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Abstract A number of Pacific oyster (Crassostrea gigas)
with golden shell background color were obtained which
show great potential to develop a niche market. To improve
the selective breeding progress of true-breeding strains with
complete golden oysters, research was conducted to identify
genetic markers linked to the shell color locus. An F1-segre-
gating population was obtained by crossing two oysters with
golden shell and white shell. Genomic DNA from eight prog-
enies with golden shell and eight progenies with white shell
were equally pooled for amplified fragment length polymor-
phism (AFLP) screening. In bulked segregant analysis, six out
of 225 selective primer pair combinations produced seven
polymorphic fragments tightly linked to shell color across
the segregating population. The seven AFLP markers were
all derived from the golden dam and mapped onto a single
linkage group flanking the shell color locus. In conversion of
the AFLPs into single-locus PCR-based markers, a sequence-
characterized amplified region (SCAR) marker, named
SCARJ8-2, a single nucleotide polymorphism (SNP) marker,
named SNPL2-4, and a simple sequence repeat (SSR) marker,
named SSRO11-2, were obtained. These markers obtained in
this study will be useful for marker-assisted selection of the
Pacific oyster.
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Introduction

The shells of Mollusca with their diversity in beautiful forms
and colors have attracted the interest of naturalists and collec-
tors. Mollusca shell color is known to be inheritable and af-
fected by environmental factors, such as lights, salinity, and
substratum (Heath 1975; Lindberg and Pearse 1990; Sokolova
and Berger 2000). Several studies have demonstrated that
shell colors were genetically controlled by a relatively simple
genetic basis (Cole 1975; Innes and Haley 1977; Adamkewicz
and Castagna 1988; Wada and Komaru 1990; Winkler et al.
2001; Kobayashi et al. 2004; Liu et al. 2009; Zheng et al.
2012). However, little is known about the molecular mecha-
nisms for shell coloration.

The Pacific oyster (Crassostrea gigas) is now the most
widely farmed oyster in the world, ranking first in production
among all other cultured animals (FAO 2014), and its colora-
tion is of interest to the whole oyster industry (Brake et al.
2004; Kang et al. 2013). Consumers are willing to pay more
for seafood with specific color, such as rich red salmon
(Alfnes et al. 2006). Consumer preference for Pacific oysters
may also be influenced by shell coloration. The oysters with
golden shell coloration are rarely seen in the market and are
sold at much higher prices than others (Nell 2001). In our
selective breeding practice of the Pacific oyster, we obtained
a number of golden shell variants and established a set of full-
sib families using these golden shell oysters as parents. Cross-
mating study has demonstrated that the background color was
controlled by one locus with the allele for golden background
being dominant to the allele for white (Ge et al. 2015).
However, the molecular mechanisms for golden shell
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coloration in C. gigas are still unknown, and no strains with
complete golden oysters have been established via the tradi-
tional selection.

The development of molecular markers linked to shell col-
or can help us to determine the genotype of shell colors and
therefore enables marker assisted selection (MAS) for the
monitoring of similarly/dissimilarly between homozygous
and heterozygous golden individuals. This can significantly
reduce the cost of producing breeding lines and can accelerate
the breeding program greatly. Several genetic markers associ-
ated with shell color have been identified in aquaculture spe-
cies such as bay scallop (Qin et al. 2007), Pacific lion-paw
scallop (Petersen et al. 2012), and noble scallop (Yuan et al.
2012). A SCAR marker which was well correlated with
Pacific oyster shell pigmentation of light and dark was also
identified, suggesting a major locus that is responsible for
foreground pigmentation (Ge et al. 2014). However, molecu-
lar markers linked to shell background color in the Pacific
oyster have not been identified.

There are several molecular marker technologies available for
MAS in aquatic animal breeding (Liu and Cordes 2004). The
amplified fragment length polymorphism (AFLP) technique is a
powerful marker system (Vos et al. 1995), which has been used
extensively for linkage mapping and gene/QTL mapping in ma-
rine organisms (Yu and Guo 2003; Qin et al. 2007; Guo et al.
2012; Yuan et al. 2012). The bulked segregant analysis (BSA),
developed by Michelmore et al. (1991), has been proved to be an
effective method for detecting markers that are tightly linked
with genes in many aquatic species (Nakamura et al. 2001;
Araneda et al. 2005, 2009; Felip et al. 2005; Liu et al. 2011;
Ge et al. 2014; Wang et al. 2014). Nakamura et al. (2001) ob-
tained four AFLP markers linked to the dominant albino locus in
rainbow trout after a screening of 64 AFLP primer combina-
tions. Felip et al. (2005) identified 19 AFLP markers linking to
the sexuality of rainbow trout after a screening of 486 AFLP
primer combinations. And in a previous study, seven AFLP
markers linking to a major locus for light/dark shell foreground
pigmentation of the Pacific oyster were obtained utilizing the
BSA method (Ge et al. 2014).

