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1. Introduction 

The establishment of sustainable fishery management strategies requires detailed 
characterization of the stocks, including their genetic diversity and structure (Allendorf 
and Ryman, 1987; Ryman, 1981). Traditionally, the large population size, wide 
distribution and the potential high mobility during the pelagic eggs and larval phase was 
presumed to explain the lack of genetic differentiation and population structure found in 
marine species (Hauser & Carvalho, 2008; Ward et al., 1994). Natural selection and high 
gene flow were considered the main evolutionary forces affecting genetic structure of 
marine organisms. However, recent genetic studies on marine fish have evidenced 
population structure at different geographical and temporal scales (Knutsen et al., 2003; 
Umino et al., 2009; Watts et al., 2010). This information is especially relevant to preserve 
the genetic identity of wild stocks and minimize the negative genetic interaction between 
wild and hatchery specimens from escapees and stock enhancement programs (Blanco 
Gonzalez & Umino, 2009; Glover at al., 2010). Imprecision or lack of genetic information 
may not only exacerbate problems that affect yields of fisheries but also erode the gene 
pool and the potential adaptive response of the stock in an irretrievable manner (Laikre et 
al., 2010; Reiss et al., 2009; Ward, 2006). Despite its importance for conservation and 
management, it has not been until recently that marine stock enhancement programs 
started integrating genetic analysis and monitoring data prior to, during and after release 
(Bert et al., 2001; Blanco Gonzalez et al., 2008a). Meanwhile, our knowledge about the 
genetic resources of commercially-farmed stocks for their identification in case of escapees 
is still very scarce (Glover et al., 2010; Svåsand et al., 2007). 

Microsatellite DNA markers generally exhibit high levels of genetic polymorphism and are 

a priori presumed to behave as neutral markers, i.e. the effects of selection are neglected. 

Consequently, genetic changes among stocks will be explained by their origins and 

population demography processes; mainly by gene flow and genetic drift, and mutation to 

some extent (Luikart et al., 2003). Microsatellites have been the most common genetic 

marker employed in stock enhancement programs, being extensively used for delineating 

the genetic diversity and population structure of the species prior to and after the release 
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(Blanco Gonzalez & Umino, 2009; Jeong et al., 2003; Perez-Enriquez et al., 2001), assigning 

individuals to baseline hatchery stocks (Blanco Gonzalez et al., 2008a; Ortega-Villaizán et al., 

2005) or tracing the pedigree to manage the captive broodstock (Blanco Gonzalez et al., 2010; 

Jeong et al., 2007; Perez-Enriquez et al., 1999). 

Black sea bream Acanthopagrus schlegelii is an important commercial and sport fishing 
species in Japan and represent one of the most intensively stocked fish in the country with 
millions of juveniles released annually. The largest releases have been conducted in 
Hiroshima Bay (Fig. 1) which is also the primary fishing area in the country (Blanco 
Gonzalez et al., 2008b). The stock enhancement program in this bay started in the early 
1980s after a drastic reduction of landings during the previous two decades, when fishing 
yields dropped from about 500 mt in 1960s to 150 by the end of 1970s. Juveniles for stocking 
were usually originated from fertilized eggs produced in one night during the spawning 
peak and collected by tank overflowing. They were reared in indoor tanks and released at 3 
cm in total length. Initially, released juveniles were identified marking their otoliths with 
alizarin-complexon and by ventral fin-clipping (Nakagawa et al., 2000; Umino et al., 1999; 
Yamashita et al., 1997). Using non-genetic markers, it was possible to investigate the 
acclimation process (Nakagawa et al., 2000; Yamashita et al., 1997), migration (Anonymous, 
1987) and optimum size-at-release (Umino et al., 1999). Later on, the development of 
microsatellite DNA markers (Jeong et al., 2003, 2007) has contributed to address 
fundamental questions regarding the effects of the releases on the genetic resources of the 
natural stock. 

 

Fig. 1. Map of Hiroshima Bay. 
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In addition to providing a better estimation of the contribution to the fishing yield; 
microsatellite genotyping helped to characterize the genetic architecture of black sea bream 
and minimize the potential deleterious effects of fish releases by improving broodstock 
management. This paper reports on the progress of using microsatellite DNA markers to 
gain understanding of the genetic implications of the stock enhancement program carried 
out on black sea bream in Hiroshima Bay.  

2. Genetic risks associated to releases  

Stock enhancement programs have been implemented as a mean to recover depleted 
populations from many taxonomic groups worldwide (Blanco Gonzalez et al., 2008b; Laikre et 
al., 2010). However, the limited number of breeders reared to produce the offspring for release 
and the differential population origins have raised awareness about harmful loss of genetic 
diversity and changes in allele composition that large-scale releases may cause on the native 
stocks (Allendorf and Ryman, 1987; Laikre et al., 2010; Ryman, N. 1981). The relative large 
population size and higher dispersion reported in marine fish compared to anadromous and 
freshwater species favors gene flow and reduces genetic differentiation between stocks 
(DeWoody & Avise, 2000; Ward et al., 1994). Hence, freshwater and anadromous species are 
more vulnerable to the harmful genetic effects of large-scale releases (Cross, 1999; Hauser & 
Carvalho, 2008). Nevertheless, genetic risks on marine species should not be underestimated. 

2.1 Genetic diversity among-populations 

The first step to be accomplished before implementing a stock enhancement program is to 
delineate the genetic architecture of the recipient population (Allendorf & Ryman, 1987; 
Ryman 1981). Whenever possible, the broodstock should be of local origin. Non-local breeders 
may carry alleles that were previously absent in the wild. Interbreeding of their offspring with 
wild specimens can replace the original gene pool by genotypes that are locally non-adapted; 
thus, affecting survival, growth or disease resistance, and ultimately compromising the 
viability and productivity of the stock (Cooke & Philipp, 2006; Laikre et al., 2010). Sometimes, 
interbreeding of genetically divergent stocks may result in hybrid vigor in the F1 generation 
(Shikano & Taniguchi, 2003) that may evolve into outbreeding depression and breakdown of 
co-adapted gene complexes after the second generation (Cross, 1999). 

