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Stock enhancement is one of the potential management strategies for the fishery. To better
understand the impaction of stock enhancement, we simulated an experiment for lined
seahorse (Hippocampus erectus) and evaluated the genetic structure after stock
enhancement. In this study, we found the numbers of alleles (NA) and heterozygosity
(HO) of stock enhancement strains were lower than those of the wild collections, while the
inbreeding coefficient (FIS) and relatedness index were higher. Within the 3 generations of
stock enhancement strain, the NA, HO and polymorphism information content (PIC) didn’t
change significantly. In addition, the FST value indicated that the genetic differentiation
between the stock enhancement strains and the first wild collection reached an
intermediate level, which could lead to substructuring in wild populations. Overall,
these findings revealed a potential genetic risk associated with the release of hatchery
strains into wild populations.
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INTRODUCTION

Recent studies show that the living conditions of most wild commercial and protected fisheries have
been altered by overfishing, pollution and degradation of habitats, and leading to the decline of the
stocks (Hansen, 2002). Supporting weak wild populations through the release of conspecifics (stock
enhancement) is being used increasingly in conservation practice. More than 65 marine and
brackish-water species have been extensively subjected to stocking practices across 27 countries
with the goal of increasing exploitable resources (Bartley and Bell, 2008).

Stock enhancement has been used for more than 100 years; however, its efficacy and risk to
natural populations has been controversial (Stottrup and Sparrevohn, 2007; Araki and Schmid,
2010). In particular, hatchery often leads to genetic, morphological and behavioral differences
between captive-bred and wild populations due to environmental differences, and human
intervention (Svasand et al., 2000; Araki et al., 2007; Blanchet et al., 2008). Genetic effects of
hatchery programs on wild populations have been investigated in many species, but the effects affect
the ecology, genetics, and fitness of the wild stocks is still not clear (Araki and Schmid, 2010; Hold
et al., 2013). Some researchers did not find any direct evidence for the genetic effects of hatchery fish
on wild populations, such as in sea trout (Salmo trutta) (Palm et al., 2003),G. morhua (Svasand et al.,
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2000), channel catfish (Ictalurus punctatus) (Simmons et al.,
2006). Conversely, other researchers reported that hatchery
fish have obvious genetic effects on wild populations, such as
in Atlantic salmon (Skaala et al., 2006), coho salmon (Eldridge
and Naish, 2007). In such cases, evaluating the utility of captive
breeding for stock enhancement considering the associated
genetic risks is a prerequisite for future management decisions.

Seahorses, genus Hippocampus, are highly unusual marine
fishes with unique body morphology, and specialized life history
traits. Their biological and ecological characteristics, including
low mobility, small home ranges, sparse distribution, male
pregnancy, lengthy parental care and strict monogamy in most
species, might render them vulnerable to overfishing or habitat
damage (Foster and Vincent, 2004; Curtis and Vincent, 2006).
Worldwide, many seahorse species are considered to be under
threat of overexploitation for traditional medicines, aquarium
trade and ornaments (Foster and Vincent, 2004; Koldewey and
Martin-Smith, 2010). The entire genus Hippocampus is listed on
Appendix II of the Convention on International Trade in
Endangered Species of Wild Fauna and Flora (CITES), and the
majority of seahorse species are listed as data deficient with
several others listed as vulnerable or endangered (Pollom, 2017).

In this study, we simulated a stock enhancement and evaluated
the impact of hatchery rearing on the genetic structure of wild
seahorse populations using eleven microsatellite markers, with
the purpose of providing a scientific basis for wild resource
recovery for seahorse in the future.

MATERIALS AND METHODS

Study Populations
Four collections of the lined seahorses (FL08, FL12, FL13, and
FL14) were sampled from the region of the west coast of Florida
(United States) in 2008, 2012, 2013, and 2014, respectively