In the present study, BSA in combination with AFLP tech-
nique was used to identify associated fragments of the shell
background color, and tightly linked AFLP fragments were
converted into single-locus markers. Our aim was to identify
potential markers that may be helpful in selective breeding for
golden shell color in the Pacific oyster.

Materials and Methods

Oyster Materials

A segregating population was obtained by mating a golden
shell female with a white shell male in May 2011. The parents

were selected from two full-sib families, which were
established in 2010. The rearing of the larvae, spat, and adults
was carried out with standard practices. In August 2012, a
total of 110 progenies were obtained by random sampling
and verifying their descent at seven microsatellite loci:
CgEJ040, CgEJ053, CgEJ074, CgEJ110, CgEJ133,
CgEJ195, and CgEJ224 (Table S1).

BSA and AFLPAnalysis

The DNA was extracted from adductor muscle by stan-
dard proteinase K digestion, phenol-chloroform extrac-
tion, and DNA precipitation. DNA concentration was
adjusted to 100 ng/μl. One golden shell bulk (GB)
and one white shell bulk (WB) were constructed for
bulked segregant analysis (Michelmore et al. 1991) by
pooling equal quantities of DNA from eight oysters
with golden background and eight oysters with white
background.

The AFLP procedure was carried out as described by
Li et al. (2009), which was originally derived from Vos
et al. (1995). One hundred nanograms of genomic DNA
was digested with an EcoRI/MseI combination and then
ligated to double-stranded adaptors. The adaptor-ligated
DNA was diluted ten times with TE0.1 (10 mM Tris-HCl,
0.1 mM EDTA, pH 8.0), and 2.0 μl was used as template
DNA for the pre-amplification step of the AFLP proce-
dure. After determining that the amplifications were suc-
cessful using 1.5 % agarose gel electrophoresis, the pre-
amplification products were diluted 1:10 and used for
selective amplification. The selective PCR products were
separated on a 6 % denaturing polyacrylamide gel. AFLP
patterns were then visualized by silver staining. A 10-bp
DNA ladder (Invitrogen) was used as a reference marker
for fragment size determination.

Cloning of AFLP Markers

AFLP bands of interest were excised from the dried polyacryl-
amide gel, and the DNA from the gel bands was isolated
following Cho et al. (1996). The excised bands were dissolved
in 30 μl TE0.1, boiled for 15–30 min, and centrifuged at 10,
000 rpm for 1 min. The supernatant was used for selective
amplification, using the same conditions as the original
AFLP reaction. The products were purified using an agarose
gel DNA fragment recovery kit (TaKaRa), cloned into the
PMD-19T vector (TaKaRa), and sequenced using a BigDye
Terminator Cycle sequencing kit and an ABI PRISM 3730
Genetic Analyser (Applied Biosystems). DNA sequences
were assembled and edited using the DNAStar SeqMan pro-
gram (DNAStar Inc.).
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Conversion of AFLP Markers into Single-Locus Markers

Homology of the shell color-associated fragments to known
sequences was assessed using BLAST searching in the
C. gigas genome database (http://oysterdb.cn/blast.html).
Based on the AFLP sequences, internal locus-specific primers
were designed to amplify genomic DNA of the parents. In the
cases that no polymorphic bands generated between two par-
ents, external primers based on their flanking sequences were
designed and used to amplify genomic DNA of the parents. If
still no polymorphic bands generated by external primers,
PCR products were cloned and sequenced on four progenies
(2 golden-shell and 2 white-shell progenies) in order to reveal
molecular causes for the AFLP polymorphisms and determine
the strategies for marker conversion. All locus-specific
primers were designed using the Primer Premier 5.0 program
(http://www.premierbiosoft.com/).