2.2 Genetic diversity within populations 

The broodstock should comprise enough specimens to accurately represent the genetic 
identity of the stock to be enhanced (Allendorf & Ryman, 1987; Taniguchi, 2003). This 
number is crucial because the gene pool present in the broodstock will determine the 
maximum genetic diversity that may be inherited by the offspring (Allendorf & Ryman, 
1987). Therefore, efforts should be directed towards avoiding loss of genetic diversity or 
changes in the genetic composition caused by genetic drift, selection due to domestication 
and inbreeding depression. 

2.2.1 Genetic drift 

Genetic drift is a stochastic process that changes allele frequencies in the next generation. 
The loss on genetic variation may be reflected in the heterozygosity, proportion of 
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polymorphic loci and number of alleles per locus (Allendorf & Phelps, 1980) and will 
increase exponentially to the reduction on the population size (Nei et al., 1975). Ideally, in 
order to maximize the transference of the gene pool to the offspring and minimize a 
potential reduction on fitness, broodstock management should aim at keeping the sex ratio 
between male and female at 1:1 and ensuring that all breeders kept in the hatchery 
contribute equally to the offspring (Allendorf & Ryman, 1987). Under this ideal situation, 
the effective number of breeders (Nb) will double the broodstock size, while skewed sex 
ratio or variance in family sizes will reduce Nb. Allendorf & Ryman (1987) reported that 
keeping Nb at 50 will lead to the loss of approximately 10 % of the genetic variation after ten 
generations, a fact that may have important deleterious effects on survival and growth 
(Falconer, 1981). In hermaphroditic species, including some sea breams, collecting mature 
breeders will prevent from posterior undesirable sex changes that may skew the proportion 
of males and females (Cross, 1999). 

2.2.2 Domestication 

Domestication selection tends to favor genetic profiles better adapted to the hatchery 
conditions. Good broodstock management practices contribute to maximize the transference 
of genetic information to the offspring; however, domestication selection may change or 
reduce the genetic variability at some loci and erode the adaptive potential of the stock 
(Taniguchi, 2004). In stock enhancement programs, it is noteworthy to consider that the 
direction and intensity of local selective forces between hatchery and wild environments are 
likely to differ; hence, the longer the fish are reared in captivity the greater effects of 
domestication selection will be (Araki & Schmid, 2010; Bekkevold et al., 2006; Milles & 
Kapauscki, 2003). Good survival and fitness under hatchery conditions may evolve into 
poor performance once the juveniles are released into the wild. In this regard, most of 
studies suggest that unintentional selection domestication produces negative effects on 
fitness-related traits including survival, morphology, behavior, response to predation or 
disease resistance, and that ultimately can compromise the reproductive success and the 
viability of the stock (see reviews by Araki & Schmid, 2010; Fraser, 2008; Reisenbichler & 
Rubin, 1999; Thorstad et al., 2008). 

2.2.3 Inbreeding depression 

Inbreeding depression represents the reduction on fitness produced by breeding related 

specimens. Initially, the ratio of homozygous genotypes will be augmented. 

Consequently, harmful recessive alleles that were unexpressed under heterozygosity  

will be exposed to selective forces that will reduce fitness. As relatives are more likely  

to carry the same rare deleterious alleles, inbreeding may increase the occurrence of 

harmful effects on fitness (Lynch, 1991). Several empirical studies on fish species have 

suggested inbreeding to be associated with morphological abnormalities, slow growth or 

low reproductive success (Araki et al., 2009; Kincaid, 1983; Shikano & Taniguchi, 2003). 

Chances of mating relatives will increase proportionally to the population size and  

scale of the releases. Hence, stock enhancement programs should keep a large wild- 

born broodstock and foster mating schemes that maximize Nb. Once released into the 

wild, in addition to contributing to the fishing yield, a portion of the offspring is expected 

to interbreed with their wild counterparts (Bell et al., 2008). Ryman & Laikre (1991) 
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warned that in a successful stock enhancement program, the increment in the portion  

of hatchery-reared offspring may reduce the total effective population (wild and hatchery) 

and favor inbreeding. However, in their review of marine fish stocking programs,  

Kitada et al. (2009) found no evidence of long-term negative effects of large-scale releases 

on fitness in the wild population. Furthermore, the minimal kinship approach (Doyle  

et al., 2001), collecting several batches of eggs over the spawning season (Nugroho  

& Taniguchi, 2004) or at different time intervals over a single night (Blanco Gonzalez  

et al., 2010) have proven promising results to increase Nb and minimize the loss of  

genetic diversity. 

3. Genetic resources of Black sea bream in Hiroshima Bay 

The success of any stock enhancement program greatly depends on the accurate 
identification and characterization of the genetic architecture in the population to be 
managed (Allendorf & Ryman, 1987; Ryman, 1981). Unfortunately, by the time the stock 
enhancement program in Hiroshima Bay started, information on the genetic resources of 
black sea bream in Japan was very scarce and limited to other regions (Sumantadinata & 
Taniguchi 1982; Taniguchi et al., 1982, 1983). In fact, it was not until 1997, when almost 
twenty million juveniles had been released already (Fig 2.), that the first genetic analysis of 
samples collected from Hiroshima Bay was carried out by minisatellites (Jeong et al., 2002). 
Consequently, due to the lack of genetic information prior to the commencement of the 
stock enhancement program and the large number of juveniles released, the evaluation of 
the genetic impact of the releases has focused on the stock inhabiting Hiroshima Bay at the 
time of the research rather than on the original native stock. 
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Fig. 2. Annual fluctuation in released and landed black sea bream in Hiroshima Bay. 
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In contrast to minisatellites, microsatellite markers estimate allele frequencies at a given 
locus (Estoup & Agners, 1998) hence are very useful for studies on population genetics. In 
order to characterize the gene pool of black sea bream in Hiroshima Bay and evaluate the 
effectiveness and genetic implications of the stock enhancement program carried out in the 
bay, eight highly polymorphic microsatellite markers were developed in our laboratory 
(Jeong et al. 2003, 2007). This set of microsatellites has been used at different stages of the 
stock enhancement program (Table 1). 

