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Abstract O bsquilla oratoria ( Crustacea Squilldae) & the most dom mant species of BohaiBay In the study the
genetc d vewsity of . omtoriu from Bohai Bay was studed by 48 m itchondrial CO1 sequences 19 variab le sites were
defined n 633 sites of the aligned sequences And the number of transitions wasmore than transversions The averge
genetic d Btance among sea areas was 0. 004 9, and HP3 HP5 and HP14 were shared by different sea areas of Bohai
Bay HP5 and HP 17 were the ancestral haptypes of BohaiBay by parsmony netwoik Result of m &match distrbution
mplied rapd expansbn of Bohaipopuhtion Genetic divers ity analysis of COI sequencesw illbe usab ke for further asses-
sng the genetic structure ofO. oratoria

K ey words Oratosquilla oratoria, COI gene Genetic d wersity

, (Squillidae) ,
(O ratosquilla) (O ratosquilla oratoria) L=l
ol 60m .
[69]
DNA
Col , 3 Col
: 2010-:07-12
(09K JD 180005, 07K A 18017) (XKR2010003).

s s : . E-mail boptang®@ 163 can



COl

1 RN 1

1.1
2009 ,
16 48 DYO01-16 HLDO1-16 T JO1-16 95% ,
- 20C
1.2 DNA
0.1g ddH,0 , /
DNA'".

PCR ABT19700 PCR , KLCO F149Q 5-ggt caa caa atc ata aag ata tig g-3
KHCO F2198 5-taa act tca ggg iga cca aaa aat ca-3 30 ML Taq DNA 1.0U (Pro
mega), ANTP 0.2mmol/I, MgCl 2. Ommol/I, 10x Buffer 3. 0 B, 0.5 Hmol/I, DNA
5~ 10 ng : 94C Smn 32 : 94C 30 5 50C 45 5 72C
90 s 72C 10m n PCR ( ) ,  ABIPRIM BigDye

(Pekkn-E lner) ABI3730 DNA
1.3
DNA Star , Mega3. 0 ;
(Kmura 2-param eter) U rest. 18 H2 1, A rlequin
", DnaSP4. 50 o
2 4R
2.1 COl1
3 48 1 633 bp, 19
, Yo T, ,
/ . (18 ), 1 ,
0. 004 85 2.7, . COol
(36. M) (27.8% ) , AT 64. 3% . ,
633bp COI 211 , . 48
18 (HP1-HP18), 0. 947.

2.2

Kmura 2-paraneter 18 0. 002~ 0. 011
0. 004 3 0.004 3~ 0. 005 3, 0. 004 9.

13 , 8 8 5, HP3
) HPS 9 ,
18. &0; HP14 ; 15
, (.
1 18 3
Table 1 Thedstribution of eighteen hap types in three sea area
HP1 HP2 HP3 HP4 HP5 HP6 HP7 HP8 HP9 HPIO HPI1 HPI2 HP13 HP14 HP15 HP16 HP17 HPIS
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Fig.1 The parsimony network of eighteen haptypes from forty—eight samples
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