Polymerase chain reaction (PCR) amplification was
carried out in a 10-μl mixture consisting of 0.5 U Taq
DNA polymerase (TaKaRa), 1× PCR buffer, 0.8 mM
dNTP mix, 0.5 μM of each primer pair, 1.5 mM MgCl2,
and about 50–100-ng template DNA. PCR conditions

were 94 °C for 5 min, followed by 35 cycles of DNA
amplification (94 °C, 45 s; 55 °C, 45 s; 72 °C, 45 s),
and a final incubation at 72 °C for 10 min. This thermal
profile was standardized according to the specific Tm of
the primer pair. Sequence-characterized amplified region
(SCAR) markers were directly separated on a 1.5 % aga-
rose gel to detect polymorphisms, and simple sequence
repeat (SSR) markers were separated on a 6 % denaturing
polyacrylamide gel. Single nucleotide polymorphism
(SNP) detection was performed on a LightCycler 480®

real-time PCR instrument and analyzed by high-
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O11f3754.7

D9f2526.8
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Fig. 1 Linkage map of the AFLP markers linked to the locus for shell
background color. G indicates the shell background color gene

Table 2 Characteristics of the
seven AFLP markers linked to
shell color of the Pacific oyster

Markera Primer combinationsb Fragment size (bp) Origination Goldenc (n=61) Whitec (n=49)

D9f252 E-ATC/M-CGT 252 Dam 60 3

I7f200 E-AAG/M-CTT 200 Dam 7 46

I7f270 E-AAG/M-CTT 268 Dam 5 46

J8f270 E-AAT/M-CGA 271 Dam 55 3

K4f355 E-ATT/M-CTA 356 Dam 56 5

L2f380 E-ATA/M-CAG 379 Dam 2 47

O11f375 E-AGA/M-CTG 376 Dam 58 2

aEcoRI- and MseI-selective primers were coded by letters and numbers, respectively. AFLP markers are named
with the codes followed by a letter f (fragment) and the size of fragment in base pairs
bE EcoRI and M MseI; after B-,^ the three selective nucleotides used
c The number of oysters exhibiting the AFLP band in the 61 offspring of golden background shell and 49
offspring of white background shell, respectively

Table 1 Numbers of AFLP primer combination tested and
polymorphisms observed among the golden and white shell parents and
two DNA bulks

These of marker development Number

AFLP primers screened 225

Total bands scored 6078

Polymorphic bands between parents 1580

Primers showing polymorphic bands between
parents and bulks

69

Polymorphic bands between parents and bulks 86

Polymorphic primers after individual test 6

Polymorphic bands after individual test 7

Bands converted into SCAR/SSR/SNP 3
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To develop PCR-based markers, all the confirmed bands
were excised, cloned, and sequenced. Based on the sequence
information (Table S2), locus-specific primers were designed
as SCAR primers for PCR amplification. However, all the
primers displayed the same amplification between the two
parents and two pools and therefore failed to be directly con-
verted into SCAR markers. Blast searching revealed that all of
the AFLP sequences were highly homologous with known
sequences in the oyster genome database excepted for
K4f355 (Table S2). The D9f252 hit more than ten scaffolds
which was likely part of the repeated sequences and thus
discarded for further analysis.

The I7f200 and I7f270 hit scaffold363 and scaffold461,
respectively. External primers based on the corresponding
flanking sequence amplified no polymorphism bands between
two parents. Sequencing analysis on four progenies showed
that there was no mutation in the MseI cut sites, but the EcoRI
cut sites were mutated in the same form in the two golden-
shell offspring and two white-shell offspring. Consequently,
no mutation was detected that was responsible for the AFLP
polymorphism.

The J8f270 hit two scaffolds (Scaffold268 and
Scaffold1062). A pair of primers based on the flanking se-
quence in Scaffold268 amplified a dominant pattern in the

Fig. 4 Specific amplification result with the SNP marker SNPL2-4 within the bulks. G indicates the female parent, W the male parent, GB the eight
golden shell individuals, and WB the eight white shell individuals

Fig. 3 Characterization of the AFLP marker L2f380. aAFLP marker and
its flanking sequences. Primer sequences used for the PCR amplification
are marked in blue color. Both EcoRI and MseI cut sites are marked in red

color. A mutant site is underlined. b An A/G mutation is detected in the
AFLP fragment, located in the MseI cut site. (color figure online)
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golden female parent and golden shell individuals and coseg-
regated with the corresponding AFLP marker (Fig. 2). Thus, a
SCAR marker was obtained and defined as SCARJ8-2
(Table 3). The primers based on Scaffold1062 amplified no
bands or displayed bands of the same size between the two
parents and thus failed to be converted into SCAR markers.