3.1 Genetic diversity and population structure 

Initially, four microsatellites were genotyped to assess the genetic divergence and 
population structure of black sea bream collected at six locations in Western Japan and 
Korea (Jeong et al., 2003). Despite the large stocking histories, the genetic diversity of the 
natural stock from Hiroshima Bay, expressed either as number of alleles per locus (6-20) or 
observed heterozygosity (0.65-0.96), was very high and similar to the wild stocks from other 
locations (Jeong et al., 2003). 

Between 2000 and 2002, the offspring released by the Hiroshima City Marine Products 
Promotion Association (HCMPPA) were produced by only 51 breeders (Blanco Gonzalez et 
al., 2008a; Jeong et al., 2007). In spite of its small size, levels of genetic variation in the 
broodstock were similar to the natural stock from Hiroshima Bay (Table 1). In contrast, rare 
alleles at the loci presenting the highest polymorphism were missing in the offspring prior 
to the release (Jeong et al. 2003, 2007); warning about genetic drift associated to the 
differential contribution among parental fish, as reported during the seed production of 
other species commonly used in stock enhancement programs (Nugroho et al. 2000; Sekino 
et al., 2003; Sugama et al., 1988). 

 

Sample origin 
Hatchery 

(%) 
Number of 
alleles (loci) 

Observed 
Heterozygosity 

Reference 

Natural 2000 — 6-20 (4) 0.65-0.96 Jeong et al.,  2003 

Broodstock 2000-
2002 

 8-18 (7) 0.74-0.92 
Jeong et al., 2007; 

Blanco Gonzalez et al., 2008a 

Pre-release 2000 100 6-16 (4) 0.57-1.0 Jeong et al.,  2003 

Pre-release 2000 100 7-16 (4) 0.76-0.92 Jeong et al.,  2007 

Pre-release 2001 100 7-14 (7) 0.74-0.92 Jeong et al.,  2007 

Post-release 2001 50* 7-17 (7) 052-1.0 Jeong et al.,  2003 

Post-release 2003 12.5 8-20 (6) 0.77-0.90 Blanco Gonzalez et al., 2008a 

Post-release 2004 13.5 7-17 (6) 0.84-0.90 Blanco Gonzalez et al., 2008a 

Post-release 2006 — 7-24 (6) 0.61-0.98 
Blanco Gonzalez & Umino, 

2009 

* Proportion assumed based on tag-recapture data  

Table 1. Studies on the genetic diversity of black sea bream in Hiroshima Bay  
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Once released, stock enhancement programs aim at maximizing fitness performance and 
minimizing negative genetic or ecological interactions between wild and hatchery fish. Several 
experiments using non-genetic markers indicated high survival and fast acclimation of black 
sea bream juveniles released in Hiroshima Bay (Ji et al., 2003; Nakagawa et al., 2000; Umino et 
al., 1999; Yamashita et al., 1997). However, limitation of food resources related to the stock 
enhancement program was suggested to explain the reduction on size-at-age recorded on the 
adults collected in 2000 compared to 1983 (Blanco Gonzalez et al., 2009). Genetically, levels of 
diversity 10 days after the release were similar to those observed in the natural stock (Jeong et 
al., 2003). Meanwhile, given the small sample sizes (n = 10 and 14 specimens in 2003 and 2004, 
respectively), the lower number of alleles scored in the fish collected three and four years after 
the release were not conclusive about any erosion due to fish stocking (Blanco Gonzalez et al., 
2008a). In order to deduce the putative origin of the samples, a population assignment test was 
performed using WHICHRUN (Banks & Eichert, 2000) with a jackknife procedure; choosing 
the first natural stock collected in Hiroshima Bay whose genotype was characterized (Jeong et 
al., 2003) and the broodstock reared at the HCMPPA between 2000-2002 (Blanco Gonzalez et 
al., 2008a) as baseline populations (Fig. 3). Most of the fish collected in 2003 (82.5%) and 2004 
(84.6%) were assigned to the broodstock; nevertheless, about 60% of them remained within the 
two dashed lines indicating deviation from equality by a factor of 10. Consequently, although 
these results supports the above mentioned idea of high survival and contribution of juvenile 
releases, the small differences in the genotype probability of the fish between the baseline 
populations requires a careful interpretation of the conclusions. 
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Hiroshima Bay 2000 (above) and Broodstock 2000-02 (below). The dashed lines deviate from 
equality by a factor of 10. 
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The genetic integrity of black sea bream within Hiroshima Bay and the existence of certain 

population structuring related to the stock enhancement program was evaluated 

genotyping samples collected from five locations at six microsatellites (Blanco Gonzalez & 

Umino, 2009). At Ninoshima, the location where stocking was most intense, the lowest 

number of alleles was scored. Moreover, an initial evaluation of the pairwise FST value 

suggested genetic differences between black sea bream from the western and eastern part of 

Hiroshima Bay. However, the differences disappeared once the analysis was performed 

standardizing the age class composition of the samples and black sea bream evidenced high 

genetic homogeneity among all locations, suggesting that the effects of the stock 

enhancement program were extensive over Hiroshima Bay.  

3.2 Individual assignment and parental contribution 

The polymorphism of the genetic markers determines their ability to correctly assign each 

offspring to a parental couple and facilitates the posterior identification once recaptured. 

The microsatellite DNA markers developed for black sea bream were highly polymorphic 

(Table 1) and exhibited high exclusion power and good performance for parentage analysis 

and pedigree reconstruction (Blanco Gonzalez et al., 2008a; Jeong et al., 2007).  

