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Abstract: To clarify the population genetic structure, intrapopulation diversity, and interpopulation
differentiation of yellowtail kingfish (Seriola aureovittata), we sampled 143 individuals from five
collections of yellowtail kingfish: farmed (n = 30) and wild (n = 33) collections in China, a wild
collection in Japan (n = 20), and farmed (n = 31) and wild (n = 29) collections in Australia. Using 2b-
RAD simplified genome sequencing, we obtained an average of 287,594 unique tags per population,
with an average sequencing depth of 27.13×. Our final genotype dataset included 48,710 SNPs (Single
Nucleotide Polymorphisms). The five collections were all in Hardy–Weinberg equilibrium, and the
interpopulation differentiation varied among the sample collections. The genetic differentiation
coefficients (Fst) between the Chinese and Japanese yellowtail kingfish collections were low and the
gene flow (Nm) values were high. These results suggest continuous gene flow occurs frequently
between the collections, indicating that they belong to the same population. In contrast, genetic
differentiation was high between the Australian collections and the Chinese and Japanese populations,
suggesting different evolutionary origins and belonging to different populations. The farmed and
wild Australian collections fell into distinct clades in a neighbor-joining phylogeny tree, suggesting
farmed fish have begun to differentiate from the wild collection. A similar level of genetic diversity
between the wild collections in China and Japan suggests that they originated from the same spawning
ground. This, therefore, reminds us that in future aquaculture processes attention is needed regarding
implementing targeted breeding strategies. In addition, our data will contribute to Chinese yellowtail
kingfish genetic breeding and the sustainable use of Chinese yellowtail kingfish germplasms.

Keywords: Seriola aureovittata; population genetics; single nucleotide polymorphisms; 2b-RAD
sequencing

1. Introduction

The yellowtail kingfish, Seriola aureovittata Temminck and Schlegel (1845) (Perciformes:
Carangidae), is a long-distance migratory oceanic fish that inhabits temperate and subtrop-
ical waters worldwide [1]. The yellowtail kingfish is large, grows rapidly, and is highly
favored by the international consumption market due to its excellent taste, nutritional qual-
ity, and economic value [2]. The yellowtail kingfish is the most valuable sashimi product
after bluefin tuna in Japan [3]. Several countries have attempted to culture the yellowtail
kingfish in recent years, including China, Japan, Australia, New Zealand, Chile, the Nether-
lands, and South Africa [1], and the current annual global aquaculture production of the
yellowtail kingfish is 7000–8000 tons. In China, populations of wild yellowtail kingfish are
mainly found in the Yellow Sea, Bohai Sea, and East China Sea [4,5]. In addition, China
has cultivated yellowtail kingfish since 2012, and a breakthrough in artificial breeding
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in 2017 promoted the rapid development of the Chinese yellowtail kingfish aquaculture
industry [6]. At present, the Chinese annual production of yellowtail kingfish is around
300–400 tons. As the aquaculture industry develops and the market demand for this species
increases, with increasingly frequent exchanges of embryos and larvae, as well as interna-
tional import and exports of products, careful attention to and control of the associated
genetic risks to local populations of yellowtail kingfish will be required [7]. Moreover,
while aquaculture is seen to reduce fishing pressure on natural populations, cultured fish
can also have a significant impact on the health and stability of wild populations [8]. There-
fore, it is necessary to investigate population genetic structure, intrapopulation genetic
diversity, and interpopulation differentiation to protect the health of local fish populations
and ecosystems.