The L2f380 marker sequence and its flanking sequence
with external primers designed to further characterize the
AFLP fragment is illustrated in Fig. 3. Both EcoRI and MseI
restriction enzymes make cuts for a fragment of 357 bp, which
corresponded to this AFLP marker of 380 bp identified in the
gel when an extra adaptor sequence of 22 bp was included.
Sequencing analysis of the amplified products on four proge-
nies revealed a single nucleotide polymorphism (SNP) at the
MseI cut site, which certainly is responsible for the AFLP
polymorphism at this locus, but nothing at the EcoRI cut site
(Fig. 3). Another pair of primers just flanking this SNP locus
was designed. The amplified results were the same as the
sequence results and also the AFLP marker (Fig. 4). Thus,
an SNP marker was obtained and defined as SNPL2-4
(Table 3).

Figure 5 illustrates both the O11f375 marker sequence and
its flanking sequence with external primers designed to further
characterize the AFLP marker. Both EcoRI and MseI restric-
tion enzyme recognition sites were clearly identified in the

fragment (Fig. 5), which spans a sequence of 354 bp in length.
By adding 22 bp of adaptor sequence to the enzyme cut frag-
ment, the total length exactly matched the AFLP size of
375 bp. Sequencing analysis of PCR products on four proge-
nies failed to show any mutations at either EcoRI or MseI cut
sites. Instead, a 5-base simple sequence repeat (SSR) was
found, which certainly caused the AFLP polymorphism at
the locus (Fig. 5). Another pair of primers just flanking this
SSR locus was designed and named as SSRO11-2 (Table 3).
The amplified results were the same as the sequence results
and also the AFLP marker (Fig. 6). A 237-bp band only pre-
sented in the golden shell female and golden progenies, while
a 232-bp (237–5 bp) band presented in the white shell male
and separated into both the white shell progenies and golden
shell progenies. The 248-bp band was shown to be nonspecif-
ic amplification by sequence alignment with the original
AFLP sequence.

Discussion

Results of the present study are in agreement with our previ-
ous study that shell background color in the Pacific oyster is
under one-locus system with the allele for golden being dom-
inant to the allele for white (Ge et al. 2015). The observation

Fig. 6 Specific amplification
result with the SSR marker
SSRO11-5 within the bulks. G
indicates the female parent, W the
male parent, lanes 1–8 the eight
golden shell individuals, and
lanes 9–16 the eight white shell
individuals

Fig. 5 Characterization of the AFLP marker O11f375. a AFLP marker
and its flanking sequences. Primer sequences used for the PCR
amplification are marked in blue color. Both EcoRI and MseI cut sites

are marked in red color. A simple sequence repeat (SSR) is underlined. b
A simple sequence repeat is detected in the AFLP fragment. (color figure
online)
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that all seven tightly linked markers were originated from the
golden female (instead of the white male) and observation of a
roughly 1:1 ratio of golden and white progenies suggested that
the test family was a cross between a golden heterozygote and
a white homozygote. The relationship of genotype and phe-
notype is hypothesized to be Gw golden and ww white.

A SCAR marker (SP-170) which was well correlated with
Pacific oyster shell pigmentation of light and dark was iden-
tified in our previous study (Ge et al. 2014). The SP-170
marker was tested in the segregating population but did not
display linkage with the seven AFLP markers and three
single-locus markers (data not shown). This suggests that
golden shell coloration may be controlled by a separate genet-
ic locus and supports the hypothesis that golden coloration
follows a different pattern from black pigmentation (Ge
et al. 2015).

AFLP is a robust and reliable molecular assay that can
detect variety of genetic polymorphisms in the genome (Liu
and Cordes 2004). In the present study, for the AFLP marker



Araneda C, Lam N, Díaz NF, Cortez S, Pérez C, Neira R, Iturra P (2009)
Identification, development, and characterization of three molecular
markers associated to spawning date in Coho salmon
(Oncorhynchus kisutch). Aquaculture 296:21–26

Bradeen J, Simon P (1998) Conversion of an AFLP fragment linked to
the carrot Y2 locus to a simple, codominant, PCR-based marker
form. Theor Appl Genet 97:960–967