The relevance of the origin and size of the broodstock to ensure a high Nb and low rate of 

inbreeding to preserve the native gene pools, contrasts with the high costs and space 

requirements of rearing a large number of breeders. In Hiroshima Bay, the broodstock kept 

at the HCMPPA never comprised more than 100 fish. Moreover, part of the fish was usually 

of hatchery origin and/or maintained to produce offspring for several years. During the 

period 2000-2002, the broodstock comprised 29 dams and 22 sires originated from wild 

captive and hatchery strains (Jeong et al., 2007). Genotyping seven microsatellites, the 

pedigree analysis conducted on the juveniles produced in 2000 and 2001 revealed that the 

proportion of breeders contributing to the offspring was 59% and 63%, respectively (Table 

2), increasing to 76.5% combining both years (Jeong et al., 2007). This proportion is much 

larger than previously reported with isozymes, where only 15.7-25.5% of the breeders 

contributed to the first two generations of offspring (Taniguchi et al., 1983), likely related to 

the improvement in the markers performance and the broodstock management techniques. 

Jeong et al. (2007) found that the sex ratio among contributors maintained 1:1, however, the 

variance in family size due to the differential contribution among breeders reduced Nb to 20 

in 2000 and 9 in 2001, and resulted in a high inbreeding coefficient, F (Table 2). 

Management efforts to preserve the genetic integrity and maximize fitness performance of 

black sea bream should offset the potentially deleterious environmental and genetic effects 

(Allendorf and Ryman, 1987). Genetic drift has drastically reduced the genetic resources 

prior to the release (Jeong et al., 2007), eroding the adaptive potential of the juveniles. 

However, the large number of hatchery-reared fish identified two months (Jeong et al., 2007) 

and four years after the release (Blanco Gonzalez et al., 2008a) suggested no harmful effects 

on adaptation to the natural conditions. Moreover, rates of inbreeding of the latter group 

were similar to those observed before the release (Table 2) and the contribution of additional 

contributors was also detected (Blanco Gonzalez et al., 2008a). Although promising results 

were achieved, it is noteworthy drawing conclusions carefully because the small sample 

sizes analyzed may mask some underlying effects. 
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Origin Size 
Number of  

contributors (%) 
Nb F (%) Reference 

Pre-release 2000 70 32 (63) 20 2.5 Jeong et al.  2007 

Pre-release 2001 110 30 (59) 9 5.6 Jeong et al.  2007 

Post-release 2003 10 13 (26) 17 3.0 
Blanco Gonzalez et al.  

2008a 

Post-release 2004 14 14 (28) 16 3.3 
Blanco Gonzalez et al.  

2008a 

Table 2. Summary of parentage analysis conducted on black sea bream in Hiroshima Bay. 
Sample origin and size, loss of alleles, number of contributors, Nb, F and reference.   

4. Conclusions 

Microsatellite-based studies have provided insights into key aspects to preserve the natural 

gene pool and minimize any potential harmful genetic or ecological effects derived from the 

stock enhancement program carried out on black sea bream in Hiroshima Bay. The large 

number of juveniles released and their good acclimation to the natural environment have 

partly contributed to increase the fishing yields in the bay (Fig. 2); nevertheless, limitation 

for food was suggested to be responsible for the reduction in size-at-age observed two 

decades after the commencement of the stock enhancement program (Blanco Gonzalez et al., 

2009). Interestingly, levels of genetic diversity in Hiroshima Bay were similar to other 

locations where stocking activities had never been conducted (Jeong et al., 2003) and black 

sea bream was suggested to comprise a large panmictic stock in western Japan. Reviewing 

the only two large-scale marine stock enhancement programs conducted worldwide over 

multiple generations and where data on the catches and genetic diversity of wild and 

hatchery-released fish have been monitored, Kitada et al. (2009) emphasized the importance 

of replacing the broodstock annually. The panmictic genetic structure, large population size 

and gene flow of red sea bream (Pagrus major) inhabiting Kagoshima Bay, Japan, was 

suggested to contribute to attenuate the genetic differentiation resulted from producing the 

hatchery-released offspring from the same small broodstock over several years. On the other 

hand, on Pacific herring (Clupea pallasii), they found no evidence of genetic erosion 

attributable to the stock enhancement programs, using a native broodstock with annual 

replacement. None of the programs showed any sign of fitness decline.   

Genetic drift due to the limited number of breeders kept in the hatchery was identified as a 
major constraint to preserve the genetic resources of black sea bream in Hiroshima Bay 
(Blanco Gonzalez et al., 2008a; Jeong et al., 2007). The small broodstock reared at the 
HCMPPA provided a relatively good representation of the genetic diversity of the natural 
stock inhabiting Hiroshima Bay (Jeong et al., 2003); however, their differential contribution 
resulted in a very small Nb and high rates of inbreeding, warning about the risks of genetic 
erosion and the need to improve broodstock management practices (Jeong et al., 2007). In 
this regard, Blanco Gonzalez et al. (2010) demonstrated that a larger number of breeders and 
the collection of eggs at two-hourly intervals contributed to increase Nb and reduce the rate 
of inbreeding. The minimal kinship approach (Doyle et al., 2001) and the collection of 
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several batches of eggs at different days over the spawning season have also proven good 
results to preserve the genetic resources of stock enhancement programs on red sea bream 
(Nugroho & Taniguchi, 2004). 

Parentage analysis confirmed that the released juveniles had good survival and growth (Jeong 
et al., 2007), and some of them reached maturity (Blanco Gonzalez et al., 2008a), suggesting 
that hatchery conditions had no negative effects on the posterior fitness performance in the 
natural environment. Moreover, despite the loss of genetic diversity observed before the 
release, black sea bream showed high genetic homogeneity within Hiroshima Bay and no sign 
of population structuring (Blanco Gonzalez & Umino, 2009). Given the large number of 
juveniles produced by a small number of parental fish and their high survival, interbreeding 
between natural and hatchery fish is likely to have taken place (Blanco Gonzalez et al., 2008a); 
hence, broodstock management strategies and genetic monitoring should aim at avoiding 
genetic swamping of the natural population (Ryman & Laikre, 1991). 

