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S1 GTTTCGCT CC 6
S5 TGCGCCCTTC 4
S13 TTCCCCCGCT 5
S15 GGAGGGTGTT 4
S22 TGCCGAGCT G 2
S43 GTCGCCGTCA 5
S49 CTCT GGAGAC 5
S53 GGGGTGACGA 5
S34 TCTGTGCTGG 3
S104 GGAAGT CGCC 5
S106 ACGCATCGCA 8
S107 CTGCAT CGTG 8
S109 TGT AGCTGGG 3
S111 CTTCCGCAGT 5
S112 ACGCGCATGT 6
S116 TCT CAGCTGG 4
S119 CTGACCAGCC 7
S293 GGGTCTCGGA 4
S287 AGAGCCGTCA 4
S37 GACCGCTTGT 6
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2

Tab.2 Frequencies of the polymorphic loci

k f
S34- 3 0.10
55— 3 0.15
5287- 1 0.10
5287- 4 0.10
S1-3 0.20
S106- 5 0.20
S107- 1 0.20
S107- 4 0.10
S107- 7 0.10
S109- 3 0.15
S109- 4 0.10
S53- 3 0.25
S53-5 0.10
S43- 4 0.15
S549- 5 0.20
5293- 3 0.45
S109- 3 0.35
S522- 1 0.15
S116- 3 0.10
S116- 5 0.25
S37- 4 0.10
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RAPD

Tab.3 Comparison of the RAPD results in different species
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11. 10 0.0334 0.9743 0. 0267 - [11]
21.00 0. 0592 0. 9645 0. 0355 0.2018
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The research on genetic diversity of Boleophthalmus pec-
tinirostris L. from natural population by RAPD method

JIN Chun— hua', ZHONG Ai- hua" > HUANG Fu- yong, ZHANG Chun- dan', LI Ming— yun'

( L. Life Science and Biological Engineering College of Ningbo Univessity, Ningbo 315211, China; 2. Marine Fishery Cot
lege of Zhejiang Ocean University, Zhoushan 31600, China)

Receives: Apr, 14, 2004
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Abstract: Randomly amplified polymorphic DNA method was used to investigate the genetic diversity of mud skipper
population ( 20 fishes) from Ninghai sea area Zhejiang Province. Using 20 decamer random primers, 100 RAPD sites were
detected, 21 of which were polymorphic, and percentage of polymophic loci ( P) was 21% . The genetic similarity index
between individuals was 0. 9645 on average, ranging from 0.9239 to 0. 9938 Genetic distance is 0. 0355 on average.
Mean heterozygosity (H e) was 0. 2018. Shannon Weveis index of phenotypic diveisity and Shannon Weveis value of phe-
notypic diversity was 5. 918 and O 0592 respectively. The results indicated that the genetic diversity of Boleophthalmus
pectinirostris L. was low.
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