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Fig.1 Localities of oysters sample collection

2
1.3 DNA PCR
20—30ug ,
Dneasy ™ Tissue Kit (Tiangen),
DNA polymerase chain
reaction(PCR) COlI COl
(LCO1490 5'-GGTCAACAAATCATA-
AAGA TATTGG-3', 5'-HCO TAAACTTCAGGGTGA-

CCAAAAAATCA-3") (Folmer et al, 1994) PCR
25uL, 0.2pmol/L , 50—70ng
, 2><PCR buffer, 2mmol/L dNTPs, 1.5pumol/L
2U Taq
95°C Smin, 48—51°TC
1min, 72°C 1min, 95°C
30, 30, 72°C
DP214 Universal DNA Produce Puri-
fication (Tiangen Biotech) ABI
3730 (Applied Biosystems, ABI)
PCR BLAST
http://blast.ncbi.nlm.nih.gov/Blast.cgi.

DNA

MgCl, (Tiangen Biotech)

10min

14
367 COI
1 NCBI Clustal X2
(Larkin et al, 2007) ,
Col , 16
NCBI 10
ModelTest 3.7 (Posada
et al, 1998) Akaike Information Criterion (AIC)
ColI ,
GTR+I+G ML
(Maximum likelihood tree) and BI (Bayesian inference)

MrBayes3.1 (Ronquist
et al, 2003), nst=6, rates=invgamma,
1000 , 10000

25% ,
x1 KRAREAFIIE GenBank F3IS

Tab.l GenBank accession numbers of species sequenced and
analyzed for this study

COI GenBank

Hyotissa imbricata (Lamarck, 1819) AB076917

Neopycnodonte cochlear (Poli, 1795)

Crassostrea ariakensis (Fujita, 1913)

Crassostrea angulata (Lamarck, 1819)
Crassostrea gigas (Thunberg, 1793)

Crassostrea hongkongensis (Lam & Morton, 2003)
Crassostrea iredalei (Faustino, 1932)

Crassostrea sikamea (Amemiya, 1928)

Saccostrea mordax (Gould, 1850)

Dendostrea frons (Linnaeus, 1758)

JF496772
NC_012650
NC_012648
NC_001276
NC 011518
NC_013997
NC_012649
NC_013998
AB084109
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ML PHYML (http://www.atgc- 2.2
montpellier.fr/phyml/)(Guindon et al, 2003) 229 COlI R
ModelTest3.7 MEGA 16 ) s
5.05 (Kumar et al, 2012) , 657bp ,
Kimura 2-parameter 327, 287 T C A G
39.0% 17.6% 21.9% 21.5% , A+T
2 (60.9%) G+C(39.1%) ,
2.1
) 2.3
4 MrBayes3.1 (Ronquist et al, 2003)
2 , PHYML (http://www.atgc-
montpellier.fr/phyml/) , 3
(1) (Crassostrea), 2 A B CF (Grypheidae)
) ) ) 3 , 3 5 C.
, , sikamea (NC_012649) , COI

2) [Dendostrea

crenulifera (Sowerby, 1871)],
2D b b

20 , ,

(3) (Talonostrea
talonata), 2E

E > b

5—8 ,

4 (Saccostrea
echinata), 2G, ,

> >

Fig.2 The shell morphology of typical oysters collected from the coastal sea in Guangxi, China
A. C. ariakensis; B. C. gigas angulata; C. C. hongkongensis; D. D. crenulifera;
E. T. talonata; F. C. sikamea; G. S. echinata
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4bp Sbp , 99% 98.9% 11 12 D. crenulifera,
1 2 4 NC 012649 13—15 (BPP=0.96, bootstrap
6bp 6bp 7bp R 98.2% value=1), s S. echinata
, , 7
1—5 C. si- 2.4
kamea (BPP) 1, MEGA 5.05 (Kumar et al, 2012)
6 7 8 C. s Kimura 2-parameter
angulata (NC _012648) ,
(BPP=0.94, bootstrap value=0.83) , 4 COI
C. angulata C. gigas (Wang et al, 2010) 0.02,
, C. gigas 0.007
angulata C. gigas gigas (NC_001276) 95% 0.1—0.2 ,
(BPP=1, bootstrap value=0.94) 9 0.146 ,
10 C. ariakensis C. ,
hongkongensis , 1 )
9 10 , DNA
16 , , 95% 0.225—
0.325 , 0.275
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/_
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NC_013998

0.96/1

p14)
p15)

S. echinata

JF496772 1| N. cochlear

11 I

Outgroup

3 COI
Fig.3 Beyes tree (BI) and maximum |

AB076917 1 H. imbricata

(BD) (ML)
ikelihood tree (ML) based on COI data sets for Ostreidae oysters
/bootstrap value, ““-77 ML BI
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CLASSIFICATION AND DISTRIBUTION OF OYSTERS OFF
COASTAL GUANGXI, CHINA
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(1. Institute of Oceanology, Chinese Academy of Sciences, Qingdao, 266071; 2. University of Chinese Academy of Sciences, Beijing,
100049; 3. Haskin Shellfish Research Laboratory, Institute of Marine and Coastal Sciences, Rutgers University, Port Norris, New Jersey
08349, USA)

Abstract

ters were collected from 16 sites along coast, of which 367 oysters were specified in mitochondrial COI gene-based analy-

We used COI barcodes to recognize the oysters from the coastal area in Guangxi, China. A total of 550 oys-

sis. At least 7 oyster species were recognized in this study, of which 4 were from genus Crassostrea in Family Ostreidae: C.
sikamea (186 samples), C. gigas angulata (43 samples), C. hongkongensis (15 samples), and C. ariakensis (18 samples);
and 3 belong to other genera, i.e., Saccostrea echinata (61 samples), Talonostrea talonata (112 samples), and Dendostea
crenulifera (10 samples). The dominant ones were T. talonata and C. sikamea.

Key words Ostreidae; COI; distribution

Guangxi, molecular identification;