The stock enhancement program conducted on black sea bream in Hiroshima Bay is expected 
to continue providing first-hand empirical information about the genetic and ecological 
implications of fish releases in marine ecosystems. In 2008, due to several socio-economical 
problems (Umino et al., 2011), the program was stopped. Therefore, future studies will deepen 
our understanding of the evolutionary processes underlying large-scale releases and how to 
preserve the genetic resources. Indeed, genetic diversity at selective markers should insight 
into the genetic component involved in juvenile survival and local adaptation. 

5. Acknowledgements 

We would like to thank Dr. D.S. Jeong and the students of our laboratory for their assistance 
during the sampling and data collection. We are also very grateful to the staff working at 
HCMPPA for providing hatchery specimens. The present study was partly supported by a 
Grant-in-Aid for Scientific Research (C) from the Japan Society for the Promotion of Science 
(JSPS) to T.U. (No.14560152&19580205).  

6. References 

Allendorf, F.W. & Phelps, S. (1980). Loss of genetic variation in a hatchery stock of cutthroat 
trout. Transactions of the American Fisheries Society, Vol.109, No.5, (September 1980), 
pp. 537-543, ISSN 0002-8487. 

Allendorf, F.W. & Ryman, N. (1987). Genetic management of hatchery stocks. In: Population 
Genetics and Fishery Management, Ryman, N. & Utter, F., (Eds.), pp. 141-159, 
University of Washington Press, ISBN 0295964367, Seattle, WA. 

Anonymous. (1987). Results in Hiroshima Prefecture. In: Work on the Development of Releasing 
Techniques for the Stock Enhancement for Fiscal Year 1986 - Synthetic Report of the Group 
for Black Sea Bream, Nansei Regional Fisheries Research Laboratory, (Ed.), pp. 1-26, 
Ohno, Japan (in Japanese). 

Araki, H., Cooper, B. & Blouin, M.S. (2009). Carry-over effect of captive breeding reduces 
reproductive fitness of wild-born descendants in the wild. Biology Letters, Vol.5, 
No.5, (October 2009), pp. 621-624, ISSN 1744-957X. 

Araki, H. & Schmid, C. (2010). Genetic effects of long-term stock enhancement programs. 
Aquaculture, Vol.308, Supp.1, (October 2010), pp. S2-S11, ISSN 0044-8486. 

www.intechopen.com



Managing the Genetic Resources in the Intensive Stock  
Enhancement Program Carried out on Black Sea Bream in Hiroshima Bay, Japan 

 

227 

Banks, M.S. & Eichert, M. (2000). WHICHRUN (Version 3.2): a computer program for 
population assignment of individuals based on multilocus genotype data. Journal of 
Heredity, Vo.91, No.1, (January-February 2000), pp. 87-89, ISSN 1465-7333.  

Bekkevold, D., Hansen, M.M. & Nielsen, E.E. (2006). Genetic impact of gadoid culture on wild 
fish populations: predictions, lessons from salmonids, and possibilities for minimizing 
adverse effects. ICES Journal of Marine Science, Vol.63, No.2, pp. 198-208, ISSN 1095-9289.  

Bell, J.D., Leber, K.M., Blankenship, H.L., Loneragan, N.R. & Masuda, R. (2008). A new era 
for restocking, stock enhancement and sea ranching of coastal fisheries resources. 
Reviews in Fisheries Science, Vol.16, No.1-3, pp. 1-9, ISSN 1064, 1262. 

Bert, T.M., Leber, K.M., Mcmichael, R.H., Neidig, C.L., Cody, R.P., Forstchen, A.B., Halstead, 
W.G., Tringali, M.D., Winner, B.L. & Kennedy, F.S. (2001). Evaluating stock 
enhancement strategies: a multi-disciplinary approach. UJNR Technical Report 
Vol.30, (December 2001), pp. 105–126. 

Blanco Gonzalez, E., Murakami, T., Yoneji, T., Nagasawa, K. & Umino, T. (2009). Reduction 
in size-at-age of black sea bream (Acanthopagrus schlegelii) following intensive 
releases of cultured juveniles in Hiroshima Bay, Japan. Fisheries Research, Vol. 99, 
No.2, (August 2009), pp. 130–133, ISSN 0165-7836. 

Blanco Gonzalez, E., Nagasawa, K. & Umino, T. (2008a). Stock enhancement program for 
black sea bream (Acanthopagrus schlegelii) in Hiroshima Bay: monitoring the genetic 
effects. Aquaculture, Vol.276, No.1-4, (April 2008), pp. 36–43, ISSN 0044-8486. 

Blanco Gonzalez, E., Taniguchi, N. & Umino, T. (2010). Can ordinary single-day egg 
collection increase the effective population size in broodstock management 
programs? Breeder-offspring assignment in black sea bream (Acanthopagrus 
schlegelii) through two-hourly intervals. Aquaculture, Vol.308, Supp.1, (October 
2010), pp. S2-S11. ISSN 0044-8486. 

Blanco Gonzalez, E. & Umino, T. (2009). Fine-scale genetic structure derived from stocking black 
sea bream, Acanthopagrus schlegelii (Bleeker, 1854), in Hiroshima Bay, Japan. Journal of 
Applied Ichthyology, Vol.25, No.4, (August 2009), pp.407–410, ISSN 0175-8659. 

Blanco Gonzalez, E., Umino, T. & Nagasawa, K. (2008b). Stock enhancement program for black 
sea bream (Acanthopagrus schlegelii) in Hiroshima Bay, Japan: a review. Aquaculture 
Research, Vol.39, No.12, (September 2008), pp. 1307–1315, ISSN 1365-2109. 