In previous studies, a significant genetic divergence was determined between yellow-
tail kingfish populations from Japan and Australia/New Zealand, whereas no significant
differentiation was found between Australian and New Zealand populations using mi-
crosatellite DNA and mitochondrial DNA (mtDNA) control region markers [9]. Martinez-
Takeshita et al. (2015) used mitochondrial and nuclear genetic markers and morphometric
analysis to reveal the significant genetic and morphological divergence among yellowtail
kingfish from the Northeast Pacific, Northwest Pacific, and Southern Hemisphere. The
yellowtail kingfish was shown to be a complex of three cryptic species. The name proposed
for the Northwest Pacific species is Seriola aureovittata Temminck and Schlegel (1845), for
the Northeast Pacific species is Seriola dorsalis Gill (1863), and for the Southern Hemisphere
species, Seriola lalandi Valenciennes (1833) [10]. To demonstrate this, Ai et al. (2021) collected
wild samples from the Bohai Sea (China) and Southern Ocean (Australia) and evaluated
genetic diversity based on 17,690 nuclear loci. Their analyses showed that yellowtail king-
fish from China and Australia formed two distinct clusters, and that there was no genetic
introgression from the Australian population into the Chinese population [11]. To date,
there have been no comparative studies of the genetic structure in wild/farmed yellow-
tail kingfish populations in the northwestern Pacific (i.e., China and Japan) and southern
(e.g., Australia) populations, or in relation to wild/farmed yellowtail kingfish populations,
using SNP molecular markers at the genome level. The available research on the genetic
characteristics of wild yellowtail kingfish in China, have analyzed karyotype banding
patterns and mitochondrial DNA sequence variation [12–14]. Cui et al. (2020) developed
100 high-quality SNP markers using the 2b-RAD sequencing of 33 wild yellowtail kingfish
individuals, which were collected in a database for resource conservation research [15].

Studies on the genetic structure of yellowtail kingfish populations from Chinese and
other international waters have become important for genetic breeding and large-scale
farming. Moreover, the genetic differentiation between the wild and farmed populations
of yellowtail kingfish has sparked interest in the genetic improvement of this species for
sustainable aquaculture. Compared with traditional molecular markers, such as mitochon-
drial DNA and microsatellite, 2b-RAD technology can obtain numerous genome-wide SNP
markers in a species without an available reference genome. 2b-RAD-constructed genomes
are repeatable, with uniform coverage and sequencing depth, good label independence,
high typing accuracy, and other advantages [16]. Therefore, 2b-RAD has been widely
used in various genetic studies of aquatic animals, including high-density genetic map
constructions, QTL (quantitative trait locus) positioning, genome-wide association analysis,
population evolution characterization, assisted genome assembly, and whole-genome se-
lective breeding [17–20]. Therefore, we aimed to characterize wild and farmed Chinese,
wild Japanese, and wild and farmed Australian populations of yellowtail kingfish with
respect to genetic structure, interpopulation differentiation, and intrapopulation diversity
by using SNP molecular markers through 2b-RAD genomic sequencing. Our data will
provide theoretical and technical support for the selective breeding of yellowtail kingfish
to ensure the sustainable culture of this species in China.
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2. Materials and Methods
2.1. Fish Sampling

We assessed five collections of yellowtail kingfish from China (wild and farmed),
Japan (wild), and Australia (wild and farmed) (Figure 1): wild yellowtail kingfish (n = 33)
from the Yellow Sea, off the coast of Dalian, China (39◦57′ N, 123◦04′ E); F1 generation
yellowtail kingfish (n = 30) were provided by the Dalian Fugu Food Co., Ltd. (Zhuanghe,
Dalian, China); wild yellowtail kingfish (n = 20) were collected off the Gotō Islands, Japan
(32◦45′ N, 128◦27′ E); wild yellowtail kingfish (n = 29) were collected from the Tasman
sea off of New South Wales, Australia (33◦44′ S, 151◦45′ E); and F2 generation, farmed
yellowtail kingfish (n = 31) were provided by the South Australian Department of Primary
Industries and Regions. Pectoral fin clips were collected from the wild and farmed fish
from China and Australia; the fin tissues were immersed in 95% ethanol and stored in a
refrigerator at 4 ◦C before genomic DNA was extracted. Genomic DNA from the fin clips
of wild fish from Japan was provided by a collaborator at the University of Tokyo.
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2.2. DNA Extraction, SNP Library Construction, and SNP Marker Typing