(Figure 1). The seahorses were cultured in separate concrete
outdoor ponds (3 × 3 × 1 m), with recirculating sea water treated
with double sand filtration. Seahorses were fed daily with rotifers,
copepods, artemia, Mysis spp., and Acetes spp. The FL08
collection, as initial breeders, was used for artificial breeding.
Their fry (F1-FL) were immediately transferred to another tank
after they were hatched out. After about 6 months of feeding, they
reached maturity and 30 individuals (sex ration 1:1) were
randomly selected for reproducing the next generation. In a
similar fashion, offspring of the second to the fifth generation
of FL08 were obtained. In 2012, to simulate the influence of stock
enhancement in releasing the hatchery strains into the wild, we
designed a mating between the FL12 collection and the fifth
generation of FL08 (F5-FL). We randomly selected 30 individuals
of F5-FL (sex ration 1:1) and put them together with FL12

FIGURE 1 | The sampling sites of wild lined seahorses, a sketch of the introduction from the United States to China and a flowchart of the hatchery and a simulated
stock enhancement in China. Red, blue, orange, and green lines indicate the introduction from Florida to Shenzhen in 2008, 2012, 2013, and 2014, respectively.

FIGURE 2 | The box plot of HO values of wild (FL08, FL12, FL13, and
FL14), hatchery (F1-FL, F4-FL, and F5-FL) and “enhancement stock” strains (F1-
SE, F2-SE, and F3-SE) of lined seahorse.
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collection (sex ration 1:1) in a culture pond. In 2013 and 2014, we
did a mating between F1-SE (randomly selected) and FL13 and F2-
SE (randomly selected) and FL14, respectively. In this study, we
assumed that the “stock enhancement” strains (named Fi-SE,
where i is the generation) were mated with wild individuals
with number ratio of 1:1 each generation in the simulation. In
this study, thirty individuals of each collection, including 4 wild
collections, 2 hatchery strains, and 3 ″stock enhancement” strains
were sampled for genetic analysis.

DNA Extraction, Amplification and
Microsatellite Analysis
Genomic DNA was extracted from approximately 100 mg of
dorsal fin tissue from every sample by standard phenol-
chloroform protocols. All the samples were genotyped with
eleven microsatellite markers, of which Hier-ssr3, Hier-ssr7,
Hier-ssr8, Hier-ssr9, Hier-ssr10, Hier-ssr13, Hier-ssr15, Hier-
ssr17, Hier-ssr28, and Hier-ssr29 were previously developed by
our group (Luo et al., 2015; Arias et al., 2016), and Hier-ssr51 was
designed in this study (Supplementary Table S1). The method of
PCR amplification and microsatellite analysis referred to Luo
et al. (2017).

Genetic Variation Analysis
The number of alleles (NA), the effective number of alleles (NAE),
allele frequency (AF), observed heterozygosity (HO), expected
heterozygosity (HE), the genetic distance (GD), and the departure
from Hardy-Weinberg equilibrium (HWE) of each locus were
calculated using POPGENE32 (ver. 1.32). A UPGMA
phylogenetic tree was built using MEGA 5.1 software
according to the information on GD between different
populations. Analysis of molecular variance (AMOVA) of the
genetic structure, the pairwise coefficient of genetic
differentiation (FST), the coefficient of inbreeding (FIS) among
the ten populations, and the presence of null alleles were
estimated using Arlequin software (ver. 3.11). The relatedness
index among the individuals sampled was calculated using the
method of TrioML by Coancestry software.

RESULTS

Genetic Diversity of Wild, Hatchery and
“Stock Enhancement” Strains
A total of 103 alleles at all loci were detected in the 4 wild
collections with a mean value of 9.36 per locus, and there was no
obvious change ofNAwithin the 4 collections. The meanNA value
of first hatchery strain generation of FL08 (F1-FL) was 8.18 per
locus, and that of the fifth generation (F5-FL) declined to 8.00. The
NA of the first generation of stock enhancement strains (F1-SE)
recovered to 8.55, and that of the second (F2-SE) and the third
generation (F3-SE) of stock enhancement strains was a little lower.
Similar to NA, the NAE values of the hatchery strains gradually
declined over generations, and that of the 3 “stock enhancement”
strains slightly recovered, but it was still lower than that of wild
collections (Supplementary Table S2).