Brake J, Evans F, Langdon C (2004) Evidence for genetic control of
pigmentation of shell and mantle edge in selected families of
Pacific oysters, Crassostrea gigas. Aquaculture 229:89–98

Brugmans B, van der Hulst RG, Visser RG, Lindhout P, van Eck HJ (2003)
A new and versatile method for the successful conversion of AFLP™
markers into simple single locus markers. Nucleic Acids Res 31:e55

Cho YG, Blair MW, Panaud O, McCouch SR (1996) Cloning and map-
ping of variety-specific rice genomic DNA sequences: amplified
fragment length polymorphisms (AFLP) from silver-stained poly-
acrylamide gels. Genome 39:373–378

Cole TJ (1975) Inheritance of juvenile shell colour of the oyster drill
Urosalpinx cinerea. Nature 257:794–795

FAO (Food and Agriculture Organization) (2014) Fishery and aquacul-
ture statistics 2012. Food and Agriculture Organization of the United
Nations, Rome

Felip A, Young WP, Wheeler PA, Thorgaard GH (2005) An AFLP-based
approach for the identification of sex-linked markers in rainbow
trout (Oncorhynchus mykiss). Aquaculture 247:35–43

Ge J, Li Q, Yu H, Kong L (2014) Identification and mapping of a SCAR
marker linked to a locus involved in shell pigmentation of the Pacific
oyster (Crassostrea gigas). Aquaculture 434:249–253

Ge J, Li Q, Yu H, Kong L (2015) Mendelian inheritance of golden shell
color in the Pacific oyster Crassostrea gigas. Aquaculture 441:21–24

Guo X, Li Q, Wang QZ, Kong LF (2012) Genetic mapping and QTL
analysis of growth-related traits in the Pacific oyster. Mar Biotechnol
14:218–226

Heath D (1975) Colour, sunlight and internal temperatures in the land-
snail Cepaea nemoralis (L.). Oecologia 19:29–38

Innes DJ, Haley LE (1977) Inheritance of a shell-color polymorphism in
the mussel. J Hered 68:203–204

Kang JH, Kang HS, Lee JM, An CM, Kim SY, Lee YM, Kim JJ (2013)
Characterizations of shell and mantle edge pigmentation of a Pacific
oyster, Crassostrea gigas, in Korean Peninsula. Asian-Australas J
Anim Sci 26:1659–1664

Kobayashi T, Kawahara I, Hasekura O, Kijima A (2004) Genetic control
of bluish shell color variation in the Pacific abalone, Haliotis discus
hannai. J Shellfish Res 23:1153–1156

Kosambi DD (1944) The estimation of map distances from recombina-
tion values. Ann Eugen 12:172–175

Li Q, Chen L, Kong L (2009) A genetic linkage map of the sea cucumber,
Apostichopus japonicus (Selenka), based on AFLP and microsatel-
lite markers. Anim Genet 40:678–685

Lindberg DR, Pearse JS (1990) Experimental manipulation of shell color
and morphology of the limpets Lottia asmi (Middendorff) and Lottia
digitalis (Rathke)(Mollusca: Patellogastropoda). J Exp Mar Biol
Ecol 140:173–185

Liu Z, Cordes J (2004) DNA marker technologies and their applications
in aquaculture genetics. Aquaculture 238:1–37

Liu X, Wu F, Zhao H, Zhang G, Guo X (2009) A novel shell color variant
of the Pacific abalone Haliotis discus hannai Ino subject to genetic
control and dietary influence. J Shellfish Res 28:419–424

Liu F, Yao J, Wang X, Hu Z, Duan D (2011) Identification of SCAR
marker linking to longer frond length of Saccharina japonica
(Laminariales, Phaeophyta) using bulked-segregant analysis. J
Appl Phycol 23:709–713

Michelmore RW, Paran I, Kesseli R (1991) Identification of markers
linked to disease-resistance genes by bulked segregant analysis: a
rapid method to detect markers in specific genomic regions by using
segregating populations. Proc Natl Acad Sci 88:9828–9832

Nakamura K, Ozaki A, Akutsu T, Iwai K, Sakamoto T, Yoshizaki G,
Okamoto N (2001) Genetic mapping of the dominant albino locus
in rainbow trout (Oncorhynchus mykiss). Mol Genet Genomics 265:
687–693

Nell JA (2001) The history of oyster farming in Australia. Mar Fish Rev
63:14–25

Petersen JL, Baerwald MR, Ibarra AM, May B (2012) A first-generation
linkage map of the Pacific lion-paw scallop (Nodipecten
subnodosus): initial evidence of QTL for size traits and markers
linked to orange shell color. Aquaculture 350:200–209