DNA from fin clips was extracted using animal-tissue genomic DNA Extraction
Kits (DP121221; Qiagen, Hilden, Germany). DNA concentration was measured using a
NanoDrop 2000 (Thermo Fisher, Waltham, MA, USA), and DNA integrity was checked
using 1% agarose gel electrophoresis. Extracted genomic DNA was stored at −20 ◦C
until use. The 2b-RAD libraries were constructed by Qingdao OE Biotechnology Co.,
Ltd. (Qingdao, China), following the methods of Wang et al. [16]. In brief, 100–200 ng
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of each DNA sample was digested with a Type IIB restriction enzyme (Bsa XI), and the
digested products were ligated to restriction-site-specific adaptor sequences using T4 DNA
Ligase (New England Biolabs Inc., Ipswich, MA, USA). Sample-specific barcodes were
incorporated by PCR. PCR products were purified using the MinElute PCR Purification
Kit and then pooled for paired-end sequencing using the Illumina Hiseq Xten sequencing
platform (Illumina, CA, USA). Raw reads were cleaned by removing adaptor sequences,
reads containing more than 8% unknown (N) bases, and low-quality reads (those where
more than 15% of all bases had quality values lower than Q30). We used PEAR v0.9.6
(Heidelberg, Germany) [21] to stitch the pairs of clean reads together, and then reads
corresponding to each sample were extracted based on sample location at the time of
library building. Reads containing enzyme recognition sites were extracted. The selected
samples were CW13, CW23, CW26, CW29, CW32, CW3, AF13, AF23, AF3, AW13, AW23,
AW3, CF13, CF23, CF3. The ustacks module in the Stacks software package v1.34 (Eugene
OR, USA) [22] was used to cluster the sequences and identify the reference sequences. The
extracted reads containing enzyme recognition sites were aligned to the reference sequences
using the SOAP software (Shenzhen, China) [23] with the following requirements: unique
alignment, optimal alignment, and with a maximum of two mismatches allowed (−r 0 −M
4 −v 2). We performed 2b-RAD genotyping using the maximum likelihood (ML) method
in RADtyping software [24]. To ensure the accuracy of subsequent analyses, we excluded
the following SNP sites from all samples: those for which less than 80% of the associated
individuals could be typed; those with MAF (minor allele frequency) values less than 0.01;
those with one or four alleles; and those with more than one SNP within the tag.

2.3. Population Genetic Diversity

We calculated the probability that each collection was in Hardy–Weinberg equilibrium
(HW-P) using the chi-square test in the R package Genepop v1.0.5 (Montpellier, France) [25]
with probabilities >0.05; for collections in Hardy–Weinberg equilibrium, expected het-
erozygosity (He) and observed heterozygosity (Ho) were then calculated. We calculated
nucleotide diversity (Pi) for each of the five collections using VCFtools v0.1.14 (Cambridge,
UK) [26]. We also used Genepop v1.0.5 (Montpellier, France) [25] to calculate the inbreeding
coefficient within each collection (Fis), the inbreeding coefficient across all collections (Fit),
and the pairwise genetic differentiation coefficient between collections (Fst). We calculated
Reynolds’s genetic distance (DR) and gene flow (Nm) between pairs of collections as −ln (1
− Fst) and (1 − Fst)/4 × Fst, respectively.

2.4. Population Genetic Structure

We used PLINK 1.9 (Massachusetts, USA) [27] to assess SNPs across the entire con-
structed reference sequence of the yellowtail kingfish genome and to identify SNPs with no
close linkages (using the main parameter “indep-pairwise 50 10 0.6”, where 0.6 is the r2

threshold). We used ADMIXTURE v1.3.0 (Houston, USA) [28], with 10 different seeds for
10 repeated analyses, to determine the most likely number of subpopulations (K) among
the 143 individuals, with tested values of K from 1 to 10. Using PLINK v2.0 [29], we
performed a PCA (principal component analysis) of the obtained SNP markers. Finally, we
constructed a phylogenetic tree based on neighbor-joining (NJ) analyses using bottom-up
clustering for 143 individual yellowtail kingfish, using TreeBest v1.9.2 (Hinxton, UK) [30]
with 1000 bootstrap replicates.

3. Results
3.1. Yellowtail Kingfish Population Genetics

The average number of unique tags per sample was 287,594, and the average sequenc-
ing depth was 27.13×. Across all samples, the percentage of unique tags was 94.61–96.25%.
After quality control filtering, 48,710 sites remained.