Cooke, S.J. & Philipp, D.P. (2006). Hybridization among divergent stocks of largemouth bass 
(Micropterus salmoides) results in altered cardiovascular performance: the influence 
of genetic and geographic distance. Physiological and Biochemical Zoology, Vol.79, 
No.2, (March-April 2006), pp. 400–410, ISSN 1522-2152. 

Cross, T.F. (1999). Genetic considerations in enhancement and ranching of marine and 
anadromous species.  In: Stock Enhancement and Sea Ranching, Howell, B.R., Moksness, E. 
& Svåsand, T., (Eds.), pp. 37-48, Blackwell Science Lt., ISBN 0-85238-246-4, Oxford, UK. 

DeWoody, J.A. & Avise, J.C. (2000). Microsatellite variation in marine, freshwater and 
anadromous fish compared with other animals. Journal of Fish Biology, Vol.56, No.3, 
(March 2000), pp. 461-473, ISSN 0022-1112. 

Doyle, R.W., Perez-Enriquez, R., Takagi, M. & Taniguchi, N. (2001). Selective recovery of 
founder genetic diversity in aquacultural broodstocks and captive, endangered fish 
populations. Genetica, Vol.111, No.1-3, (January 2001), pp. 291-304, ISSN 0016-6707. 

Estoup, A. & Angers, B. (1998). Microsatellites and minisatellites for molecular ecology: 
theoretical and empirical considerations, In: Advances in Molecular Ecology, 
Carvalho, G. (Ed.), pp. 55-86, NATO Science Series A, Vol.306, IOS Press, ISBN 90 
5199 440 0,  Amsterdam, The Netherlands. 

www.intechopen.com



 
Analysis of Genetic Variation in Animals 

 

228 

Falconer, D.S. (1981). Introduction to quantitative genetics (2nd edition), Longman, ISBN 978-
0582441958, London. UK. 

Fraser, D.J. (2008). How well can captive breeding programs conserve biodiversity? A 
review of salmonids. Evolutionary Applications, Vol.1, No.4, (November 2008), pp. 
535-585, ISSN 1752-4571. 

Glover, K.A., Dahle, G., Westgaard, J.I., Johansen, T., Knutsen, H. & Jørstad, K.E. (2010). 
Genetic diversity within and among Atlantic cod (Gadus morhua) farmed in marine 
cages: a proof-of-concept study for the identification of escapees. Animal genetics, 
Vol.41, No.5, (October 2010), pp. 515-522, ISSN 1365-2052. 

Hauser, L. & Carvalho, G.R. (2008). Paradigm shifts in marine fisheries genetics: ugly 
hypotheses slain by beautiful facts. Fish and Fisheries, Vol.9, No.4, (December 2008), 
pp.333-362, ISSN 1467-2979. 

Jeong, D.S., Blanco Gonzalez, E., Morishima, K., Arai, K. & Umino, T. (2007). Parentage 
assignment of stocked black sea bream, Acanthopagrus schlegelii in Hiroshima Bay 
using microsatellite DNA markers. Fisheries Science, Vol.73, No.4, (July 2007), pp. 
823-830, ISSN 0919-9268. 

Jeong, D.S., Hayashi, M., Umino, T., Nakagawa, H., Morishima, K., Arai, K. (2002). 
Comparison of genetic variability between wild and hatchery-stocked black sea 
bream Acanthopagrus schlegeli using DNA fingerprinting. Fish Genetics and Breeding 
Science, Vol.32, No.2, (December 2002), pp.135-139, ISSN 13437917.  

Jeong, D.S., Umino, T., Kuroda, K., Hayashi, M., Nakagawa, H., Kang, J.C., Morishima, K. & 
Arai, K. (2003). Genetic divergence and population structure of black sea bream 
Acanthopagrus schlegeli inferred from microsatellite analysis. Fisheries Science, Vol.69, 
No.5, (October 2003), pp. 896-902, ISSN 0919-9268. 

Ji H., Om A.D., Umino T., Nakagawa H., Sasaki T., Okada K., Asano M.E. & Nakagawa A. 
(2003). Effect of dietary ascorbate fortification on lipolysis activity of juvenile black 
sea bream Acanthopagrus schlegeli. Fisheries Science, Vol.69, No.1, (February 2003), 
pp. 66-73, ISSN 0919-9268. 

Kincaid, H.L. (1983). Inbreeding in fish populations used for aquaculture. Aquaculture, 
Vol.33, No.1-4, (June 1983), pp. 215-227, ISSN 0044-8486. 

Knutsen, H., Jorde, P.E., André, C. & Stenseth, N.C. (2003). Fine-scaled geographical 
population structuring in a highly mobile marine species: the Atlantic cod. 
Molecular ecology, Vol.12, No.2, (February 2003), pp. 385-394, ISSN 0962-1083. 

Kitada, S., Shishidou, H., Sugaya, T., Kitakado, T., Hamasaki, K. & Kishino, H. (2009). 
Genetic effects of long-term stock enhancement programs. Aquaculture, Vol.290, 
No.1-2, (May2009), pp. 69-79, ISSN 0044-8486. 

Laikre, L., Schwartz, M.K., Waples, R.S., Ryman, N. & The GeM Working Group. (2010). 
Compromising genetic diversity in the wild: unmonitored large-scale release of 
plants and animals. Trends in Ecology & Evolution, Vol.25, No.9, (August 2010), pp. 
520-529, ISSN 0169-5347. 

Luikart, G., England, P.R., Tallmon, D., Jordan, S. & Taberlet, P. (2003). The power and 
promise of population genomics: from genotyping to genome typing. Nature 
Reviews Genetics, Vol.4, No.12, (December 2003), pp. 981-994, ISSN 1471-0056. 

