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CTACATTCTCTTAGT-3 ’; Cl1-R: 5 ' -CAGGAAA-
CAGCTATGACGCNAGTCAGCTAAANACTTT-3" ; C2-
F. 5’ -CGGCCAGTCCTCGATCCTACATTCTCTTAGTT
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Tab.1 Information of samples in this study
e B 4 GenBank J¥%1]5
1 I g % I KA B e 68 KX215169  KX426302 KY472810 KY472811
(Scolecenchelys) ( Scolecenchelys macroptera)
2 Hide PRAE KX215178 [KX215179 [KX215180 ,KY472816
( Muraenichthys) ( Muraenichthys gymnopterus)
3 e 653 e i 2 e ks KX215170 \X215171, KY472812, KY472813
( Ophichthus) ( Ophichthus brevicaudatus)
4 U ) ) i kg KX215176 KX215177 , KY472814 | KY472815
( Ophichthus apicalis)
5 g 8 V4 L e KX215188 KX215189 KY472819
( Ophichthus celebicus)
6 ISAE o AeRS ] KX215181 KX215182 KY472817
( Pisodonophis ) ( Pisodonophis cancrivorus)
7 Sy 4 P =EALy ] KX215190 \KX215191 \KX355474 . KX355480
( Pisoodonophis) ( Pisoodonophis boro)
8 s & TR b S KX215185 [ KX215186 \KX215187 \KY472818
( Neenchelys) ( Neenchelys parvipectoralis)
9 i) AR g KX215192 KX215193 [KX215194 [KY472820
( Cirrhimuraena) ( Cirrhimuraena chinensis)
10 TCHE s 3 ) TE IR TG Iy B8 KX215197 \KX215198 ,JQ681408 * JQ681363 * .JQ681409 *  JQ681407
(Apterichtus ) (Apterichtus klazingai)
11 g ) TGO GU440436 * | EU520650 *
( Ophichthus zophochir)
12 Ha i ) R o JQ432117 + JQ432116 *
(Scolecenchelys gymnota)
13 i g Ji W i kg GU224964 *  GU224965 *
( Myrophas) ( Myrophis platyrhynchus)
14 B 5% 8 o ML 45 8 GU224299 « GU224659 *
(Ahlia) (Ahlia egmontis)
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Tab.2 K2P genetic divergences among different taxonomic levels

Hrot LT FHfE/ % de/ME/ % NI PRUETRZE/ %
Fhi 48 0.52 0 1.41 0.38
Tl 14 20. 07 3.97 29.33 1.15
i 17 8 23.96 14.83 37.41 1.24
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Cirrhimuraena chinensis (KX215192)
’_ﬁ Cirrhimuraena chinensis (KX215193)
i chinensis (KX215194)
Cirrhimuraena chinensis(KY472820)
Ophichthus apicalis (KX215176)
Ophichthus apicalis (KX215177)
Ophichthus apicalis (KY472815)
Ophichthus apicalis (KY472814)
| Ophichthus zophochir(GU440436)
| Ophichthus zophochir (EU520650)

{[P/sodonaph/s cancrivorus (KX215181)

Pisodonophis cancrivorus (KY472817)

Pisodonophis cancrivorus (KX215182)

Ophichthus brevicaudatusKX215171)
— Ophichthus brevicaudatus (KX215170)
Ophichthus brevicaudatus (KY472812)

Ophichthus brevicaudatus (KY472813)

Pisoodonophis boro (KX215190)
’_‘—P/soadanoph/s boro (KX215191)
|_( Pisoodonophis boro (KX355474)
Pisoodonophis boro (KX355480)
Apterichtus klazingai (JQ681408)
| Apterichtus klazingai (JQ681363)
Apterichtus kiazingai(KX215198)
Apterichtus klazingar (JQ681409)
Apterichtus klazinga/ (JQ681407)
Apterichtus klazingai (KX215197)
Scolecenchelys macroptera (KX426302)

Scolecenchelys macroptera (KY472810)

Scolecenchelys macroptera (KY472811)

Scolecenchelys macroptera (KX215169)
Ophichthus celebicus (KX215188)
Ophichthus celebicus (KX215189)
Ophichthus celebicus (KY472819)
Muraenichthys gymnopterus (KX215180)

Muraenichthys gymnopterus (KX215179)
Muraenichthys gymnopterus (KY472816)
Muraenichthys gymnopterus (KX215178)
Neenchelys parvipectoralis (KX215185)
Neenchelys parvipectoralis (KY472818)
Neenchelys parvipectoralis(KX215186)
Neenchelys parvipectoralis (KX215187)

r Scolecenchelys gymnota (JQ432116)

L Scolecenchelys gymnota (JQ432117)

Myrophis platyrhynchus (GU224965)
—[ Myrophis platyrhynchus (GU224964)
[ Ahlia egmontis (GU224299)
L At egmontis (GU224659)

0.02

Bl 1 JET CO LIFom ke s8R IS0 1 R Y
Fig. 1  Neighbor-joining tree of Ophichthidae based CO I sequences
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(27.00% )., C (27.30% ). A (23.60%) 1 G
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T, 8 P O 1 P8 AT B S B 1 07 L
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Suitability analysis of mitochondrial CO | gene
used as DNA barcode for Ophichthyidae

ZHANG Zhi-lan,LIN Ru-rong,XING Bing-peng
(Third Institute of Oceanography,SOA , Xiamen 361005, China)

Abstract: In this study, we collected DNA barcodes based on CO | sequences from 36 individuals of 10 species in
7 genera of Ophichthyidae. The mean length of the sequences was 655bp and the average content of T, C, G and
A was 27.50% ,28. 10% ,26. 00% and 18.40% , respectively. The A + T content was higher than 50% in every
species. The average Kimura two parameter (K2P) genetic distances of interspecies, intraspecies and genus were
0.52% , 20.07% and 23.96% , respectively. K2P genetic distance values were found increasing with taxonomic
level. Interspecific genetic distance was about 38. 59 times higher than the differences of intraspecies, which met
Hebert’s species identification standard ( interspecies genetic distance was more than 10 times of intraspecies). As
high efficiency of species identification is demonstrated in the present study by DNA barcoding, we conclude that
CO | sequencing can be used to identify fish species.

Key words : marine biology; Ophichthyidae; CO [ ; DNA barcoding; species identification
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