In the genetic diversity indicators, He ranges from 0 to 1, where 0 represents no
polymorphism, and 1 represents an infinite number of alleles with the same frequency.
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A higher Pi value indicates greater genetic diversity between sequences, meaning there
is a larger degree of variation among the samples or populations. Conversely, a smaller
Pi value indicates higher genetic similarity between sequences, implying a lower level
of variation among the samples or populations. Fis represents the inbreeding coefficient
within populations. Fit represents the total population inbreeding coefficient, and their
values range from −1 to 1. A significantly positive value of Fis indicates a high level
of inbreeding within the population, while a significantly negative value suggests the
presence of outbreeding. Fst ranges from 0 to 1, and a larger value indicates a more
pronounced genetic differentiation between subpopulations. Across all five yellowtail
kingfish collections, the average probability of the Hardy–Weinberg equilibrium was 0.4112
(p > 0.05; Table 1), which indicated that each of the collections were in Hardy–Weinberg
equilibrium. The average Ho was 0.0824, average He was 0.2013, average Pi was 0.2020,
average Fis was 0.0627, average Fit was 0.3298, and average Fst was 0.2898.

Table 1. Genetic diversity of five yellowtail kingfish collections.

Collection Ho He Pi HW-P

All 0.0824 0.2013 0.2020 0.4112
JW 0.0833 0.0814 0.0837 0.9239
CW 0.0718 0.0771 0.0785 0.8872
CF 0.0828 0.0814 0.0829 0.9093
AW 0.0902 0.0955 0.0974 0.8591
AF 0.0940 0.0927 0.0943 0.8996

Notes: A Japanese wild collection (JW), Chinese farmed collection (CF), Chinese wild collection (CW), Aus-
tralian farmed collection (AF), and Australian wild collection (AW). Ho: observed heterozygosity; He: expected
heterozygosity; Pi: nucleotide diversity; HW-P: p-value for the Hardy–Weinberg equilibrium test.

In general, the Ho, He, and Pi values for the farmed Chinese yellowtail kingfish
collection (0.0828, 0.0814, and 0.0829, respectively) were greater than those for the wild
Chinese yellowtail kingfish collection (0.0718, 0.0771 and 0.0785, respectively, p < 0.05).
In contrast, the He and Pi values for the farmed Australian yellowtail kingfish collection
(0.0927 and 0.0943, respectively) were lower than those for the wild Australian yellowtail
kingfish population (0.0955 and 0.0974, respectively), although the value of Ho was greater
for the farmed collection (0.0940) for the wild (0.0902; Table 1).

Among the Chinese and Japanese collections, Fst was 0.00097–0.01888 and DR was
0.0010–0.0191; similarly, Fst and DR were 0.02569 and 0.0260, respectively, between the
two Australian collections (Table 2), suggesting no genetic differentiation (Fst < 0.05).
However, the Fst values between the Chinese or Japanese collections and the Australian
collections were 0.7256–0.7447 (DR: 1.2932–1.3653; Table 2), suggesting substantial genetic
differentiation (Fst > 0.25).

Table 2. Pairwise measures of genetic differentiation among five collections of yellowtail kingfish.

Collection JW CW CF AW AF

JW - 0.0010 0.0168 1.2932 1.3205
CW 0.00097 - 0.0191 1.3409 1.3653
CF 0.01662 0.01888 - 1.3164 1.3417
AW 0.7256 0.7384 0.7319 - 0.0260
AF 0.7330 0.7447 0.7386 0.02569 -

Notes: A Japanese wild collection (JW), Chinese farmed collection (CF), Chinese wild collection (CW), Australian
farmed collection (AF), and Australian wild collection (AW). The genetic differentiation coefficient (Fst) is shown
below the diagonal, and the genetic distance (DR) is shown above the diagonal.

The Nm values among the Chinese and Japanese collections were high (12.9287–256.4499),
as was the Nm value between the Australian collections (9.9002; Table 3). This suggested
frequent gene exchange between the wild Chinese and farmed Chinese and wild Japanese
collections, as well as between the wild Australian and farmed Australian collections.



