K. R., Schmidt, P. S., & Petrov, 
D. A. (2014). Genomic evidence of rapid and stable adaptive oscilla-
tions over seasonal time scales in Drosophila. PLoS Genetics, 10(11), 
e1004775. https://doi.org/10.1371/journ al.pgen.1004775

Binzer- Panchal, M., Dainat, J., & Soler, L. (2021). NBIS Genome Annotation 
Workflows (Version v1.0.0) [Computer software]. https://github.com/
NBISw eden/pipel ines-nextflow

Bolger, A. M., Lohse, M., & Usadel, B. (2014). Trimmomatic: A flexible 
trimmer for Illumina sequence data. Bioinformatics, 30(15), 2114– 
2120. https://doi.org/10.1093/bioin forma tics/btu170

Bosch, S. (2020). sdmpredictors: Species distribution modelling predictor 
datasets. R package version 0.2.9. https://cran.r-proje ct.org/packa 
ge=sdmpr edictors

Brunel, T., Farrell, E. D., Kotterman, M., Kwadijk, C., Verkempynck, R., 
Chen, C., & Miller, D. (2016). Improving the knowledge basis for advice 
on North Sea horse mackerel. Developing new methods to get insight on 
stock boundaries and abundance. Wageningen, IMARES Wageningen 
UR (University & Research Centre), Wageningen Marine Research 
report C092/16.

Cadrin, S. X., & Secor, D. H. (2009). Accounting for spatial popula-
tion structure in stock assessment: Past, present, and future. 
In R. B. J. Beamish (Ed.), The future of fisheries science in North 
America (pp. 405– 426). Springer Netherlands. https://doi.
org/10.1007/978-1-4020-9210-7_22

Capblancq, T., & Forester, B. R. (2021). Redundancy analysis: A Swiss Army 
Knife for landscape genomics. Methods in Ecology and Evolution, 
12(12), 2298– 2309. https://doi.org/10.1111/2041-210X.13722

Casey, J., Jardim, E., & Martinsohn, J. T. H. (2016). The role of genetics 
in fisheries management under the E.U. common fisheries policy. 
Journal of Fish Biology, 89(6), 2755– 2767. https://doi.org/10.1111/
jfb.13151

Cimmaruta, R., Bondanelli, P., Ruggi, A., & Nascetti, G. (2008). Genetic 
structure and temporal stability in the horse mackerel (Trachurus 
trachurus). Fisheries Research, 89(2), 114– 121. https://doi.
org/10.1016/j.fishr es.2007.09.030

Cingolani, P., Platts, A., Wang, L. L., Coon, M., Nguyen, T., Wang, L., Land, 
S. J., Lu, X., & Ruden, D. M. (2012). A program for annotating and 
predicting the effects of single nucleotide polymorphisms, SnpEff. 
Fly, 6(2), 80– 92. https://doi.org/10.4161/fly.19695

Comesaña, A. S., Martínez- Areal, M. T., & Sanjuan, A. (2008). Genetic 
variation in the mitochondrial DNA control region among horse 
mackerel (Trachurus trachurus) from the Atlantic and Mediterranean 
areas. Fisheries Research, 89(2), 122– 131. https://doi.org/10.1016/j.
fishr es.2007.09.014

Cunha, M. E. (2001). Physical control of biological processes in a coastal 
upwelling system: Comparison of the effects of coastal topography, 
river run- off and physical oceanography in the northern and southern 
parts of Western Portuguese Coastal Waters [Faculdade de Ciências da 
Universidade de Lisboa]. https://www.resea rchga te.net/publi catio 
n/23741 8870_Physi cal_contr ol_of_biolo gical_proce sses_in_a_
coast al_upwel ling_system_compa rison_of_the_effec ts_of_coast 
al_topog raphy_river_run-off_and_physi cal_ocean ograp hy_in_the_
north ern_and_south ern_parts_of_Por

Dahlke, F. T., Wohlrab, S., Butzin, M., & Pörtner, H.- O. (2020). Thermal bot-
tlenecks in the life cycle define climate vulnerability of fish. Science, 
369(6499), 65– 70. https://doi.org/10.1126/scien ce.aaz3658

Dewan, A. (2021). Olfactory signaling via trace amine- associated re-
ceptors. Cell and Tissue Research, 383(1), 395– 407. https://doi.
org/10.1007/s00441-020-03331-5