Piao Z, Deng Y, Choi S, Park Y, Lim Y (2004) SCAR and CAPS mapping
of CRb, a gene conferring resistance to Plasmodiophora brassicae
in Chinese cabbage (Brassica rapa ssp. pekinensis). Theor Appl
Genet 108:1458–1465

Qin Y, Liu X, Zhang H, Zhang G, Guo X (2007) Identification and
mapping of amplified fragment length polymorphism markers
linked to shell color in bay scallop, Argopecten irradians irradians
(Lamarck, 1819). Mar Biotechnol 9:66–73

Savelkoul P, Aarts H, De Haas J, Dijkshoorn L et al (1999) Amplified-
fragment length polymorphism analysis: the state of an art. J Clin
Microbiol 37:3083–3091

Shahinnia F, Sayed-Tabatabaei BE (2009) Conversion of barley SNPs
into PCR-based markers using dCAPS method. Genet Mol Biol
32:564–567

Sokolova I, Berger VJ (2000) Physiological variation related to shell
colour polymorphism in White Sea Littorina saxatilis. J Exp Mar
Biol Ecol 245:1–23

Van Ooijen JW, Voorrips RE (2001) JoinMap 3.0: Software for the cal-
culation of genetic linkage maps. Plant Research International,
Wageningen

Vos P, Hogers R, Bleeker M, Reijans M et al (1995) AFLP: a new tech-
nique for DNA fingerprinting. Nucleic Acids Res 23:4407–4414

Wada K, Komaru A (1990) Inheritance of white coloration of the pris-
matic layer of shells in the Japanese pearl oyster Pinctada fucata
martensii and its importance in the pearl culture industry. Bull Jpn
Soc Sci Fish 56:1787–1790

Wang L, Fan C, Liu Y, Zhang Y et al (2014) A genome scan for quanti-
tative trait loci associated with Vibrio anguillarum infection resis-
tance in Japanese flounder (Paralichthys olivaceus) by bulked seg-
regant analysis. Mar Biotechnol 16:513–521

Winkler F, Estevez B, Jollan L, Garrido J (2001) Inheritance of the gen-
eral shell color in the scallop Argopecten purpuratus (Bivalvia:
Pectinidae). J Hered 92:521–525

Wittwer CT (2009) High-resolution DNA melting analysis: advance-
ments and limitations. Hum Mutat 30:857–859

Xiao Q, Wibowo TA, Wu X-L, Michal JJ et al (2007a) A simplified QTL
mapping approach for screening and mapping of novel AFLP
markers associated with beef marbling. J Biotechnol 127:177–187

Xiao S, Xu J, Li Y, Zhang L et al (2007b) Generation and mapping of SCAR
and CAPS markers linked to the seed coat color gene inBrassica napus
using a genome-walking technique. Genome 50:611–618

Yu Z, Guo X (2003) Genetic linkage map of the eastern oyster
Crassostrea virginica Gmelin. Biol Bull 204:327–338

Yuan T, He MX, Huang LM (2012) Identification of an AFLP fragment
linked to shell color in the noble scallop chlamys nobilis reeve. J
Shellfish Res 31:33–37

Zhang Z, van Parijs FRD, Xiao B (2014) The status of AFLP in the
genomics era and a pipeline for converting AFLPs into single-
locus markers. Mol Breeding 34:1245–1260

Zheng H, Zhang T, Sun Z, Liu W, Liu H (2012) Inheritance of shell
colours in the noble scallop Chlamys nobilis (Bivalve: Pectinidae).
Aquac Res 1:1–7

Zhong X, Li Q, Yu H, Kong L (2013) Development and validation of
single-nucleotide polymorphism markers in the Pacific Oyster,
Crassostrea gigas, using high-resolution melting analysis. J World
Aquacult Soc 44:455–465

Mar Biotechnol


	Identification of Single-Locus PCR-Based Markers Linked to Shell Background Color in the Pacific Oyster (Crassostrea gigas)
	Abstract
	Introduction
	Materials and Methods
	Oyster Materials
	BSA and AFLP Analysis
	Cloning of AFLP Markers
	Conversion of AFLP Markers into Single-Locus Markers
	Data and Linkage Analysis

	Results
	Discussion
	References