J. Mar. Sci. Eng. 2023, 11, 1583 6 of 14

Indeed, the highest Nm was calculated between the Chinese and Japanese wild collections,
and the gene flow may be frequent and/or recent. In contrast, the Nm values between the
Chinese or Japanese and Australian collections were low (0.0864–0.0953; Table 3), indicating
little to no gene exchange between the Asian and Australian yellowtail kingfish collections.

Table 3. Values of the gene flow parameter (Nm) among the five collections of yellowtail kingfish.

Collection JW CW CF AW AF

JW -
CW 256.4499 -
CF 14.7921 12.9287 -
AW 0.0953 0.0894 0.0923 -
AF 0.0911 0.0864 0.0892 9.9002 -

Notes: A Japanese wild collection (JW), Chinese farmed collection (CF), Chinese wild collection (CW), Australian
farmed collection (AF), and Australian wild collection (AW).

3.2. Yellowtail Kingfish Population Structure

The ADMIXTURE cross-validation error levels indicated that the most likely number
of subpopulations (parameter K) was 2 (Figure S1). When K = 2, the Australian wild and
farmed collections are grouped together in one cluster, while the Chinese wild and farmed
collections, as well as the Japanese wild collections, form another cluster. When K = 3 or
K = 4 (Figure 2B,C), individual outliers from the cultured population cluster separately
within the Australian and Chinese farmed collections, but did not show distinct separations.
Based on the current analysis, the origins of the Chinese and Japanese populations are
similar, while the Australian collections origins are different (Figure 2A). Similarly, our
PCA showed that the Chinese and Japanese collections clustered together, distinct from the
Australian cluster (Figure 3A); PC1 and PC2 explained 41.16% and 3.73% of the variance
across populations, respectively. On PC1, there were individual outliers within the wild
Australian collection. PC3 revealed a weak clustering pattern in the Australian cultured
collection, and PC3 explained only 1.26% of the variance across populations (Figure 3B).
Similarly, PC4 indicated a weak clustering pattern in the Chinese cultured collection, and
PC4 explained only 1.16% of the variance across populations (Figure 3C).

The phylogenetic tree shows that Australian collections and Chinese and Japanese
collections are divided into two distinct clades. The farmed and wild Australian collections
formed two distinct clades. Whereas, the wild Chinese and Japanese collection formed a
branch, with the wild Japanese collection branching off from the farmed Chinese collection,
though no clear clade divergence was observed among these three collections (Figure 4).
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4. Discussion

A large number of molecular markers were obtained by the 2b-RAD genome sequenc-
ing of yellowtail kingfish samples from five collections. A comparative analysis of the
genetic characters of the wild and farmed Chinese collections, the wild Japanese collection,
and the wild and farmed Australian collections was performed using these markers. The re-
sults of the population genetic structure analysis, PCA, and a neighbor-joining phylogenetic
tree all supported the same conclusions. Genetic differentiation of the wild and farmed
Chinese populations, wild Japanese populations, and the wild and farmed Australian
populations was high. The calculated gene flow values for the wild and farmed Australian
populations compared with the wild and farmed Chinese populations and wild Japanese
population were much less than 1, which indicates almost no gene exchange. These results
are consistent with the findings of Ai et al. [11], who showed, by comparing nuclear loci and
morphological characters in samples from the Bohai Sea, that the Chinese and Australian
yellowtail kingfish formed two completely distinct clusters and that there was no genetic
introgression from the Australian yellowtail kingfish into the Chinese yellowtail kingfish
population based on nuclear gene markers and morphological characteristics.