 17524571, 2023, 6, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/eva.13559 by U

ppsala U
niversity K

arin B
oye, W

iley O
nline L

ibrary on [21/12/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://doi.org/10.17044/scilifelab.22670290
https://github.com/LeifAnderssonLab/2023_Horse_mackerel_popgen
https://github.com/LeifAnderssonLab/2023_Horse_mackerel_popgen
https://orcid.org/0000-0002-5734-9030
https://orcid.org/0000-0002-5734-9030
https://orcid.org/0000-0002-5734-9030
https://orcid.org/0000-0002-0070-9154
https://orcid.org/0000-0002-0070-9154
https://orcid.org/0000-0002-7372-9076
https://orcid.org/0000-0002-7372-9076
https://orcid.org/0000-0002-4164-4246
https://orcid.org/0000-0002-4164-4246
https://orcid.org/0000-0002-4085-6968
https://orcid.org/0000-0002-4085-6968
https://doi.org/10.1023/A:1026334532390
https://doi.org/10.1023/A:1026334532390
https://doi.org/10.1016/j.fishres.2007.09.022
https://doi.org/10.1016/j.fishres.2007.09.022
https://doi.org/10.1111/mec.16472
https://doi.org/10.1111/mec.16472
https://doi.org/10.3989/scimar.03298.07H
https://doi.org/10.3989/scimar.03298.07H
https://doi.org/10.1111/geb.12693
https://doi.org/10.1111/mec.14207
https://doi.org/10.1093/nar/gkaa1100
https://doi.org/10.1093/nar/gkaa1100
https://doi.org/10.1371/journal.pgen.1004775
https://github.com/NBISweden/pipelines-nextflow
https://github.com/NBISweden/pipelines-nextflow
https://doi.org/10.1093/bioinformatics/btu170
https://cran.r-project.org/package=sdmpredictors
https://cran.r-project.org/package=sdmpredictors
https://doi.org/10.1007/978-1-4020-9210-7_22
https://doi.org/10.1007/978-1-4020-9210-7_22
https://doi.org/10.1111/2041-210X.13722
https://doi.org/10.1111/jfb.13151
https://doi.org/10.1111/jfb.13151
https://doi.org/10.1016/j.fishres.2007.09.030
https://doi.org/10.1016/j.fishres.2007.09.030
https://doi.org/10.4161/fly.19695
https://doi.org/10.1016/j.fishres.2007.09.014
https://doi.org/10.1016/j.fishres.2007.09.014
https://www.researchgate.net/publication/237418870_Physical_control_of_biological_processes_in_a_coastal_upwelling_system_comparison_of_the_effects_of_coastal_topography_river_run-off_and_physical_oceanography_in_the_northern_and_southern_parts_of_Por
https://www.researchgate.net/publication/237418870_Physical_control_of_biological_processes_in_a_coastal_upwelling_system_comparison_of_the_effects_of_coastal_topography_river_run-off_and_physical_oceanography_in_the_northern_and_southern_parts_of_Por
https://www.researchgate.net/publication/237418870_Physical_control_of_biological_processes_in_a_coastal_upwelling_system_comparison_of_the_effects_of_coastal_topography_river_run-off_and_physical_oceanography_in_the_northern_and_southern_parts_of_Por
https://www.researchgate.net/publication/237418870_Physical_control_of_biological_processes_in_a_coastal_upwelling_system_comparison_of_the_effects_of_coastal_topography_river_run-off_and_physical_oceanography_in_the_northern_and_southern_parts_of_Por
https://www.researchgate.net/publication/237418870_Physical_control_of_biological_processes_in_a_coastal_upwelling_system_comparison_of_the_effects_of_coastal_topography_river_run-off_and_physical_oceanography_in_the_northern_and_southern_parts_of_Por
https://doi.org/10.1126/science.aaz3658
https://doi.org/10.1007/s00441-020-03331-5
https://doi.org/10.1007/s00441-020-03331-5


    |  1217FUENTES-PARDO et al.

Dieringer, D., & Schlötterer, C. (2003). Microsatellite analyser (MSA): 
A platform independent analysis tool for large microsatellite 
data sets. Molecular Ecology Notes, 3(1), 167– 169. https://doi.
org/10.1046/j.1471-8286.2003.00351.x

Dixon, P. (2003). VEGAN, a package of R functions for community 
ecology. Journal of Vegetation Science, 14(6), 927– 930. https://doi.
org/10.1111/j.1654-1103.2003.tb022 28.x

Dray, S., & Dufour, A.- B. (2007). The ade4 Package: Implementing the 
duality diagram for ecologists. Journal of Statistical Software, 22(4), 
1– 20. https://doi.org/10.18637/ jss.v022.i04

Enbody, E. D., Pettersson, M. E., Sprehn, C. G., Palm, S., Wickström, H., 
& Andersson, L. (2021). Ecological adaptation in European eels is 
based on phenotypic plasticity. Proceedings of the National Academy 
of Sciences of the United States of America, 118(4), e2022620118. 
https://doi.org/10.1073/pnas.20226 20118

Ensembl. (2021). Ensembl Rapid Release: genome assembly and annotation 
of Trachurus trachurus. https://rapid.ensem bl.org/Trach urus_trach 
urus_GCA_90517 1665.1/Info/Index ?db=core

Farrell, E. D., & Carlsson, J. (2018). Genetic stock identification of 
Northeast Atlantic Horse mackerel, Trachurus trachurus. A Report 
Prepared for the Members of the Northern Pelagic Working 
Group, 40.