Lynch, M. (1991). The genetic interpretation of inbreeding depression and outbreeding 
depression. Evolution, Vol.45, No.3, (May 1991), pp. 662-629, ISSN 1558-5646. 

Miller, L.M. & Kapuscinski, A.R. (2003). Genetic guidelines for hatchery supplementation 
programs, In: Population Genetics: Principles and Applications for Fisheries Scientists, 

www.intechopen.com



Managing the Genetic Resources in the Intensive Stock  
Enhancement Program Carried out on Black Sea Bream in Hiroshima Bay, Japan 

 

229 

Hallerman, E.M., (Ed.), pp. 329-355, American Fisheries Society, ISBN 978-
1888569278, Bethesda, MD. 

Nakagawa, H., Umino, T., Hayashi, M., Sasaki, T. & Okada K. (2000). Changes in biochemical 
composition of black sea bream released at 20 mm size in Daio Bay, Hiroshima. 
Suisanzoshoku, Vol.48, No.4, (December 2000), pp. 643-648, ISSN 0371-4217. 

Nei, M., Maruyama, T. & Chakraborty, R. (1975). The bottleneck effect and genetic 
variability in populations. Evolution, Vol.29, No.1, (March 1975), pp. 1-10, ISSN 
1558-5646. 

Nugroho, E. & Taniguchi, N. (2004). Daily change of genetic variability in hatchery offspring 
of red sea bream during spawning season. Fisheries Science, Vol.70, No.4, (August 
2004), pp. 638-644, ISSN 0919-9268. 

Nugroho, E., Taniguchi, N., Miyashita, M. & Kato, K. (2000). Genetic difference among seed 
populations of greater amberjack used as seed fish in aquaculture of Japan. 
Suisanzoshoku, Vol.48, No.4, (December 2000), pp. 665–674, ISSN 0371-4217. 

Ortega-Villaizan Romo, M.M., Suzuki, S., Ikeda, M., Nakajima, M. & Taniguchi, N. (2005). 
Monitoring of the genetic variability of the hatchery and recaptured fish in the 
stock enhancement program of the rare species barfin flounder Verasper moseri. 
Fisheries Science, Vol.71, No.5, (September 2005), pp.1120-1130, ISSN 0919-9268. 

Perez-Enriquez, R, Takagi, M. & Taniguchi, N. (1999). Genetic variability and pedigree 
tracing of a hatchery-reared stock of red sea bream (Pagrus major) used for stock 
enhancement, based on microsatellite DNA markers. Aquaculture, Vol.173, No.1-4, 
(March 1999), pp. 413-423, ISSN 0044-8486. 

Perez-Enriquez, R, Takemura, M., Tabata, K. & Taniguchi, N. (2001). Genetic diversity of red 
sea bream Pagrus major in western Japan in relation to stock enhancement. Fisheries 
Science, Vol.67, No.1, (February 2001), pp. 71-78, ISSN 0919-9268. 

Reisenbichler, R.R. & Rubin, S.P. (1999). Genetic changes from artificial propagation of Pacific 
salmon affect the productivity and viability of supplemented populations. ICES 
Journal of Marine Science, Vol.56, No.4, (August 1999), pp. 459–466, ISSN 1095-9289. 

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, Vol.10, No.4, (December 2009), pp.361-395, ISSN 1467-2979. 

Ryman, N. (1981). Conservation of genetic resources: experiences from the brown trout 
(Salmo trutta). In: Fish Gene Pools: Preservation of Genetic Resources in Relation to Wild 
Fish Stocks, Ryman, N., (Ed.), pp. 61-74, Ecological Bulletin Vol. 34, ISBN 978-
9154602995, Stockholm, Sweden. 

Ryman, N. & Laikre, L. (1991). Effects of supportive breeding on the genetically effective 
population size. Conservation Bioloy, Vol.5, No.3, September 1991), pp. 325-329, 
ISSN 0888-8892. 

Sekino, M., Saitoh, K., Yamada, T., Kumagai, A., Hara, M. & Yamashita, Y. (2003). 
Microsatellite-based pedigree tracing in a Japanese flounder Paralichthys olivaceus 
hatchery strain: implications for hatchery management related to stock enhancement 
program. Aquaculture, Vol.221, No.1-3, (May 2003), pp. 255-263, ISSN 0044-8486. 

Shikano, T. & Taniguchi, N. (2003). DNA markers for estimation of inbreeding depression 
and heterosis in the guppy Poecilia reticulate. Aquaculture Research, Vol.34, No.11, 
(September 2003), pp. 905-911, ISSN 1365-2109. 

Sugama, K., Taniguchi, N. & Umeda, S. (1988). An experimental study on genetic drift in 
hatchery population of red sea bream. Nippon Suisan Gakkaishi, Vol.54, No.5, pp. 
739–744, ISSN 0021-5392. 

www.intechopen.com



 
Analysis of Genetic Variation in Animals 

 

230 

Sumantadinata, K. & Taniguchi, N. (1982). Biochemical genetic variations in black sea bream. 
Nippon Suisan Gakkaishi, Vol.48, No.2, (Febrero 1982), pp. 143-149, ISSN 0021-5392. 

Svåsand T., Crosetti D., García-Vázquez E. & Verspoor E. (2007). Genetic impact of 
aquaculture activities on native populations. Genimpact final scientific report (EU 
contract n. RICA-CT-2005-022802), Available from http://genimpact.imr.no/ 

Taniguchi, N. (2003). Genetic factors in broodstock management for seed production. Reviews 
in Fish Biology and Fisheries, Vol.13, No.2, (June 2003), pp. 177-185, ISSN 0960-3166. 

Taniguchi, N. (2004). Broodstock management for stock enhancement programs of marine 
fish with assistance of DNA marker (a review), In: Stock Enhancement and Sea 
Ranching: Developments, Pitfalls and Opportunities, Second Edition, Leber, K.M., 
Kitada, S., Blankenship, H.L., Svåsand, T., (Eds.), pp.329-338, Blackwell Publishing 
Ltd., ISBN 978-1-4051-1119-5, Oxford, UK. 