Although yellowtail kingfish are an oceanic species that can migrate more than
2000 km, their migration routes are confined to continental shelf waters within the same
hemisphere, and adult fish mostly migrate at regional scales; thus, the likelihood of mi-
gration across the open ocean is low [31,32]. In addition, the equator acts as a natural
geographic barrier to yellowtail kingfish migration in the Pacific Ocean because the equa-
torial water temperatures (18–24 ◦C in continental shelf areas) exceed those tolerated by
yellowtail kingfish [33]. Therefore, the gene flow between Northern Hemisphere and
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Southern Hemisphere yellowtail kingfish is blocked [10]. The equator has also been shown
to act as a natural barrier to gene flow in other wide-ranging or migratory teleosts. For
example, mtDNA analyses indicated a lack of genetic communication between Pacific jack
mackerel (Trachurus symmetricus) populations from the North and South Pacific Ocean [34],
and genetic differentiation between the North Pacific and South Pacific populations of yel-
lowfin tuna (Thunnas albacares) in the two oceans was attributed to equatorial isolation [35].
Similarly, our data showed high genetic differentiation between the Chinese, Japanese and
Australian populations, indicating that these populations are geographically (and therefore
reproductively) isolated. Sepúlveda et al. (2017) pointed out that the temporal movements
of yellowtail kingfish in the southeastern Pacific revealed a particular life strategy (i.e.,
reproductive or habitat segregation) for this species [36]. This was consistent with previous
studies of genetic differentiation among Australian, Japanese, and/or Chinese yellowtail
kingfish populations analyzed by mtDNA or nuclear genes [9,31]. Using mitochondrial
and nuclear genetic markers and morphometric analysis, Martinez-Takeshita et al. (2015)
revealed significant genetic and morphological divergence between yellowtail kingfish
(Seriola lalandi) specimens collected from the Northeast Pacific, Northwest Pacific, and
Southern Hemisphere [10]. Even if it were possible for yellowtail kingfish to migrate across
the equator, gene exchange remains unlikely. Yellowtail kingfish in the Northern Pacific
spawn between March and October (e.g., the Chinese wild populations spawn from April
to June) [37,38], but in the Southern Hemisphere they typically spawn between October
and January [39].

Although previous studies speculated that the Chinese and Japanese yellowtail king-
fish populations are indistinct based on their geographic distributions [1], genetic and
quantitative morphological evidence for this was lacking. Previously, we found that the
mitochondrial genome structure of Chinese yellowtail kingfish was highly similar to that
of Japanese yellowtail kingfish, except that the mitochondrial genome of the Chinese popu-
lation was slightly longer, and that variation in the COX1 and NAD5 genes was observed
between Chinese and Japanese populations [14,40]. This awakened our interest in exploring
the population genetic structure of Chinese and Japanese yellowtail kingfish. Here, our
population genetic structure analysis showed no genetic differentiation between the wild
and farmed Chinese populations and the wild Japanese population, suggesting that they are
derived from the same population. The phylogenetic analysis showed that the first branch
of the Chinese wild population was closely related to the wild Japanese population, while
the wild Japanese population was linked to the farmed Chinese population. Interestingly,
gene flow between the Chinese and Japanese wild populations (Nm 256.4499) was much
higher than that between the Chinese wild and farmed populations. The Nm value between
the farmed Chinese and wild Japanese populations was slightly higher than that between
the wild Chinese and wild Japanese populations. The calculated Fst and DR values also
suggested that the wild populations in China and Japan are most closely related to each
other. This may be because China and Japan are located in Current and Kuroshio Current,
of which are relatively high. However, the Northern Pacific Ocean currents are colder and
thus more suitable for the migration of yellowtail kingfish adults, juveniles, and larvae.
Indeed, two of the main factors affecting the migratory routes of yellowtail kingfish are
ocean currents and temperature [41–43]. Our preliminary surveys indicated that the Dasha
fishing ground in the Yellow Sea (~32◦00′–34◦00′ N, ~122◦30′–125◦00′ E) is the spawning
grounds of the wild Chinese yellowtail kingfish population. Furthermore, fishermen in
various coastal Chinese cities report catching yellowtail kingfish adults, juveniles, and
larvae at staggered periods throughout the year: April–June at Qingdao, May–August at
Dalian, July–August at Weihai, and August–October at Zhoushan. From this we inferred
that yellowtail kingfish migrate south to north along the Chinese coast, following food
resources and the Kuroshio Current, and then swim either northwestward into the Yellow
Sea with the Yellow Sea Warm Current or northwestward around the Korean peninsula
with the Tsushima Current. However, further genetic data from yellowtail kingfish pop-
ulations in the East China Sea and the Yellow Sea are required to verify this speculation.
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Therefore, in our next study, we plan to establish 8–10 large-scale sampling stations in
various locations along the hypothesized yellowtail kingfish migration route (e.g., the
East China Sea, Yellow Sea, Bohai Sea, Japan Sea, and Korean Peninsula coastal waters) to
capture individuals at various spatial and temporal points during their migration. These
data will also help to further clarify the phylogenetic relationship between the Chinese and
Japanese populations.