Farrell, E. D., Carlsson, J. E. L., & Carlsson, J. (2016). Next Gen Pop Gen: 
Implementing a high- throughput approach to population genetics 
in boarfish (Capros aper). Royal Society Open Science, 3(12), 160651. 
https://doi.org/10.1098/rsos.160651

Feder, A. F., Petrov, D. A., & Bergland, A. O. (2012). LDx: Estimation of 
linkage disequilibrium from high- throughput pooled resequenc-
ing data. PLoS ONE, 7(11), e48588. https://doi.org/10.1371/journ 
al.pone.0048588

Frichot, E., & François, O. (2015). LEA: An R package for landscape and 
ecological association studies. Methods in Ecology and Evolution, 
6(8), 925– 929. https://doi.org/10.1111/2041-210X.12382

Frichot, E., Mathieu, F., Trouillon, T., Bouchard, G., & François, O. 
(2014). Fast and efficient estimation of individual ancestry coef-
ficients. Genetics, 196(4), 973– 983. https://doi.org/10.1534/genet 
ics.113.160572

Froese, R., & Pauly, D. (2021). Atlantic horse mackerel. FishBase. www.
fishb ase.org

Gagnaire, P.- A., & Gaggiotti, O. E. (2016). Detecting polygenic selec-
tion in marine populations by combining population genomics and 
quantitative genetics approaches. Current Zoology, 62(6), 603– 616. 
https://doi.org/10.1093/cz/zow088

Genner, M., & Collins, R. (2022). The genome sequence of the Atlantic 
horse mackerel, Trachurus trachurus (Linnaeus 1758). Wellcome 
Open Research, 7, 118. https://doi.org/10.12688/ wellc omeop 
enres.17813.1

Gomes, I., Bobeck, E. N., Margolis, E. B., Gupta, A., Sierra, S., Fakira, A. 
K., Fujita, W., Müller, T. D., Müller, A., Tschöp, M. H., Kleinau, G., 
Fricker, L. D., & Devi, L. A. (2016). Identification of GPR83 as the 
receptor for the neuroendocrine peptide PEN. Science Signaling, 
9(425), 1– 14. https://doi.org/10.1126/scisi gnal.aad0694

Gordo, L. S., Costa, A., Abaunza, P., Lucio, P., Eltink, A. T. G. W., & 
Figueiredo, I. (2008). Determinate versus indeterminate fecundity 
in horse mackerel. Fisheries Research, 89(2), 181– 185. https://doi.
org/10.1016/j.fishr es.2007.09.024

Han, F., Jamsandekar, M., Pettersson, M. E., Su, L., Fuentes- Pardo, A. P., 
Davis, B. W., Bekkevold, D., Berg, F., Casini, M., Dahle, G., Farrell, 
E. D., Folkvord, A., & Andersson, L. (2020). Ecological adaptation 
in Atlantic herring is associated with large shifts in allele frequen-
cies at hundreds of loci. eLife, 9, 1– 20. https://doi.org/10.7554/
eLife.61076

Hashiguchi, Y., & Nishida, M. (2007). Evolution of trace amine– associated 
receptor (TAAR) gene family in vertebrates: Lineage- specific ex-
pansions and degradations of a second class of vertebrate chemo-
sensory receptors expressed in the olfactory epithelium. Molecular 

Biology and Evolution, 24(9), 2099– 2107. https://doi.org/10.1093/
molbe v/msm140

Hauser, L., & Carvalho, G. R. (2008). Paradigm shifts in ma-
rine fisheries genetics: Ugly hypotheses slain by beau-
tiful facts. Fish and Fisheries, 9(4), 333– 362. https://doi.
org/10.1111/j.1467-2979.2008.00299.x

Healey, A. J. E., Farthing, M. W., Nunoo, F. K. E., Potts, W. M., Sauer, W. 
H. H., Skujina, I., King, N., Becquevort, S., Shaw, P. W., & McKeown, 
N. J. (2020). Genetic analysis provides insights into species distri-
bution and population structure in East Atlantic horse mackerel 
(Trachurus trachurus and T. capensis). Journal of Fish Biology, 96(3), 
795– 805. https://doi.org/10.1111/jfb.14276

Hijmans, R. J. (2017). geosphere: Spherical trigonometry. R package version 
1.5- 10 edn. https://cran.r-proje ct.org/packa ge=geosp here

Hill, J., Enbody, E. D., Pettersson, M. E., Sprehn, C. G., Bekkevold, D., 
Folkvord, A., Laikre, L., Kleinau, G., Scheerer, P., & Andersson, L. 
(2019). Recurrent convergent evolution at amino acid residue 261 
in fish rhodopsin. Proceedings of the National Academy of Sciences 
of the United States of America, 116(37), 18473– 18478. https://doi.
org/10.1073/pnas.19083 32116

Hintzen, N. T., Roel, B., Benden, D., Clarke, M., Egan, A., Nash, R. D. M., 
Rohlf, N., & Hatfield, E. M. C. (2015). Managing a complex popu-
lation structure: Exploring the importance of information from 
fisheries- independent sources. ICES Journal of Marine Science, 72(2), 
528– 542. https://doi.org/10.1093/icesj ms/fsu102

