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Col , Col )
: COI-F: 5> -TCT ACT AAT CAC AAA GAC

ATC GGC AC-3’ /COI-R: 5’-GAC CTC AGG ATG
GCC GAA GAA TCA-3

PCR 50 pL, : DNA 50
ng, 10 pmol 1 pL, 25 puL Premix Ex Taq
(Takara, Code: D332A) PCR
194 5 min; 35 94  30s,55
30s,72 1 min; 72 10 min
PCR 1.5% ,
(Ethidium bromide, EB) ,
(BBI, Code: BS364)
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) 48 10
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DNA 20 ng, 12.5 uL Premix Ex Taq
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GenBank
GQ864238-GQ864250

: FI851334- FJ851355

x1 ETCOIBAFIMKRER INEKRMEED M

Tab. 1 Genetic diversity of the three populations of
P.crocea based on mtDNA COI sequences
Hyq K Pi
JS 14 0915 2.585 0.00412
Z) 6 0.6830 1.379 0.00233
FJ 3 0.3235 0.409 0.00073
15 0.713  1.643 0.00263

h. 1 ATTTAGACCCATCCCTCA
he LL..T.
hd G,

1 COI
(66.7’ )
Fig. 1 Different sites among 15 haplotypes of mtDNA COI

[T3L)

sequences (The “.” reprents the same site)
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tion estimates, P-value) 0. 9854(P>0.05, nt signifi-

cant), (Fs)
0(-0.00333), ; ,
Nei(1973) Gg= 0.05318,
NnCOIl= 4.45 Gt 3

IS FJ FJ Z) 72 IS

Gs 0.02115 -0.0125 -0.0196, JS FJ
,Z) IS
15 NJ UPGMA
,3 s 2
2.2 ISSRAFILHG| M ihit 5y HLER
100 10

84 /2011
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Fig. 2 NJ and UPGMA phylogenetic tree based on mt COI
gene sequences across 15 haplogypes of P. cro-
cea.(Numbers represent bootstrap percentages that
above 50%)
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2
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0.7965, ,
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3 Wik
3.1 KFEBIREAE ZHEESRFRY

DNA (Ha)
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E}

(Hg=0.9150),

HyZ2J=0.6830>H3FJ=0.3235;
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Tab. 2 ISSR primers sequences and the diversity of P. crocea

JS ZJ FJ
841 (GA); YC 14 12 10 10
842 (GA)s YG 12 8 8 5
853 (TC)s RT 10 6
854 (TC)sRG 8 4 7
873 (GACA), 9 4
880 (GGAGA); 15 12 7 10
881 (GGGGT), 18 17 11 14
895 AGA GTT AGC TCT TGA TC 11 5 9 4
899 CAT GGT GTT GGT CAT TGT TCCA 16 14 8
900 ACT TCC CAA CAG GTT AAC ACA 9 6 8

122 91 78 72

(%) 74.59 63.93 59.02

1500
1000

3 873 3
Fig. 3 PCR resulte of primer 873 in three populations
J1~J8.JS 3 Z1~Z8. Z) ; F1~F8. FJ

J1~J8. JS population; Z1~Z8. ZJ population; F1~F8. FJ population

1500
1000

500

4 895 3
Fig. 4 PCR resulte of primer 895 in three populations
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[14]

*3 XEETEFHFMBRE—BEGLRBREEST)

Tab. 3 Nei's genetic identity (upper diagonal) and ge-
netic distance (lower diagonal) among popula-
tions of P. crocea

IS Al FJ
JS ek 0.9246 0.8310
Z] 0.0783 sokok 0.8826
FJ 0.1852 0.1249 ok ok
18
1
2 7
FJ
5 ISSR 3 UPGMA

Fig. 5 UPGMA dendrogram for three populations of P.
crocea based on ISSR analysis
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Study of genetic diversity of wild and culture populations of
Pseudosciaena crocea using two molecular markers
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ochow University Medical Department, Suzhou 215123, China)
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Abstract: Large yellow croaker, Pseudosciaena crocea Richardson 1846, is a commercially important marine fish
and now is very scarce. The fish could be found only occasionally in the Lvsu Fisheries Region in Jiangsu(JS)
province, and no researches were carried out about this wild population. In the present study, partial mitochondrial
cytochrome oxidase I gene (COI) gene sequence and inter-simple sequence repeat (ISSR) markers were used to
investigate the genetic diversity of this wild population and two cultivated populations from Zhejiang(ZJ) and Fu-
jian(FJ) province. The results were as follows: (1) The amplified fragment was 625 bp, revealing 15 haplotypes and
three haplotypes of which were shared by these populations. The JS wild population has nine unique haplotypes and
two haplotypes shared with the ZJ population. Nei's coefficient of differentiation(Gs) between populations were
-0.0196 (JS - ZJ), 0.02115(JS- FJ) and -0.0125(FJ-ZJ), respectively; (2) Ten informative and reliable primers were
selected to investigate the genetic diversity. The proportation of polymorphic loci of JS, ZJ and FJ populations were
74.59%, 63.93% and 59.02%, respectively. Nei's genetic identity between populations were 0.9246(JS-ZJ),
0.8310(JS-FJ) and 0.8826(FJ-ZJ), respectively.
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