E T HI{K 16S rRNA
XER, X B AT, kAL

R I AK T, BB T R K

5 ikE REPOATS

EF50% 3 #IS IR NV E

536000; 2. ,

iR, ARZYATLE L A

M, EERAREFEH KL 16S IRNA B F 5] 04748 25 4649 7 X 3T 7~ B b 5B M 8 R 3K 6 3 ﬂ’%*

TH 3 A SR M 57 5 7 A 43k M (Pteria penguin).
23k N (P. loveni)#=F B %2k W (P. chinensis), 124 F 16S rRNA A B 5 71,

HAEFLEZH P loveni é‘:”h?

KL A P.lata. P loveni #= P. lata = AN T AT Fr, FEARMHF L. L 2x N & 16S rRNA £ FH 5
AP R RS IE B R R T AN RMEIES, EBEAZEFLLTN > TFA4F0. £ F 16SRNA £ B

I ZAM T, AR K0 TR AR RE AR, SPRIFRZHNFE,

BT il AL oG

XEHS: 1000-3096(2016)09-0018-05

) , —20°C

1.2 DNA &I F= PCR ¥ 3¢

CTAB DNAM,
16sar-L(5-CGC CTG TTT ATC AAA AAC AT-3')
16sbr-H(5'-CCG GTC TGA ACT CAG ATC ACG

T-3/)M4 16S rRNA

PCR 50 pL, :10xbuffer
5 pL, dANTP 200 pmol/L, 0.3 pmol/L, Taq
1.5 U, DNA 1 uL, 50 uL
PCR :94°C 2 min; 94°C 30 s,
52°C 30s,72°C 60 s, 35 ;
72°C 10 min PCR 1%

b B

(1. )
056002)
WE: GV ELELETEZRM TS
NH#ATTRZ, MRERAN, ATHEF
Bk M BAY £ B 6.3 P. lata, REH P. loveni ¢35 A&t —FIEE,
KHEIF: #2R N & (Pteria); 16S rRNA A F; AR KT
hESES: Q959.212 XHEkFRIRES: A
doi: 10.11759//hykx20150709003
(Pteria) (Pterioida)
(Pteriidae), ,
12 02
3] P. lata, P. lata P
loveni [2], [4-6]
P loveni Témkin'"! P. lata P,
loveni , DNA
s P. lata P, loveni,
[8]
[7, 9-10]
[8, 10-12]
3 >
16S rRNA S GenBank

1 mR5FE
1.1 XA

(P. chinensis) P.lata
(P. penguin) (1) ,
18 /2016

1.3 B EfZEMHE

Bioedit 7.0.1 s

:2015-07-09; :2015-12-03
(41306132)
[Foundation: National Natural Science Foundation of China, No. 41306132]
(1979-),
s E—mail: liuguoqiangOSZl@
163.com
40 /9



e IRkE REPOATS

1 3
Fig. 1  Shell morphology of the three Pteria species
a-b. ; c—d. P. lata; e—{. ; =1 cm

a—b. Pteria chinensis; c—d. P. lata; e—f. P. penguin; scale bar 1 cm

GenBank ) 2.2 iﬁ’f‘?ﬁé %
ClustalX1.8.3
MEGA 5.10 Kimura By
(Kimura 2-parameter, K2P) ’ I e
0.088~0.227,

(neighbor-joining, NJ)
£ ! 8 ( 1) P.lata P.loveni

, 1 000 (bootstrap)
50% s 0.008; P. loveni  P. hirundo
, 0.227 P. lata
GenBank P. lata ( HQ329435)
2 &R
2.1 AL 23 RAFEHWER
GenBank, KT205283- Pinctada longisquamosa , 16S
205288 3 495 bp ~529 bp ( TRNA NI (' 2), bootstrap
) GenBank 9 50% 2 )
, 16S rRNA )
A TGC 25.5% 28.6% 29.5% NJ 2 ;
16.4%, A+T P. penguin  P. hirundo, P. colymbus

F1 BRNEMEMTARMETEERS

Tab.1 The average interspecific and intraspecific genetic distances of Pteria species

1 2 3 4 5 6 7
P. penguin 0.005
P. lata 0.143 0
P. loveni 0.163 0.088 /
P. chinensis 0.145 0.105 0.106 0
P. avicular 0.167 0.098 0.079 0.086 /
P. hirundo 0.163 0.204 0.227 0.182 0.207 0
P. colymbus 0.161 0.147 0.161 0.141 0.171 0.181 /
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Fig. 2 Phylogenetic tree based on 16S rRNA gene sequences using neighbor-joining method.
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Species identification of three Pteria species based on mito-
chondrial 16S rRNA gene

LIU Guo-giang”, LIU Rui?, WEI Chun-lei', ZHANG Chun-hua'
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Received: Jul. 9, 2015
Key words: Pteria; 16S rRNA gene; species identification

Abstract: Species identification based on morphology highly relies on the ability of taxonomists. Some species can
be easily misidentified based on morphological characteristics alone. To improve the accuracy of species identifica-
tion, three Pteria species sampled from Weizhou Island, Guangxi, were identified based on shell morphology and
mitochondrial 16S rRNA gene sequences. These three species were identified as P. penguin, P. loveni and P.
chinensis, respectively, based on shell morphology. However, the specimen that was identified as P. loveni based on
morphological characteristics was later identified as P. lata using 16S rRNA gene sequences. P. loveni and P. lata
are two distinct species and are not synonyms. The genetic distances are much higher between species than within
species, indicating that 16S rRNA gene is useful for species identification in the genus Pteria. P. lata is a valid

species, and P. loveni exists in China, with no further confirmation required.
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