No null alleles were detected in the hatchery strains and stock
enhancement strains. Linkage disequilibriumwas assessed and no
significant departure from equilibrium levels was detected in any
sample. No locus was significantly departed fromHWE (p < 0.05)
in the 4 wild collections, while 1, 2, and 2 were significantly
departed from HWE (p < 0.05) in F1-FL, F2-FL, and F5-FL and 1, 1
and 2 were in F1-SE, F2-SE, and F3-SE, respectively. All significant
deviations from Hardy–Weinberg expected heterozygosities were
due to an excess of homozygotes. Compared with the genotype
data of the FL08 and F5-FL collections, some alleles, especially rare
alleles of Hier-ssr7, Hier-ssr8, Hier-ssr9, and Hier-ssr10, were
found to be lost in the process of captive breeding. Similar to
the hatchery strains, some alleles ofHier-ssr9 andHier-ssr10 were
also lost in the “stock enhancement” strains, but some alleles,
such as those of Hier-ssr15, and reappeared in these strains
(Supplementary Table S2).

The minimal allele frequency (MAF) exhibited a growing
disparity with generations due to allele loss; some alleles were
gradually reduced until they disappeared, and some gradually
increased and dominated the population. The mean MAF values
of the 4 wild collections over all loci were 0.023, 0.026, 0.029, and
0.021; while those of the hatchery strains and “stock
enhancement” strains increased, especially for F5-FL, with
mean values of 0.036.

The mean value of HO of the FL08 collection over all loci was
0.80, with a minimum of 0.67 at locusHier-ssr38 and a maximum
of 0.90 at locusHier-ssr26 andHier-ssr15. The mean values ofHO

of other 3 wild collections were similar with that of FL08. While
that of F1-FL, F4-FL, and F5-FL was 0.75, 0.72, and 0.71, respectively.
The mean values ofHO of the 3 ″stock enhancement” strains were
all about 0.74, which were higher than that of F5-FL but lower than
those of wild collections (Figure 2). The value of HE of wild
collections ranged from 0.80 to 0.81, while that in hatchery strains
from 0.75 to 0.76 and “stock enhancement” strains from 0.74 to
0.76 (Supplementary Table S2).

The mean PIC values of all loci in the 4 wild collections were
closed to 0.76. While, the mean PIC values of F1-FL, F4-FL, and F5-

FIGURE 3 | The inbreeding coefficient (FIS) of lined seahorse collections
(4 wild collections, 3 hatchery strains and 3 “stock enhancement” strains).
Dots with different colors represent different microsatellite loci. Triangles
represent the mean values of FIS of different collections.
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FL strains was 0.71, 0.69, and 0.69, respectively. The PIC values of
“stock enhancement” strains ranged from 0.71 to 0.74, which
were higher than those of hatchery strains but lower than those of
wild collections (Supplementary Table S2).

The inbreeding coefficient (FIS) was close to 0 for the 4 wild
collections. The FIS values of the 3 hatchery strains were higher
than those of wild collections, and the inbreeding rate gradually
accumulated over generations with highest FIS value of 0.06 in the
F5-FL strain. In addition, the FIS values of all the 3 ″stock
enhancement” strains maintained about 0.02 (Figure 3),
indicating there existed a small risk of inbreeding in the wild
after stock enhancement. The mean relatedness index of the wild
collections was from 0.067 to 0.070; while that of the hatchery
stains was higher and increased over generations (the relatedness
index of F5-FL reached to 0.106). The mean relatedness index of
“stock enhancement” strains was lower than that of hatchery
stains but higher than that of wild collections (Appendix A).

Genetic Divergence Among Wild, Hatchery
and “Stock Enhancement” Collections
The range of GD of the ten collections was from 0.08 (the pair of
F1-SE and F2-SE) to 0.57 (the pair of F2-SE and FL12). The UPGMA
phylogenetic tree based on GD among pairs of populations
(Figure 4) was divided into two branches: one represents the
4 wild collections, and the other represents the hatchery strains
and “stock enhancement” strains. In the lower branch, the
3 “stock enhancement” strains were clustered together firstly,
and then F1-FL, F4-FL, and F5-FL was separated from the branch of
“stock enhancement” strains successively.

The value of FST ranged from 0.02 (the pair of FL08 and FL13)
to 0.11 (the pair of FL12 and F1-SE) for all collections (Figure 4).
The FST values between F3-SE and FL08, FL12, FL13, and FL14
were 0.11, 0.11, 0.10, and 0.09, respectively, indicating a medium
level of genetic differentiation between “stock enhancement”
strains and wild populations. The result of AMOVA of all ten
collections revealed that 92.65% of genetic differentiation was
within populations, and only 7.35% was among collections
(Supplementary Table S3).