Hivert, V., Leblois, R., Petit, E. J., Gautier, M., & Vitalis, R. (2018). 
Measuring genetic differentiation from pool- seq data. Genetics, 
210(1), genetics.300900.2018. https://doi.org/10.1534/genet 
ics.118.300900

Howe, K. L., Achuthan, P., Allen, J., Allen, J., Alvarez- Jarreta, J., Amode, M. 
R., Armean, I. M., Azov, A. G., Bennett, R., Bhai, J., Billis, K., Boddu, 
S., Charkhchi, M., Cummins, C., Da Rin Fioretto, L., Davidson, C., 
Dodiya, K., El Houdaigui, B., Fatima, R., … Flicek, P. (2021). Ensembl 
2021. Nucleic Acids Research, 49(D1), D884– D891. https://doi.
org/10.1093/nar/gkaa942

Hussain, A., Saraiva, L. R., & Korsching, S. I. (2009). Positive Darwinian 
selection and the birth of an olfactory receptor clade in tele-
osts. Proceedings of the National Academy of Sciences of the United 
States of America, 106(11), 4313– 4318. https://doi.org/10.1073/
pnas.08032 29106

ICES. (2005). Report of the Working Group on the Assessment of Mackerel, 
Horse Mackerel, Sardine, and Anchovy (WGMHSA). 7– 16 September 
2004, ICES Headquarters, Copenhagen. ICES CM 2005/ACFM:08: 
477 pp. https://www.ices.dk/sites/ pub/Publi catio n%20Rep orts/
Exper t%20Gro up%20Rep ort/acfm/2004/wgmhs a/WGMHS A05.
pdf

ICES. (2015). Report of the Workshop on Maturity Staging of Mackerel and 
Horse Mackerel (WKMSMAC2), 28 September to 2 October 2015, 
Lisbon, Portugal (p. 93). ICES CM 2015/SSGIEOM.

ICES. (2022a). Working Group on Southern Horse Mackerel, Anchovy 
and Sardine (WGHANSA). Draft report. ICES Scientific Reports, 
4(51), 354.

ICES. (2022b). Working Group on Widely Distributed Stocks (WGWIDE). 
ICES Scientific Reports, 4(73), 922.

Kasapidis, P., & Magoulas, A. (2008). Development and application of 
microsatellite markers to address the population structure of the 
horse mackerel Trachurus trachurus. Fisheries Research, 89(2), 132– 
135. https://doi.org/10.1016/j.fishr es.2007.09.015

Kerr, L. A., Hintzen, N. T., Cadrin, S. X., Clausen, L. W., Dickey- Collas, 
M., Goethel, D. R., Hatfield, E. M. C., Kritzer, J. P., & Nash, R. D. M. 
(2017). Lessons learned from practical approaches to reconcile mis-
matches between biological population structure and stock units 
of marine fish. ICES Journal of Marine Science, 74(6), 1708– 1722. 
https://doi.org/10.1093/icesj ms/fsw188

Kess, T., Einfeldt, A. L., Wringe, B., Lehnert, S. J., Layton, K. K. S., 
McBride, M. C., Robert, D., Fisher, J., Le Bris, A., den Heyer, C., 

 17524571, 2023, 6, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/eva.13559 by U

ppsala U
niversity K

arin B
oye, W

iley O
nline L

ibrary on [21/12/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://doi.org/10.1046/j.1471-8286.2003.00351.x
https://doi.org/10.1046/j.1471-8286.2003.00351.x
https://doi.org/10.1111/j.1654-1103.2003.tb02228.x
https://doi.org/10.1111/j.1654-1103.2003.tb02228.x
https://doi.org/10.18637/jss.v022.i04
https://doi.org/10.1073/pnas.2022620118
https://rapid.ensembl.org/Trachurus_trachurus_GCA_905171665.1/Info/Index?db=core
https://rapid.ensembl.org/Trachurus_trachurus_GCA_905171665.1/Info/Index?db=core
https://doi.org/10.1098/rsos.160651
https://doi.org/10.1371/journal.pone.0048588
https://doi.org/10.1371/journal.pone.0048588
https://doi.org/10.1111/2041-210X.12382
https://doi.org/10.1534/genetics.113.160572
https://doi.org/10.1534/genetics.113.160572
http://www.fishbase.org
http://www.fishbase.org
https://doi.org/10.1093/cz/zow088
https://doi.org/10.12688/wellcomeopenres.17813.1
https://doi.org/10.12688/wellcomeopenres.17813.1
https://doi.org/10.1126/scisignal.aad0694
https://doi.org/10.1016/j.fishres.2007.09.024
https://doi.org/10.1016/j.fishres.2007.09.024
https://doi.org/10.7554/eLife.61076
https://doi.org/10.7554/eLife.61076
https://doi.org/10.1093/molbev/msm140
https://doi.org/10.1093/molbev/msm140
https://doi.org/10.1111/j.1467-2979.2008.00299.x
https://doi.org/10.1111/j.1467-2979.2008.00299.x
https://doi.org/10.1111/jfb.14276
https://cran.r-project.org/package=geosphere
https://doi.org/10.1073/pnas.1908332116
https://doi.org/10.1073/pnas.1908332116
https://doi.org/10.1093/icesjms/fsu102
https://doi.org/10.1534/genetics.118.300900
https://doi.org/10.1534/genetics.118.300900
https://doi.org/10.1093/nar/gkaa942
https://doi.org/10.1093/nar/gkaa942
https://doi.org/10.1073/pnas.0803229106
https://doi.org/10.1073/pnas.0803229106
https://www.ices.dk/sites/pub/Publication Reports/Expert Group Report/acfm/2004/wgmhsa/WGMHSA05.pdf
https://www.ices.dk/sites/pub/Publication Reports/Expert Group Report/acfm/2004/wgmhsa/WGMHSA05.pdf
https://www.ices.dk/sites/pub/Publication Reports/Expert Group Report/acfm/2004/wgmhsa/WGMHSA05.pdf
https://doi.org/10.1016/j.fishres.2007.09.015
https://doi.org/10.1093/icesjms/fsw188


