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(Macrobrachium

nipponense) ; [(14] COI

, COI

U AR

1.1 FERAHH
47 s
, 26 , 21
95%
DNA

1.2 % DNA 23K, COI £ H K By 3 5 5
100 mg, -
DNAP, -20C
COI a: AGT ATA AGC GTC TGG
COI f: CCT GCA GGA GGA GGA GAY
50 uL,
2.0 mmol/L,
2.5 mmol/L)
2.0 pL,

GTA GTC
ccP PCR
10xPCR buffer 5.0 uL, Mg**
(10 pmol/L) 2 pL, dNTPs (
4 ulL, Taq (TaKaRa, 5 U/uL)0. 4 pL,
ddH,O 194 °C
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UNIQ-10 DNA ( )

> b
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2.1 BAEK COI AR R Bty 755454
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Col 47
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629 bp
59.6%
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Tab. 1 Base pair composition in pomfret from Chinese
and Kuwait cultured populations
(%0)
A T G C A+T G+C
257 339 18.6 21.8 59.6 404
26.1 352 17 21.7 613 387
259 3455 17.8 21.75 60.45 39.55
47 COlI 8 ,
3 5 (
JF790277  EUI119292  EU119289  JIN202065
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0.0030,
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Tab. 2 Genetic distance of haplotypes in pomfret from two cultured populations

CNI1 CN2 CN3 KWI1 Kw2 KW3 KWwW4 KWS5
CN1
CN2 0.001
CN3 0.003 0.005
KW1 0.110 0.112 0.110
Kw2 0.116 0.118 0.116 0.012
KW3 0.109 0.110 0.109 0.001 0.013
Kw4 0.114 0.115 0.113 0.002 0.014 0.003
KWS5 0.109 0.110 0.109 0.001 0.013 0.002 0.003
: CN LKW
®3 BT COlFFPEMMESFFEREFREFRS MR ERS T
Tab.3 Haplotype diversity and nucleotide diversity of pomfret population cultured in Chinese and Kuwait
26 0.566(0.083) 0.0022(0.0004) 1.378
21 0.643(0.097) 0.0030(0.0013) 1.886
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3 W54 #%
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Comparison of genetic difference in cultured Pampus popula-
tions between China and Kuwait based on COI partial se-
quences

SUN Peng

(Key Laboratory of East China Sea and Oceanic Fishery Resources Exploitation, Ministry of Agriculture, East
China Sea Fisheries Research Institute, Chinese Academy of Fishery Sciences, Shanghai 200090, China)
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Abstract: In order to investigate genetic variance and genetic diversity between China and Kuwait cultured popu-
lations of silver pomfret, COI partial sequences were compared and analyzed. By PCR amplification and sequenc-
ing, 47 sequences were obtained, and 8 haplotyes were defined. The polymorphic sites in China and Kuwait popu-
lations were 4 and 14, respectively. The contents of A+T are higher than G+C in each populations, and both popula-
tions showed higher levels of haplotype diversity (0.566~0.643) and lower levels of nucleotide diversity
(0.0022~0.0030). Results of NJ phylogenetic tree and genetic distance suggest that cultured pampus in two coun-

tries have significant genetic variance, and should be viewed as two different species.
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