DISCUSSION

In aquaculture and wildlife protection, understanding whether
genetic variability is lost in cultured stocks after long periods of
hatchery production is important, because reduction in
variability may possibly result in the loss of genetic variation
for disease resistance and reduce a population’s capability to
adapt to new environments (Li et al., 2004). Unfortunately,
reduction in allelic richness, which was found in many
reported cultured species, including fish, shrimp and shellfish
(Li et al., 2004; Kohlmann et al., 2005; Marchant et al., 2009), and
seems to be a characteristic of hatchery populations. There is no
exception in the captive breeding of seahorse. The results showed
that the values of NA, HO, and PIC of the 3 hatchery strains were
lower than those of wild collections, and the impact of hatchery
rearing on the loss of allele richness seemed to be more and more
serious over generations. Specifically, the F5-FL strain lost
approximately 13% of the number of alleles and 11% of the
heterozygosity compared to FL08 collection, respectively. In
addition, we found the mean relatedness index of hatchery
strains was higher than that of wild collections, especially
some pairs of hatchery strains had high relatedness value.
Serial founder effects across generation and associated genetic
drift could be the major factor responsible for the reduction of
diversity of hatchery strains. Moreover, unequal contribution to
offspring of breeders due to artificial selection in the hatchery
process, may lead to a reduction of some alleles and even the
disappearance and increase of the effect of genetic drift (Nakajima
et al., 2014).

The reduction in genetic diversity and changes in allelic
frequencies of hatchery strains may pose potential genetic
risks to wild populations in supportive breeding programs
(Machado-Schiaffino et al., 2007). The introduction of progeny
with low genetic diversity into wild seahorse populations has led
to lowered overall genetic variability of the resulting populations
(Utter, 1998). In our study, the values of NA, HO, and PIC of the
3 “stock enhancement” strains were lower, but MAF were higher
than those of wild collections. In addition, the allelic richness and
heterozygosity of “stock enhancement” strains did not rise within

FIGURE 4 | The UPGMA phylogenetic tree and heatmap of FST values among 10 lined seahorse collections. UPGMA clustering was based on GD among pairs of
populations and the tree was built using MEGA 5.1 software.
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3 generations after seahorse being released into wild, indicating
consecutive interbreeding with wild-collected seahorses failed to
reintroduce lost alleles or genetic diversity. The reduction of
genetic diversity in wild population seems to persist for a long
time. Specially, seahorse has high mate fidelity and lengthy
parental care (Foster and Vincent, 2004; Koldewey and
Martin-Smith, 2010), restricting multiple mating between
individuals during their lifespan; they also have low mobility
and small home ranges (Curtis and Vincent, 2006; Koldewey and
Martin-Smith, 2010), limiting gene flow amongst wild
populations. Thus, their specialized life history traits may
make seahorse populations particularly susceptible to
anthropogenic disturbances, and their genetic diversity is easy
to reduce and difficult to recover (Foster and Vincent, 2004;
Curtis and Vincent, 2006). Our findings are in accordance with
numerous previous reports on stock enhancement of fish species,
such as brown trout (Salmo trutta) (Hansen, 2002), red sea bream
(Pagrus major) (Kitada et al., 2009), and Pacific herring (Clupea
pallasii) (Sugaya et al., 2008).

In this study, some alleles were lost and the allele frequency
changed a lot in the hatchery process, which lead to an increase in
the mean value of MAF, and a significant departure from HWE
for some loci in the hatchery and “stock enhancement” strains. A
previous study reported on pacific abalone (Haliotis discus
hannai) that random changes in allele frequencies could be
caused by genetic drift in a depleted or small hatchery
population (Li et al., 2004). The non-random mating system
has changed the overall allelic composition of the farmed strain
relative to the wild population, and the overall allelic composition
of the “stock enhancement” strains might not be possible to
restore to the original form (Li et al., 2004; Kitada et al., 2009;
Hold et al., 2013). The concern is that declines in variation at
neutral markers such as these may be indicative of a loss of
variation at coding regions, which is the source of variation in
important commercial traits such as growth rate and disease
resistance.