1218  |    FUENTES-PARDO et al.

Shackell, N., Ruzzante, D. E., Bentzen, P., & Bradbury, I. R. (2021). A 
putative structural variant and environmental variation associated 
with genomic divergence across the Northwest Atlantic in Atlantic 
Halibut. ICES Journal of Marine Science, 78(7), 2371– 2384. https://
doi.org/10.1093/icesj ms/fsab061

Kirubakaran, T. G., Grove, H., Kent, M. P., Sandve, S. R., Baranski, M., 
Nome, T., De Rosa, M. C., Righino, B., Johansen, T., Otterå, H., 
Sonesson, A., Lien, S., & Andersen, Ø. (2016). Two adjacent inver-
sions maintain genomic differentiation between migratory and sta-
tionary ecotypes of Atlantic cod. Molecular Ecology, 25(10), 2130– 
2143. https://doi.org/10.1111/mec.13592

Kofler, R., Orozco- terWengel, P., De Maio, N., Pandey, R. V., Nolte, V., 
Futschik, A., Kosiol, C., & Schlötterer, C. (2011). PoPoolation: A tool-
box for population genetic analysis of next generation sequencing 
data from pooled individuals. PLoS ONE, 6(1), e15925. https://doi.
org/10.1371/journ al.pone.0015925

Kolaczkowski, B., Kern, A. D., Holloway, A. K., & Begun, D. J. (2011). 
Genomic differentiation between temperate and tropical australian 
populations of Drosophila melanogaster. Genetics, 187(1), 245– 260. 
https://doi.org/10.1534/genet ics.110.123059

Lamichhaney, S., Fuentes- Pardo, A. P., Rafati, N., Ryman, N., McCracken, 
G. R., Bourne, C., Singh, R., Ruzzante, D. E., & Andersson, L. (2017). 
Parallel adaptive evolution of geographically distant herring popu-
lations on both sides of the North Atlantic Ocean. Proceedings of the 
National Academy of Sciences of the United States of America, 114(17), 
E3452– E3461. https://doi.org/10.1073/pnas.16177 28114

Li, H. (2013). Aligning sequence reads, clone sequences and assembly 
contigs with BWA- MEM. ArXiv, 1– 3. https://doi.org/10.48550/ 
arXiv.1303.3997

Liu, M., & Tanhua, T. (2021). Water masses in the Atlantic Ocean: 
Characteristics and distributions. Ocean Science, 17(2), 463– 486. 
https://doi.org/10.5194/os-17-463-2021

Lombarte, A., & Aguirre, H. (1997). Quantitative differences in the che-
moreceptor systems in the barbels of two species of Mullidae 
(Mullus surmuletus and M. barbatus) with different bottom habitats. 
Source: Marine Ecology Progress Series, 150(3), 57– 64.

Lueptow, L. M., Devi, L. A., & Fakira, A. K. (2018). Targeting the recently 
deorphanized receptor GPR83 for the treatment of immunolog-
ical, neuroendocrine and neuropsychiatric disorders. Progress in 
Molecular Biology and Translational Science, 159, 1– 25. https://doi.
org/10.1016/bs.pmbts.2018.07.002

Mariani, S. (2012). Genetic identification of horse mackerel (Trachurus 
trachurus) in the North- East Atlantic. Results of the service pro-
vided to the Pelagic Freezer- Trawler Association, between 2010 
and 2012. Work carried out by the Mariani labs at UCD Dublin and 
Salford Un.