When a fish population is influenced by factors such as mutation, selection pressure,
migration, random genetic drift or non-random mating, the genotype frequencies within
the population can be affected. All populations conform to the Hardy-Weinberg equilib-
rium, but the Hardy–Weinberg equilibrium (HW-P) value for the total sample was lower
than the HW-P values for each cluster. This is consistent with the result of He (0.2013)
being higher than Ho (0.0824). All clusters were divided into two populations, with gene
flow occurring within each. Gene flow between the Chinese and Japanese populations
displayed an especially high level at Nm 256.449. The Northwest Pacific yellowtail kingfish
has a common spawning ground and follows similar migration routes. We calculated the
F-statistics, Fit (0.3298) is greater than Fst (0.2898), which is greater than Fis (0.0627). There
was no inbreeding between individuals and there was genetic differentiation between each
population. Fernández et al. (2015) studied the genetic structure of the Chilean population
of Seriola lalandi to detect moderate inbreeding (Fis = 0.12). Previous studies [9,44] consis-
tently yielded higher Ho and He values for yellowtail kingfish populations in comparison
to the present findings. Significantly higher values than obtained in this study might be an
outcome of different sequencing methods. The size of the sample may also be one of the
factors that influence the results. It has been suggested that sample sizes of more than 50
are best for population analysis.

In the Chinese populations, the genetic diversity values were only slightly higher for
the farmed versus wild fish. This could reflect the influence of aquaculture domestication
on Chinese yellowtail kingfish, even though the culture of this species in China is still in
an initial stage and the culture effort has not yet undertaken direct breeding. As a result,
there is no significant genetic differentiation attributed to kinship within the population.
In general, cultured fish populations frequently originate from a limited number of indi-
viduals, leading to a constrained genetic background. This species tends to show a small
degree of schooling behavior [36]. In contrast, aquaculture efforts in Australia have focused
on the impact of escaped farmed fish on the wild population [8], although no significant
genetic differentiation has yet been detected between wild and farmed populations there.
Although the phylogenetic results show distinct distributions between the wild and farmed
fish in Australia. In the PCA, individual outliers could be observed, but their impact seems
minimal. Structure to K = 3 or 4, there are no clear clusters within the two populations.
Genetic diversity is a valuable piece of information for fish farmers to use to improve
and manage their fish stocks [36]. Based on the results of our low genetic diversity, the
underlying reasons for this outcome could be complex and may also be influenced by the
experimental methods used. Nevertheless, this serves as a reminder for us to pay attention
to improving the genetic diversity of farmed populations and preserving the integrity
of the habitats and wild populations. This highlights supplementing new individuals to
farmed populations to increase gene flow between individuals, and should also remind us
of the benefit of implementing targeted breeding strategies. Additionally, comprehensive
genetic management plans should be developed and implemented, including monitoring
and maintaining genotype frequencies, genetic diversity, and genetic health, along with
appropriate intervention measures.

5. Conclusions

We isolated and identified SNP markers in yellowtail kingfish populations from
China (wild and farmed), Japan (wild), and Australia (wild and farmed). The genetic
structure of each population was analyzed using these SNP markers. Our analyses show
that: (1) no significant genetic differentiation was detected between the wild and farmed
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Chinese and wild Japanese populations, and both of those populations showed significant
genetic differentiation from the wild and farmed Australian populations; (2) no obvious
genetic differentiation was observed between the wild and farmed Chinese populations,
whereas the wild and farmed Australian populations are likely becoming genetically
differentiated because of longer farming generations or genetic bottleneck. Moreover, the
genetic relationship between the Chinese and Japanese wild populations was closer than
that between the wild and farmed Chinese populations. Our data will provide theoretical
and technical support for genetic breeding, ensuring the sustainable production of wild
and farmed yellowtail kingfish in China.

Supplementary Materials: The following supporting information can be downloaded at: https:
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