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Tab. 1 Sequences and amplified loci of 34 random primers

AO01 CAGGCCCTTC 11
A02 TGCCGAGCTG 8
A03 AGTCAGCCAC 7
A04  AATCGGGCTG 13
A0S  AGGGGTATTG 7
A06  GGTCCCTGAC 11
A07  GAAACGGGTG 7
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A10  GTGATCACAG 11
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Tab.2 Amplified numbers and Shannon index of C. plagiosum
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Fig.2 Amplified results of primer A03 Tab.3 Net s similarity coefficient matrix among C. plagiosum

stocks
> 1~ 5 ( 1); 34 3
MD MN YX
316 , 76
24. 05% . 308 MD 0.9954 0. 9789
5o MN 0.0046 0. 9824
) ’ YX 0.0211 0.0176
(16.88%), (15. 90%)
: D3
(13. 86%) . Shannon S
(0.105 5), (0. 099 8) '
0.005 —
(0.093 6), 0. 116 3( — MD
2). Shannon MN
2.2 ¥X
_ BEER
(0.004 6), - 3 3 UPGM A
- , Fig.3 UPGM A dendrogram among three C. plagiosum
0.021 1 0.017 6. UPGM A , stocks
( 2). 3
2.3 (AMOVA) ’
3 (AMOVA), ’ ’
10 000 ,
(p< 0.05), . ’
Fsr=10.044 04. R ’ ’
4. 40%, (95. 60%) :
4 (AMOVA)
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Genetic Diversity of Chiloscyllium p lagiosum in China s Southern Coast

CHEN Xiao, YANG Sheng yun" , PAN Cong
(College of Oceanography and Environmental Science, Xiamen University, Xiamen 361005, China)

Abstract: Random am plified polymorphic DNA (RAPD) technique was used to assess genetic diversity and population structure

within and among three Chiloscyllium p lagiosum stocks from M indong (MN),Mimnan (MN) and Yuexi (YX) of China s southern

wast. Thirty four primers produced 316 loci in all samples. T here were 308, 308 and 303 loci in three stocks respectively, in which 49
(15.90%),52(16.88% ) and 42(13. 86% ) were polymorphic. Shannon genetic diversity indices of three stocks (0.099 8,0. 105 5,
0.093 6) indicates that genetic diversity of C. plagiosum is low. In addition, the results of UPGM A cluster analysis and Nei s genet ic

distances showed that gene exchange between C. plagiosum stocks fits Isolatiorr By- Distance Model and genetic differences among

stocks correlates to their geographical distance. U sing analasis of molecular variance (AMOV A) , weak but significant population dif-

ferentiation was detected with a globle fixation index (Fsr= 0.044 04, p< 0.05). It meaning t hat the greater variance occurred among

populations(95.60% ) and lesser variance within populations (4.402%).

Key words: Chiloscyllium p lagiosum ; genetic diversity; AMOV A; RAPD



