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2.5 L, MgCl (25 mmol « L™)2.5 uL, Tap H§
(2.5U » uL™*)0.4 uL, RE ddH,0 #h B IKF,
PCR f B 7E PCR system 9600 334 %_F3#47 , Kb
FEFF .94 'CHUAEHE 7 min J5 34T 40 MBI, &
MEFIE 94 C 1 min, 37 C 1 min, 72 'C 2 min,
BET 72 CHEf 10 min, RMEHE 15 CHREE.
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WHEA SRR, B 1M T $362 715360 57
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Py SRR L AR A PRSI 2RI 58 Y Shannon
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Tab.1 Amplification results of the 20 arbitrary primers nsed in the study

ElL| SlFHIG -3D fir BB ZHMRE EBMRBHE(%)
primer sequences of primers total no. of RAPD loci total no. of polymorphic loci percentage of polymorphic loci
S81 CTACGGAGGA 9 9 100
S86 GTGCCTAACC 9 6 66. 7
S89 CTGACGTCAC 4 2 50
S92 CAGCTCACGT 10 6 60
S93 CTCTCCGCCA 4 3 75
S95 ACTGGGACTC 7 4 57.1
S99 GTCAGGGCAA 4 2 50
$100 TCTCCCTCAG 7 6 85.7
S$361 CATTCGAGCC 8 7 87.5
$362 GTCTCCGCAA 6 3 50
$363 CCAGCTTAGG 9 3 33.3
S364 CCGCCCAAAC 9 5 55.6
S$366 CACCTTTCCC 8 1 12.5
S$369 CCCTACCGAC 11 9 81.8
S$370 GTGCAACGTG 7 3 48.9
S$371 AATGCCCCAG 10 9 90
S$372 TGGCCCTCAC 5 1 20
8373 GGTTGTACCC 8 4 50
S$376 GAGCGTCGAA 5 2 40
$378 CCTAGTCGAG 5 1 20
B3 total 148 94 63. 51
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2000bp :
1000bp__
700bp
300hp——
250bp
100bp

B 1 5[4 S362 F1S369 AH 11y B Ik E i
Fig. 1 Amplification of genomic DNA of Pleuronectes yokohamae with primer $362 and S 369
a. 3|4 $362; b. 3|4 $369; M. Marker (DL 2000
a. primer $362; b. primer $369; M. Marker (DL 2000)
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Analysis of genetic diversity of natural population
in Pleuronectes yokohamae

ZHANG Yan'*2, XIAO Yong-shuang'*?, GAO Tian-xiang , CHEN Si-qing', YU Han'®
(1. Yeliow Sea Fisheries Research Institute, Chinese Academy of Fishery Sciences, Qingdao 266071, China;
2. Ocean University of China, Qingdao 266003, China;
3. College of Life Science, Liaoning Normal University ,Dalian 116029,China)

Abstract: Random amplified polymorphic DNA (RAPD) technique was employed to detect the
DNA polymorphism in 30 individuals of natural population of Pleuronectes yokohamae. 20 arbitrary
primers selected from 48 primers were used and 148 clear , repeatable RAPD bands were generated
in which 94 bands were polymorphic. All the primers are polymorphic primers. Each primer used
for the detection could produce 4 — 13 molecular markers with the average of 7. 4. DNA fingerprints
vary in length from 200 —2 000 bp. The percentage of polymorphic fragments was 63. 51% , while
the index of Shannon diversity was 0. 2824 and the index of gene diversity was 0.1991. Every
individual had genetic difference and the genetic distance between individuals was from 0. 0148 to
0.1963. Comparing the genetic diversity of Pleuronectes yokohamaes with that of other fishes, the
experiment revealed that the genetic diversity of Pleuronectes yokohamae was at middle level. This
result will give data for the future study of genetic diversity in Pleuronectes yokohamae.

Key words: Pleuronectes yokohamae ; genetic diversity; RAPD



