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Analysis on M itochondrial DNA Cytochrame b G ene of
Lateolabrax japonicas Fran D ifferent Seas

LiuMingyue Jiang Q ichen Yang Jiaxin
(School of Life Science Nanjing NomalUniversity N anjing 210046, China)

Abstract The m itochondrial DNA cytochrane b (Cyb) gene of Lateolabrax jap onicas sanples collected fom Dalian
(DL), Huanghua(HH ), Q ngdao(QD), Y ancheng(Y C), N ingbo(NB) and Bethai( BH) were anplifiedw ih PCR tech-
nique and DNA sequencing The resulis showed that26 nuckotide sites w ere variable among 876 bp length ofhan o bgous
sequence A btalof22 haplotypes found i all 4 ind viduals The average A, C, G and T contents n Cyth gene were
22. &b, 33. 1%, 16. 4% and 28. 0% , respectively Sequence d wvergence of Cytbh of Lateolabrax jap onicas within the sane
arrawas0. 1% ~ Yo, anong the 6 popuhtionswas 0. 2% ~ 1% . M olecu hr phy bgenetic tree was constucted w ith N J
m ethod show ed Lateolabrax jgonicas fran Behai could be clistered as one ndependent group otherswere clustered as
the other group and m ed to each other
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1.1
(DL) (HH) (QD) (YC)
(NB) (BH), 44 , -20C
1.2 DNA
30mg DNA Extraction K it( )
DNA.
1.3
PCR , , b
Cyth-E ATGGCAAGCCTTCGAAAAAC (20 bp), Cytb-R: ATGCCTCCGATTCAGGTGAG (20 bp).
PCR 30M1, 10 xBuffer 3 PI, M gCL ( 25 mmol/L) 2 BI, ANTPs(2. Smmol/L) 2 HL,
1ML, Taqg 0.30, DNA1.5 UL PCR : 94C 10m n 94°C
1mmn, 54C Imin, 72C Imn 35 , 72C 10m in DNA
, . PCR 1% ,
. PCR TaKaRaPCR , ABB77
1.4
SeqMan ., ClstalX 1.81" Mega4. 0
\ PAUP4. 0™ (Neighbor-Jo -
ng NJ) , ( Bootstrap) 1000
+ :
2én% M T T2 RS g g0 1T
b ,
PCR L b 2000 ——
1 000 bp L L. L L L
750 T
6 500 ,
b , , e
876 bp . b
1 Cytb
ACGT 22. 60, 33. o, Figz 1 Amplified product of mitochondrial cytb gene
16. 450, 28. 0%, A T 50. 6% . of Latolab max jap on icas
, b M. DNA M aker 1 2 134 156
, ACGT 4 , G 3 ;78 ;910 1112
) mIDNA
[ 18] 1 1 b
’ Table 1 Base can position of cyb gene i L ateo hbrax
6 b Jjaponicas from different seas
’ 20, Al  CPe  GMe T/ (A+T) b
3.0, 18 9 2 44 (DL) 2280 33.50 1620 27.50  50.30
22 , , (HH) 2270 33.50 16.20 27.50 50. 20
I 1 1 I 4 11 (QD) 2280 33.50 16.20 27.50 50. 30
’ ’ (YC) 2260 33.50 16.30 27.70 50. 30
14 I 5. (NB) 2280 33.50 16.00 27.70 50. 30
I : 2/9 (BH) 2250 33.50 16.20 27.80 50. 30
1/8 2/10 I 4/9 2/8 22 60 33.10 16. 40  28. 00 50. 60
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0.% 0. 7% Tablk 2 Sequence divergence of Cytb within and among 6 stocks
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Fig.2 Variable sites of Cytb and haplotyes of 6 stocks
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Japonicas from different seas
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