Selection that occurs in hatchery rearing could be deleterious
because traits that are advantageous in the reared environment
may be disadvantageous in the wild. In other words, if the trait
distribution in a wild population is at an optimum that has been
shaped by selection in the wild environment, releasing individuals
into the population that have a different distribution as a result of
selection in a hatchery will result in a reduction in the mean
fitness of the population (Araki et al., 2007; Kitada et al., 2009;
Jonsson et al., 2016). Factors such as predation, escape,
competition and stress tolerance are less important under
culturing environments with adequate food, less competition, a
steady water environment, and a homogeneous habitat in the
long-term process of hatching (Stottrup and Sparrevohn, 2007;
Kitada et al., 2009). Experience with salmonid culture shows
that, with or without intentional selection of parents, each
successive generation of captive brood stock will favor those
parents and progeny that are most amenable to conditions of
culture (Utter, 1998); while, in the wild environment, populations
have evolved different life-history strategies, which can be
attributed to interior intra-species interactions, and environment
heterogenetity (Svasand et al., 2000). A potential risk associated

with inbreeding depression could be brought into the natural
ecosystem because of high inbreeding rate and relatedness value
accumulated over generations in hatchery rearing. Even after
serial generations of mating with wild individuals, our result
demonstrated the “stock enhancement” strains still kept
medium inbreeding rate and relatedness. The phenomenon
was also found in most cultured species, such as abalone
(Haliotis discus hannai) (Marchant et al., 2009) and common
carp (Cyprinus carpio L.) (Kohlmann et al., 2005). The tendency
towards homozygosity could be explained by the founder effect
(Marchant et al., 2009).

Recent studies demonstrated that repeated interbreeding
between a natural population and mass-released hatchery
strains could result in a non-random mating system or,
possibly, assortative mating that could generate within-
population substructuring (Wahlund effect), and inbreeding
(Sekino et al., 2005). In this study, the pairwise FST and GD
values indicated a medium genetic differentiation between “stock
enhancement” strains and wild collections (According to
Wright’s criteria (0 < FST < 0.05, no differentiation; 0.05 < FST
< 0.15, medium level; and 0.15 < FST < 0.25, high level). The
results of AMOVA supported relatively high genetic variation
within collections. The genetic differentiation between “stock
enhancement” strains and wild collections was medium, which
poses a genetic risk of within-population substructuring to the
natural populations (Sekino et al., 2005).

Although a potential risk exists, many measures can be used to
mitigate or remove the risk for seahorse stock enhancement.
Introducing large numbers of wild breeders into hatchery could
be one of the most effective ways to maintain the genetic diversity
of hatchery populations (Kitada et al., 2009). Moreover, it is
necessary for us to maintain clear genetic lineage by building
marker-based pedigree assignment and to design a mating
strategy based on genetic distance to avoid inbreeding
depression in seahorse hatcheries.

In conclusion, the results of this study suggested that the
genetic diversity in terms of allelic diversity and heterozygosity
decreased but the inbreeding coefficient increased over
generations in the hatchery compared to wild collections.
Moreover, the genetic diversity of “stock enhancement”
collections was lower than the wild population and it seemed
that consecutive interbreeding with wild-collected seahorses did
not improve the genetic diversity very well. In addition, the
genetic differentiation between wild and “stock enhancement”
collections reached a medium level, and which could lead to
substructuring in wild populations. Considering the highly
unique life history traits of the seahorse, these findings reveal
a potential risk associated with the release of hatchery fishes into
wild populations. This study provides valuable information on
seahorse resource conservation and recovery from a genetic
perspective.

DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and

Frontiers in Genetics | www.frontiersin.org January 2022 | Volume 12 | Article 8306265

Luo et al. Potential Risks for Seahorse Stock Enhancement

https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles


accession number(s) can be found in the article/Supplementary
Material.

ETHICS STATEMENT

The animal study was reviewed and approved by Sichuan
Agricultural University.

AUTHOR CONTRIBUTIONS

WL, JZ, and QW conceived and designed the experiments. QW
and ZX analyzed the data. ZX, YW, ML, TG, YZ, SZ, PC, ZG, YX,
and XZ contributed reagents/materials/analysis tools. WL and
QW wrote the paper. All authors read and approved the final
manuscript.