Matschiner, M., Barth, J. M. I., Tørresen, O. K., Star, B., Baalsrud, H. T., 
Brieuc, M. S. O., Pampoulie, C., Bradbury, I., Jakobsen, K. S., & 
Jentoft, S. (2022). Supergene origin and maintenance in Atlantic 
cod. Nature Ecology & Evolution, 6(4), 469– 481. https://doi.
org/10.1038/s41559-022-01661-x

Mattiucci, S., Farina, V., Campbell, N., MacKenzie, K., Ramos, P., Pinto, 
A. L., Abaunza, P., & Nascetti, G. (2008). Anisakis spp. larvae 
(Nematoda: Anisakidae) from Atlantic horse mackerel: Their genetic 
identification and use as biological tags for host stock characteriza-
tion. Fisheries Research, 89(2), 146– 151. https://doi.org/10.1016/j.
fishr es.2007.09.032

McKenna, A., Hanna, M., Banks, E., Sivachenko, A., Cibulskis, K., 
Kernytsky, A., Garimella, K., Altshuler, D., Gabriel, S., Daly, M., & 
DePristo, M. A. (2010). The Genome Analysis Toolkit: A MapReduce 
framework for analyzing next- generation DNA sequencing data. 
Genome Research, 20(9), 1297– 1303. https://doi.org/10.1101/
gr.107524.110

Ndjaula, H. O. N., Hansen, T., Krüger- Johnsen, M., & Kjesbu, O. S. (2009). 
Oocyte development in captive Atlantic horse mackerel Trachurus 

trachurus. ICES Journal of Marine Science, 66(4), 623– 630. https://
doi.org/10.1093/icesj ms/fsp032

Palumbi, S. R. (1994). Genetic divergence, reproductive isolation, and 
marine speciation. Annual Review of Ecology and Systematics, 25, 
547– 572. https://doi.org/10.1146/annur ev.es.25.110194.002555

Pastor, F., Valiente, J. A., & Khodayar, S. (2020). A warming mediter-
ranean: 38 years of increasing sea surface temperature. Remote 
Sensing, 12(17), 2687. https://doi.org/10.3390/rs121 72687

Patarnello, T., Volckaert, F. A. M. J., & Castilho, R. (2007). Pillars of her-
cules: Is the Atlantic- Mediterranean transition a phylogeograph-
ical break? Molecular Ecology, 16(21), 4426– 4444. https://doi.
org/10.1111/j.1365-294X.2007.03477.x

Planas, A., & Vives, F. (1953). Contribución al estudio del jurel (Trachurus 
tracgurus L.) del Mediterráneo occidental (Sectores de Vinaroz e 
islas Columbretes). Publicaciones Del Instituto de Biología Aplicada, 
13, 155– 186.

R Core Team. (2023). R: A language and environment for statistical com-
puting. R Foundation for Statistical Computing https://www.r-proje 
ct.org/

Raine, A., Manlig, E., Wahlberg, P., Syvänen, A.- C., & Nordlund, J. (2017). 
SPlinted Ligation Adapter Tagging (SPLAT), a novel library prepara-
tion method for whole genome bisulphite sequencing. Nucleic Acids 
Research, 45(6), e36. https://doi.org/10.1093/nar/gkw1110

Reiss, H., Hoarau, G., Dickey- Collas, M., & Wolff, W. J. (2009). Genetic 
population structure of marine fish: Mismatch between biological 
and fisheries management units. Fish and Fisheries, 10(4), 361– 395. 
https://doi.org/10.1111/j.1467-2979.2008.00324.x

Rice, W. R. (1989). Analyzing tables of statistical tests. Evolution, 43(1), 
223. https://doi.org/10.2307/2409177

Rousset, F. (1997). Genetic differentiation and estimation of gene flow 
from F- statistics under isolation by distance. Genetics, 145(4), 
1219– 1228. https://doi.org/10.1093/genet ics/145.4.1219

Rousset, F. (2008). genepop'007: A complete re- implementation of the ge-
nepop software for Windows and Linux. Molecular Ecology Resources, 
8(1), 103– 106. https://doi.org/10.1111/j.1471-8286.2007.01931.x

Russell, F. S. (1976). The eggs and planktonic stages of British marine fishes. 
Academic Press.

Sala Bozano, M., Mariani, S., Barratt, C. D., Sacchi, C., Boufana, B., & 
Coscia, I. (2015). Spatio- temporal variability in the population 
structure in North- east Atlantic stocks of horse mackerel (Trachurus 
trachurus). Biology and Environment: Proceedings of the Royal Irish 
Academy, 115B(3), 211. https://doi.org/10.3318/bioe.2015.20

Santos, A. M. P., Chícharo, A., Dos Santos, A., Moita, T., Oliveira, P. B., 
Peliz, Á., & Ré, P. (2007). Physical- biological interactions in the 
life history of small pelagic fish in the Western Iberia Upwelling 
Ecosystem. Progress in Oceanography, 74(2– 3), 192– 209. https://doi.
org/10.1016/j.pocean.2007.04.008

Schlötterer, C., Tobler, R., Kofler, R., & Nolte, V. (2014). Sequencing pools 
of individuals— Mining genome- wide polymorphism data without 
big funding. Nature Reviews Genetics, 15(11), 749– 763. https://doi.
org/10.1038/nrg3803