Taniguchi, N., Sumantadinata, K. & Iyama, S. (1983). Genetic change in the first and second 
generations of hatchery stock of black seabream. Aquaculture, Vol.35, pp. 309-320, 
ISSN 0044-8486. 

Taniguchi, N., Sumantadinata, K., Suzuki, A. & Yamada, J. (1982). Genetic variation in 
isoelectric focusing pattern of sarcoplasmic protein of black seabream. Nippon 
Suisan Gakkaishi, Vol.48, No.2, (February 1982), pp. 139-141, 0021-5392. 

Thorstad, E.B., Fleming, I.A., McGinnity, P., Soto, D., Wennevik, V. & Whoriskey, F. (2008). 
Incidence and impacts of escaped farmed Atlantic salmon Salmo salar in nature. NINA 
Special Report 36, ISBN 978-82-426-1966-2, Norway. 

Umino, T., Blanco Gonzalez, E., Saito, H. & Nakagawa, H. (2011). Problems associated with the 
recovery on landings of black sea bream (Acanthopagrus schlegelii) intensively released 
in Hiroshima Bay, Japan, In: Global Change: Mankind-Marine Environment Interactions, 
Ceccaldi, H.-J., Dekeyser, I., Girault, M. & Stora, G., (Eds.), pp. 37-40, Springer 
Science+Bussiness Media B.V., ISBN 978-90-481-8629-7, Dordrecht, The Netherlands. 

Umino, T., Hayashi, M., Miyatake, J., Nakayama, K., Sasaki, T., Okada, K. & Nakagawa, H. 
(1999). Significance of release of black sea bream at 20-mm size on stock 
enhancement in Daiô Bay, Hiroshima. Suisanzoshoku, Vol.47, No.3, (May 1999), pp. 
337-342, ISSN 0371-4217. 

Umino, T., Kajihara, T., Shiozaki, H., Ohkawa, T., Jeong, D.-S. & Ohara, K. (2009). Wild stock 
structure of Girella punctata in Japan revealed shallow genetic differentiation but 
subtle substructure in subsidiary distributions. Fisheries Science, Vol.75, No.4, (July 
2009), pp. 909-919, ISSN 0919-9268.  

Ward, R.D. (2006). The importance of identifying spatial population structure in restocking 
and stock enhancement programmes. Fisheries Research, Vol.80, No.1, (August 
2006), pp. 9-18, ISSN 0165-7836. 

Ward, R.D., Woodwark, M. & Skibinski, D.O.F. (1994). A comparison of genetic diversity 
levels in marine, freshwater and anadromous fish. Journal of Fish Biology, Vol.44, 
No.2, (February 1994), pp. 213–232, ISSN 1095-8649. 

Watts, P.C., Kay, S.M., Wolfenden, D., Fox, C.J., Geffen, A.J., Kemp, S.J. & Nash, R.D.M. (2010). 
Temporal patterns of spatial genetic structure and effective population size in European 
plaice (Pleuronectes platessa) along the west coast of Scotland and in the Irish Sea. ICES 
Journal of Marine Science, Vol.67, No.4, (May 2010), pp. 607-616, ISNN 1095-9289.  

Yamashita, H., Umino, T., Nakahara, S., Okada, K. & Nakagawa, H. (1997). Changes in some 
properties of black sea bream released into the Daio Bay. Fisheries Science, Vol.63, 
No.2, pp. 267-271, (February 1997), ISSN 0919-9268. 

www.intechopen.com



Analysis of Genetic Variation in Animals

Edited by Prof. Mahmut Caliskan

ISBN 978-953-51-0093-5

Hard cover, 360 pages

Publisher InTech

Published online 29, February, 2012

Published in print edition February, 2012

InTech Europe

University Campus STeP Ri 

Slavka Krautzeka 83/A 

51000 Rijeka, Croatia 

Phone: +385 (51) 770 447 

Fax: +385 (51) 686 166

www.intechopen.com

InTech China

Unit 405, Office Block, Hotel Equatorial Shanghai 

No.65, Yan An Road (West), Shanghai, 200040, China 

Phone: +86-21-62489820 

Fax: +86-21-62489821

Analysis of Genetic Variation in Animals includes chapters revealing the magnitude of genetic variation existing

in animal populations. The genetic diversity between and within populations displayed by molecular markers

receive extensive interest due to the usefulness of this information in breeding and conservation programs. In

this concept molecular markers give valuable information. The increasing availability of PCR-based molecular

markers allows the detailed analyses and evaluation of genetic diversity in animals and also, the detection of

genes influencing economically important traits. The purpose of the book is to provide a glimpse into the

dynamic process of genetic variation in animals by presenting the thoughts of scientists who are engaged in

the generation of new idea and techniques employed for the assessment of genetic diversity, often from very

different perspectives. The book should prove useful to students, researchers, and experts in the area of

conservation biology, genetic diversity, and molecular biology.

How to reference

In order to correctly reference this scholarly work, feel free to copy and paste the following:

Enrique Blanco Gonzalez and Tetsuya Umino (2012). Managing the Genetic Resources in the Intensive Stock

Enhancement Program Carried out on Black Sea Bream in Hiroshima Bay, Japan, Analysis of Genetic

Variation in Animals, Prof. Mahmut Caliskan (Ed.), ISBN: 978-953-51-0093-5, InTech, Available from:

http://www.intechopen.com/books/analysis-of-genetic-variation-in-animals/managing-the-genetic-resources-in-

the-intensive-stock-enhancement-program-carried-out-on-black-sea-b



© 2012 The Author(s). Licensee IntechOpen. This is an open access article

distributed under the terms of the Creative Commons Attribution 3.0

License, which permits unrestricted use, distribution, and reproduction in

any medium, provided the original work is properly cited.