FUNDING

This study was supported by the National Natural Science
Foundation of China (41706171).

ACKNOWLEDGMENTS

We greatly appreciate Prof. Junda Lin of Florida Institute of
Technology and Prof. Qiang Lin of South China Sea Institute of
Oceanology, CAS for collecting the seahorse samples.

SUPPLEMENTARY MATERIAL

The SupplementaryMaterial for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fgene.2021.830626/
full#supplementary-material

REFERENCES

Araki, H., Cooper, B., and Blouin, M. S. (2007). Genetic Effects of Captive Breeding
Cause a Rapid, Cumulative Fitness Decline in the Wild. Science 318, 100–103.
doi:10.1126/science.1145621

Araki, H., and Schmid, C. (2010). Is Hatchery Stocking a Help or Harm?
Aquaculture 308, S2–S11. doi:10.1016/j.aquaculture.2010.05.036

Arias, M. C., Aulagnier, S., Baerwald, E. F., Barclay, R. M., Batista, J. S., Beasley, R.
R., et al. (2016). Microsatellite Records for Volume 8, Issue 1. Conserv. Genet.
Resour. 8, 43–81. doi:10.1007/s12686-016-0522-2

Bartley, D. M., and Bell, J. D. (2008). Restocking, Stock Enhancement, and Sea
Ranching: Arenas of Progress. Rev. Fish. Sci. 16, 357–365. doi:10.1080/
10641260701678058

Blanchet, S., Páez, D. J., Bernatchez, L., and Dodson, J. J. (2008). An Integrated
Comparison of Captive-Bred and Wild Atlantic salmon (Salmo salar):
Implications for Supportive Breeding Programs. Biol. Conservation 141,
1989–1999. doi:10.1016/j.biocon.2008.05.014

Curtis, J. M. R., and Vincent, A. C. J. (2006). Life History of an Unusual marine
Fish: Survival, Growth and Movement Patterns of Hippocampus guttulatus
Cuvier 1829. J. Fish. Biol. 68, 707–733. doi:10.1111/j.0022-1112.2006.00952.x

Eldridge, W. H., and Naish, K. A. (2007). Long-term Effects of Translocation and
Release Numbers on fine-scale Population Structure Among Coho salmon
(Oncorhynchus kisutch). Mol. Ecol. 16, 2407–2421. doi:10.1111/j.1365-
294x.2007.03271.x

Foster, S. J., and Vincent, A. C. J. (2004). Life History and Ecology of Seahorses:
Implications for Conservation and Management. J. Fish Biol. 65, 1–61.
doi:10.1111/j.0022-1112.2004.00429.x

Hansen, M. M. (2002). Estimating the Long-Term Effects of Stocking
Domesticated trout into Wild Brown trout (Salmo trutta) Populations: an
Approach Using Microsatellite DNA Analysis of Historical and Contemporary
Samples. Mol. Ecol. 11, 1003–1015. doi:10.1046/j.1365-294x.2002.01495.x

Hold, N., Murray, L. G., Kaiser, M. J., Hinz, H., Beaumont, A. R., and Taylor, M. I.
(2013). Potential Effects of Stock Enhancement with Hatchery-Reared Seed on
Genetic Diversity and Effective Population Size. Can. J. Fish. Aquat. Sci. 70,
330–338. doi:10.1139/cjfas-2012-0378

Pollom, R. (2017). Hippocampus erectus. The IUCN Red List of Threatened Species
2017: e.T10066A20191442. doi:10.2305/IUCN.UK.2017-
3.RLTS.T10066A20191442.en

Jonsson, P. R., Corell, H., André, C., Svedäng, H., and Moksnes, P.-O. (2016).
Recent Decline in Cod Stocks in the North Sea-Skagerrak-Kattegat Shifts the
Sources of Larval Supply. Fish. Oceanogr. 25, 210–228. doi:10.1111/fog.12146

Kitada, S., Shishidou, H., Sugaya, T., Kitakado, T., Hamasaki, K., and Kishino, H.
(2009). Genetic Effects of Long-Term Stock Enhancement Programs.
Aquaculture 290, 69–79. doi:10.1016/j.aquaculture.2009.02.011