Schroeder, K., Chiggiato, J., Bryden, H. L., Borghini, M., & Ben Ismail, 
S. (2016). Abrupt climate shift in the Western Mediterranean Sea. 
Scientific Reports, 6(1), 23009. https://doi.org/10.1038/srep2 
3009

Shi, W., & Wang, M. (2010). Characterization of global ocean turbidity 
from Moderate Resolution Imaging Spectroradiometer ocean color 
observations. Journal of Geophysical Research, 115(C11), C11022. 
https://doi.org/10.1029/2010J C006160

Stanley, R. R. E., DiBacco, C., Lowen, B., Beiko, R. G., Jeffery, N. W., 
Van Wyngaarden, M., Bentzen, P., Brickman, D., Benestan, L., 
Bernatchez, L., Johnson, C., Snelgrove, P. V. R., Wang, Z., Wringe, B. 
F., & Bradbury, I. R. (2018). A climate- associated multispecies cryp-
tic cline in the northwest Atlantic. Science Advances, 4(3), eaaq0929. 
https://doi.org/10.1126/sciadv.aaq0929

 17524571, 2023, 6, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/eva.13559 by U

ppsala U
niversity K

arin B
oye, W

iley O
nline L

ibrary on [21/12/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://doi.org/10.1093/icesjms/fsab061
https://doi.org/10.1093/icesjms/fsab061
https://doi.org/10.1111/mec.13592
https://doi.org/10.1371/journal.pone.0015925
https://doi.org/10.1371/journal.pone.0015925
https://doi.org/10.1534/genetics.110.123059
https://doi.org/10.1073/pnas.1617728114
https://doi.org/10.48550/arXiv.1303.3997
https://doi.org/10.48550/arXiv.1303.3997
https://doi.org/10.5194/os-17-463-2021
https://doi.org/10.1016/bs.pmbts.2018.07.002
https://doi.org/10.1016/bs.pmbts.2018.07.002
https://doi.org/10.1038/s41559-022-01661-x
https://doi.org/10.1038/s41559-022-01661-x
https://doi.org/10.1016/j.fishres.2007.09.032
https://doi.org/10.1016/j.fishres.2007.09.032
https://doi.org/10.1101/gr.107524.110
https://doi.org/10.1101/gr.107524.110
https://doi.org/10.1093/icesjms/fsp032
https://doi.org/10.1093/icesjms/fsp032
https://doi.org/10.1146/annurev.es.25.110194.002555
https://doi.org/10.3390/rs12172687
https://doi.org/10.1111/j.1365-294X.2007.03477.x
https://doi.org/10.1111/j.1365-294X.2007.03477.x
https://www.r-project.org/
https://www.r-project.org/
https://doi.org/10.1093/nar/gkw1110
https://doi.org/10.1111/j.1467-2979.2008.00324.x
https://doi.org/10.2307/2409177
https://doi.org/10.1093/genetics/145.4.1219
https://doi.org/10.1111/j.1471-8286.2007.01931.x
https://doi.org/10.3318/bioe.2015.20
https://doi.org/10.1016/j.pocean.2007.04.008
https://doi.org/10.1016/j.pocean.2007.04.008
https://doi.org/10.1038/nrg3803
https://doi.org/10.1038/nrg3803
https://doi.org/10.1038/srep23009
https://doi.org/10.1038/srep23009
https://doi.org/10.1029/2010JC006160
https://doi.org/10.1126/sciadv.aaq0929


    |  1219FUENTES-PARDO et al.

Stephenson, R. L. (2002). Stock structure management and structure: An 
ongoing challenge for ICES. ICES Marine Science Symposium, 215, 
305– 314.

Tessarolo, J. A., Tabesh, M. J., Nesbitt, M., & Davidson, W. S. (2014). 
Genomic organization and evolution of the trace amine- associated 
receptor (TAAR) repertoire in Atlantic Salmon (Salmo salar). G3 
Genes|Genomes|Genetics, 4(6), 1135– 1141. https://doi.org/10.1534/
g3.114.010660

Tyberghein, L., Verbruggen, H., Pauly, K., Troupin, C., Mineur, 
F., & De Clerck, O. (2012). Bio- ORACLE: A global environ-
mental dataset for marine species distribution modelling. 
Global Ecology and Biogeography, 21(2), 272– 281. https://doi.
org/10.1111/j.1466-8238.2011.00656.x

Van Beveren, E., Klein, M., Serrão, E. A., Gonçalves, E. J., & Borges, R. 
(2016). Early life history of larvae and early juvenile Atlantic horse 
mackerel Trachurus trachurus off the Portuguese west coast. 
Fisheries Research, 183, 111– 118. https://doi.org/10.1016/j.fishr 
es.2016.05.018

Vihtakari, M. (2020). ggOceanMaps: Plot Data on Oceanographic Maps 
using ggplot2. R package version 1.1.10. https://mikko vihta kari.
github.io/ggOce anMap s/

