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x1 HRBERRFIER
Tab.1 Sample information

GenBank
Col caoll CYTB
H. discus hannai HdisM1 JF748815 JF748814 JF748813
HdisM2 JF748812 JF748811 JF748810
HdisL1 JF748796 JF748795 JF748794
HdisL2 JF748793 JF748792 JF748791
HdisL3 JF748790 JF748789 JF748788
HdisL4 JF748787 JF748786 JF748785
HdisL5 JF748784 JF748783 JF748822
HdisL6 JF748821 JF748820 JF748819
HdisL7 JF748818 JF748817 JF748816
HdisS1 JF748809 JF748808 JF748807
HdisS2 JF748806 JF748805 JF748804
HdisS3 JF748803 JF748830 JF748829
HdisS4 JF748828 JF748827 JF748826
HdisS5 JF748825 JF748824 JF748823
HdisG1 JF748802 JF748801 JF748800
HdisG2 JE748799 JF748798 JE748797
EU595789 GenBank* ACB73222 ACB73223 ACB73229
H. diversicolor YNI1 ADX36048 ADX36049 ADX36055
YN2 ADX36061 ADX36062 ADX36066
S16 ADX36074 ADX36075 ADX36079
H. tuberculata tuberculata NC013708 GenBank* YP003359427  YP003359428 YP003359434
H. tuberculata coccinea FJ605486  GenBank*  ACL99775 ACL99776  ACL99782
H. tuberculata ssp.
FJ605487 GenBank* ACL99788 ACL99789 ACL99795
H. rubra NC005940 GenBank* YP026069 YP026070 YP026076
Aplysia california NC005827 GenBank* AAS67857 AAS67863 AAS67862
D GenBank R
CAGAAGAACAC-3")  Hdis-CYTB-R(5'-CCCACT- Consed (1] MEGA4.1!"¢
ACCATCACCAAA-3") 94°C clustal W (alignment) ,
3 min, 94°C 30 s, 48~60°C 50 s, Kimura (K2P)!'7
72°C 1~4 min, 35 72°C 10 min DnaSP 4.10.7
25 uL, 2 uL ANTP (10mmol/L), (18 4 (non-synonymous
1uL(10 pmol/L), 2.5 pL 10xbuffer(Mg®" substitutions, Ka) (synonymous substitu-
plus), 0.4 uL rTaq (5U/pL, Takara), 1 pL DNA tions, Ks) KaKs_Calculator!'”!
(50 ng/uL), 17.1 uL PCR N
, ABI 3730xl 2 %%—5 WLVf'}
’ 2 21 ARHiE
13 HELAT col coll  CYTB 4
Phred , , 1,542 bp 696bp 1,140 bp COI
20 , coll CYTB G+C 38.2%~45.2%,
Phrap (13-14]. A+T 54.8%~61.8%,
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Haliotis.
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Feasiblitiy of application of COI, COIl and CYTB in Haliotis
species identification
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Received: Nov., 12, 2010
Key words: Haliotis; DNA barcode; mitogenome; species identification

Abstract: In order to select appropriate mitochondrial genes for Haliotis species identification, COl, COIll and
CYTB of sixteen Haliotis discus hannai individuals collected from five populations along Chinese and Japanese
coasts, were sequenced in this study. With available mitogenomes of H. diversicolor, H. tuberculata and H. rubra,
G+C content, intra-/inter-specific K2P distance, and sequence diversity were compared among Haliotis. The results
show that sequence composition, genetic diversity of COl, COIll and CYTB are similar. Furthermore, both genetic
distance and diversity results imply that all these genes can be used for Haliotis species identification. Since there
are effective, universal primers for COl and more COI sequences published than the other two genes in Haliotis, we

suggest that COl could be used as a DNA barcode for Haliotis species identification.
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