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0.117
0.706

[Pinctada maxima(Jameson)]

Q78 A

(Pinctada maxima Jameson)

231 20

80
[4]

RAPD
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S11  S357 1 0.844 0.000~0.294 0.156
17 DNA 3
Tab.1 The sequences and amplified results of 7 random
primers RAPD
12
S4 GGACTGGAGT 4 3 0.000 0294
S10 CTGCTGGGAC 4 2
Sl GTAGACCCGT 2 0
S13 TTCCCCCGCT 2 2
S344 CCGAACACGG 3 1
S347 CCTCTCGACA 3 1
S357 ACGCCAGTTC 4 2
22
p= / H=-3> rtiln7r
/N
50.00% Shannon 0.117 12
2 0.706~1.000
O R RS S S S
1 S11(a) S357(b)
Fig.1 Amplified bands of primer S11(a) and S357(b)
2 12
Tab.2 Genetic similarity indices and relative genetic among of 12 Pinctada maxima
1 2 3 4 5 6 7 8 9 10 11 12
1 — 0.212 0.135 0.111 0.176 0.143 0.143 0.081 0.111 0.294 0.125 0.250
2 0.788 — 0.111 0.086 0.030 0.059 0.118 0.111 0.086 0.125 0.226 0.226
3 0.865 0.889 — 0.026 0.081 0.053 0.053 0.000 0.026 0.062 0.143 0.257
4 0.889 0.914 0.974 — 0.056 0.081 0.027 0.026 0.000 0.143 0.118 0.235
5 0.824 0.970 0.919 0.944 — 0.029 0.086 0.081 0.056 0.091 0.188 0.187
6 0.857 0.941 0.947 0.919 0.971 — 0.111 0.053 0.081 0.118 0.212 0.212
7 0.857 0.882 0.947 0.973 0.914 0.889 — 0.053 0.027 0.118 0.091 0.212
8 0.919 0.890 1.00 0.974 0.919 0.947 0.947 — 0.026 0.111 0.143 0.257
9 0.889 0.914 0.974 1.000 0.944 0.919 0.973 0.974 — 0.143 0.118 0.235
10 0.706 0.875 0.938 0.857 0.909 0.882 0.882 0.889 0.857 — 0.161 0.097
11 0.875 0.774 0.857 0.882 0.813 0.788 0.909 0.857 0.882 0.839 — 0.133
12 0.750 0.774 0.743 0.765 0.813 0.788 0.788 0.743 0.765 0.903 0.867 —
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Fig.2 Relationships among 12 Pinctada maxima based on UPGMA methods
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Genetic diversity of Pinctada maxima(Jameson) germplasm by
RAPD analysis
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Abstract: Genetic diversity of Pinctada maxima germplasm from Hainan Islands was studied by RAPD for the first time. Among total
20 10pb primers, 7 were selected for group genetic diversity research. 22 DNA fragments were recognized, in which 11 were polymorphic.
The Shannnon Index of diversity of P. maxima population was 0.1172. The genetic similarities varied between 1 and 0.706, indicating that
the genetic diversities of P. maxima inside the population were obviously different from each other. In order to resume the quality of P.
maxima strain, measures must be taken to protect population of P. maxima that are more polymorphic. ( )
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