Wang, Q., Tan, X., Jiao, S., You, F., & Zhang, P.- J. (2014). Analyzing 
cold tolerance mechanism in transgenic Zebrafish (Danio 
rerio). PLoS ONE, 9(7), e102492. https://doi.org/10.1371/journ 
al.pone.0102492

Weir, B. S., & Cockerham, C. C. (1984). Estimating F- statistics for the 
analysis of population structure. Evolution, 38(6), 1358. https://doi.
org/10.2307/2408641

White, C. R., Alton, L. A., & Frappell, P. B. (2012). Metabolic cold adap-
tation in fishes occurs at the level of whole animal, mitochondria 

and enzyme. Proceedings of the Royal Society B: Biological Sciences, 
279(1734), 1740– 1747. https://doi.org/10.1098/rspb.2011.2060

Wickham, H. (2016). ggplot2: Elegant graphics for data analysis. Springer- 
Verlag New York https://ggplo t2.tidyv erse.org

Windisch, H. S., Kathöver, R., Pörtner, H.- O., Frickenhaus, S., & Lucassen, 
M. (2011). Thermal acclimation in Antarctic fish: Transcriptomic 
profiling of metabolic pathways. American Journal of Physiology- 
Regulatory, Integrative and Comparative Physiology, 301(5), 
R1453– R1466. https://doi.org/10.1152/ajpre gu.00158.2011

Yamamoto, Y., Hino, H., & Ueda, H. (2010). Olfactory imprinting of amino 
acids in lacustrine sockeye Salmon. PLoS ONE, 5(1), e8633. https://
doi.org/10.1371/journ al.pone.0008633

SUPPORTING INFORMATION
Additional supporting information can be found online in the 
Supporting Information section at the end of this article.

How to cite this article: Fuentes- Pardo, A. P., Farrell, E. D., 
Pettersson, M. E., Sprehn, C. G., & Andersson, L. (2023). The 
genomic basis and environmental correlates of local 
adaptation in the Atlantic horse mackerel (Trachurus trachurus). 
Evolutionary Applications, 16, 1201–1219. https://doi.
org/10.1111/eva.13559

 17524571, 2023, 6, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/eva.13559 by U

ppsala U
niversity K

arin B
oye, W

iley O
nline L

ibrary on [21/12/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://doi.org/10.1534/g3.114.010660
https://doi.org/10.1534/g3.114.010660
https://doi.org/10.1111/j.1466-8238.2011.00656.x
https://doi.org/10.1111/j.1466-8238.2011.00656.x
https://doi.org/10.1016/j.fishres.2016.05.018
https://doi.org/10.1016/j.fishres.2016.05.018
https://mikkovihtakari.github.io/ggOceanMaps/
https://mikkovihtakari.github.io/ggOceanMaps/
https://doi.org/10.1371/journal.pone.0102492
https://doi.org/10.1371/journal.pone.0102492
https://doi.org/10.2307/2408641
https://doi.org/10.2307/2408641
https://doi.org/10.1098/rspb.2011.2060
https://ggplot2.tidyverse.org
https://doi.org/10.1152/ajpregu.00158.2011
https://doi.org/10.1371/journal.pone.0008633
https://doi.org/10.1371/journal.pone.0008633
https://doi.org/10.1111/eva.13559
https://doi.org/10.1111/eva.13559

	The genomic basis and environmental correlates of local adaptation in the Atlantic horse mackerel (Trachurus trachurus)
	Abstract
	1|INTRODUCTION
	2|MATERIALS AND METHODS
	2.1|Sampling and DNA isolation
	2.2|Pool library preparation and sequencing
	2.3|Read mapping and variant calling
	2.4|Population genetic structure and genetic diversity
	2.5|Detection of loci under selection
	2.6|Validation of informative markers for genetic stock identification
	2.7|Characterization of a putative inversion on chromosome 21
	2.8|Genome–environment association
	2.9|Functional annotation of gene models

	3|RESULTS
	3.1|Population genetic structure
	3.2|Putative loci under selection
	3.2.1|Two outlier loci distinguish the western Mediterranean from Atlantic samples
	3.2.2|A presumed 9.9 Mb inversion distinguishes populations along a latitudinal pattern
	3.2.3|A genetically distinct population in the southern North Sea
	3.2.4|Short-term stability of adaptive variants

	3.3|Genome–environment associations
	3.4|Validation of informative markers for genetic stock identification

	4|DISCUSSION
	4.1|Population structure
	4.2|Genomic evidence separating the western Mediterranean and Atlantic populations
	4.3|A putative chromosomal inversion underlies a latitudinal genetic break near mid-Portugal
	4.4|A distinct population in the southern North Sea
	4.5|Evolutionary implications
	4.6|Implications for fisheries assessment and management

	ACKNOWLEDGMENTS
	CONFLICT OF INTEREST STATEMENT
	DATA AVAILABILITY STATEMENT

	REFERENCES