Kohlmann, K., Kersten, P., and Flajšhans, M. (2005). Microsatellite-based Genetic
Variability and Differentiation of Domesticated, Wild and Feral Common Carp
(Cyprinus carpio L.) Populations. Aquaculture 247, 253–266. doi:10.1016/
j.aquaculture.2005.02.024

Koldewey, H. J., and Martin-Smith, K. M. (2010). A Global Review of Seahorse
Aquaculture. Aquaculture 302, 131–152. doi:10.1016/j.aquaculture.2009.11.010

Li, Q., Park, C., Endo, T., and Kijima, A. (2004). Loss of Genetic Variation at
Microsatellite Loci in Hatchery Strains of the Pacific Abalone (Haliotis
Discus Hannai). Aquaculture 235, 207–222. doi:10.1016/
j.aquaculture.2003.12.018

Luo,W.,Qu,H., Li, J.,Wang, X., and Lin,Q. (2015). ANovelMethod for the Identification
of Seahorses (Genus Hippocampus) Using Cross-Species Amplifiable Microsatellites.
Fish. Res. 172, 318–324. doi:10.1016/j.fishres.2015.07.017

Luo, W., Wang, W.-M., Wan, S.-M., Lin, Q., and Gao, Z.-X. (2017). Assessment of
Parental Contribution to Fast- and Slow-Growth Progenies in the blunt Snout
Bream (Megalobrama amblycephala) Based on Parentage Assignment.
Aquaculture 472, 23–29. doi:10.1016/j.aquaculture.2016.07.003

Machado-Schiaffino, G., Dopico, E., and Garcia-Vazquez, E. (2007). Genetic
Variation Losses in Atlantic salmon Stocks Created for Supportive Breeding.
Aquaculture 264, 59–65. doi:10.1016/j.aquaculture.2006.12.026

Marchant, S., Haye, P. A., Marín, S. A., and Winkler, F. M. (2009). Genetic
Variability Revealed with Microsatellite Markers in an Introduced Population
of the abaloneHaliotis Discus hannaiIno. Aquac. Res. 40, 298–304. doi:10.1111/
j.1365-2109.2008.02089.x

Nakajima, K., Kitada, S., Habara, Y., Sano, S., Yokoyama, E., Sugaya, T., et al.
(2014). Genetic Effects of marine Stock Enhancement: a Case Study Based on
the Highly Piscivorous Japanese Spanish Mackerel. Can. J. Fish. Aquat. Sci. 71,
301–314. doi:10.1139/cjfas-2013-0418

Palm, S., Dannewitz, J., Järvi, T., Petersson, E., Prestegaard, T., and Ryman, N. (2003). Lack
of Molecular Genetic Divergence between Sea-ranched and Wild Sea trout (Salmo
trutta). Mol. Ecol. 12, 2057–2071. doi:10.1046/j.1365-294x.2003.01892.x

Sekino, M., Saido, T., Fujita, T., Kobayashi, T., and Takami, H. (2005).
Microsatellite DNA Markers of Ezo Abalone (Haliotis Discus Hannai): a
Preliminary Assessment of Natural Populations Sampled from Heavily
Stocked Areas. Aquaculture 243, 33–47. doi:10.1016/
j.aquaculture.2004.10.013

Simmons, M., Mickett, K., Kucuktas, H., Li, P., Dunham, R., and Liu, Z. (2006).
Comparison of Domestic and Wild Channel Catfish (Ictalurus punctatus)
Populations Provides No Evidence for Genetic Impact. Aquaculture 252,
133–146. doi:10.1016/j.aquaculture.2005.11.006

Skaala, Ø., Wennevik, V., and Glover, K. A. (2006). Evidence of Temporal Genetic
Change in Wild Atlantic salmon, Salmo salar L., Populations Affected by Farm
Escapees. Ices J. Mar. Sci. 63, 1224–1233. doi:10.1016/j.icesjms.2006.04.005

Stottrup, J. G., and Sparrevohn, C. R. (2007). Can Stock Enhancement Enhance
Stocks? J. Sea Res. 57, 104–113. doi:10.1016/j.seares.2006.09.005

Frontiers in Genetics | www.frontiersin.org January 2022 | Volume 12 | Article 8306266

Luo et al. Potential Risks for Seahorse Stock Enhancement

https://www.frontiersin.org/articles/10.3389/fgene.2021.830626/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fgene.2021.830626/full#supplementary-material
https://doi.org/10.1126/science.1145621
https://doi.org/10.1016/j.aquaculture.2010.05.036
https://doi.org/10.1007/s12686-016-0522-2
https://doi.org/10.1080/10641260701678058
https://doi.org/10.1080/10641260701678058
https://doi.org/10.1016/j.biocon.2008.05.014
https://doi.org/10.1111/j.0022-1112.2006.00952.x
https://doi.org/10.1111/j.1365-294x.2007.03271.x
https://doi.org/10.1111/j.1365-294x.2007.03271.x
https://doi.org/10.1111/j.0022-1112.2004.00429.x
https://doi.org/10.1046/j.1365-294x.2002.01495.x
https://doi.org/10.1139/cjfas-2012-0378
https://doi.org/10.2305/IUCN.UK.2017-3.RLTS.T10066A20191442.en
https://doi.org/10.2305/IUCN.UK.2017-3.RLTS.T10066A20191442.en
https://doi.org/10.1111/fog.12146
https://doi.org/10.1016/j.aquaculture.2009.02.011
https://doi.org/10.1016/j.aquaculture.2005.02.024
https://doi.org/10.1016/j.aquaculture.2005.02.024
https://doi.org/10.1016/j.aquaculture.2009.11.010
https://doi.org/10.1016/j.aquaculture.2003.12.018
https://doi.org/10.1016/j.aquaculture.2003.12.018
https://doi.org/10.1016/j.fishres.2015.07.017
https://doi.org/10.1016/j.aquaculture.2016.07.003
https://doi.org/10.1016/j.aquaculture.2006.12.026
https://doi.org/10.1111/j.1365-2109.2008.02089.x
https://doi.org/10.1111/j.1365-2109.2008.02089.x
https://doi.org/10.1139/cjfas-2013-0418
https://doi.org/10.1046/j.1365-294x.2003.01892.x
https://doi.org/10.1016/j.aquaculture.2004.10.013
https://doi.org/10.1016/j.aquaculture.2004.10.013
https://doi.org/10.1016/j.aquaculture.2005.11.006
https://doi.org/10.1016/j.icesjms.2006.04.005
https://doi.org/10.1016/j.seares.2006.09.005
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles


Sugaya, T., Sato, M., Yokoyama, E., Nemoto, Y., Fujita, T., Okouchi, H., et al.
(2008). Population Genetic Structure and Variability of Pacific Herring Clupea
pallasii in the Stocking Area along the Pacific Coast of Northern Japan. Fish. Sci.
74, 579–588. doi:10.1111/j.1444-2906.2008.01561.x

Svåsand, T., Kristiansen, T. S., Pedersen, T., Salvanes, A. G. V., Engelsen, R.,
Naevdal, G., et al. (2000). The Enhancement of Cod Stocks. Fish Fish 1,
173–205. doi:10.1046/j.1467-2979.2000.00017.x

Utter, F. (1998). Genetic Problems of Hatcher-Reared Progeny Released into the
Wild, and How to deal with Them. B. Mar. Sci. 62, 623–640.

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Luo, Wu, Zhang, Wei, Liao, Gao, Zhang, Zhang, Chen, Guo,
Xiong, Xu and Du. This is an open-access article distributed under the terms of the
Creative Commons Attribution License (CC BY). The use, distribution or
reproduction in other forums is permitted, provided the original author(s) and
the copyright owner(s) are credited and that the original publication in this journal is
cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.

Frontiers in Genetics | www.frontiersin.org January 2022 | Volume 12 | Article 8306267

Luo et al. Potential Risks for Seahorse Stock Enhancement

https://doi.org/10.1111/j.1444-2906.2008.01561.x
https://doi.org/10.1046/j.1467-2979.2000.00017.x
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles

	Potential Risks for Seahorse Stock Enhancement: Insight From the Declivity of Genetic Levels With Hatchery Management
	Introduction
	Materials and Methods
	Study Populations
	DNA Extraction, Amplification and Microsatellite Analysis
	Genetic Variation Analysis

	Results
	Genetic Diversity of Wild, Hatchery and “Stock Enhancement” Strains
	Genetic Divergence Among Wild, Hatchery and “Stock Enhancement” Collections

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


