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Abstract: The molecular marker technique of inter-simple sequence repeat (ISSR) was used to
analyze the genetic diversity in three geographic populations of Scylla paramamoain , which
were taken from Zhangzhou in Fujian, Fangchenggang and Beihai in Guangxi. A total of 63 loci
from 60 individuals were amplified by polymerase-chain-reaction (PCR) with 10 primers. The
Number of polymorphic loci were 56. The Nei's gene diversity of Fujian , Beihai and Fangcheng-
gang populations was 0. 2670,0. 1819 and 0. 2257, repectively. The Shannon’s information index
was 0. 3945,0. 2708 and 0. 3371, repectively,showing that the abundance of genetic diversity in
the three populations arranged in a decent order was FJ>>FC>>BH. The Nei's gene diversity
and Shannon’s information index of Scylla paramamosain was 0. 2248 and 0. 3341 at species,
0. 3186 and 0. 4337 at population level, respectively, showing that the genetic diversity of S.
paramamosain was relatively high. An analysis of the molecular variance(AMOVA) demon-
strated that the among-population component accounted for 32 34% of the total variation,
while the within-population component accounted for 67. 66%. The within-population genetic
variation was apparently larger than the among-population. The genetic differentiation coefi-
cient ( Gst) among the three populations was 0. 1542. There was genetic differentiation between
Fujian and the other two populations.
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Table 1 Amplification results of Scylla paramamosain with 10

ISSR primers

P
Sequence
Primer No. of No. of
code amplified polymo-
loci rphic loci
825 (AC)sT 8 7 87.5
835 (AG)s YA 5 4 80. 0
836 (CDsRG 6 6 100. 0
845 (CA)sRC 5 4 80. 0
847 (CA)sRC 6 5 83.3
850 (GTsYC 6 5 83.3
854 (TOsRG 6 4 66. 7
855 (AC) YT 6 3 50. 0
(GATA), (GA- -
876 CA), 6 5 83.3
881 (GGGTG); 9 6 66.7
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Fig. 1 ISSR amplification result of primer 876 in the
population of S. paramamosain from Beihai

M:100 bp DNA Ladder Plus Marker;1~20.

M:100 bp DNA Ladder Plus Marker;1~20: The individ-
uals of S. paramamosain.
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Table 2 Genetic diversity in the three populations of S. para-

mamosain
P(%) Ne He I
Population
. 14605+  0.2670+  0.3945+
FJ 69. 84 0. 3705 0. 1964 0.2793
. 1.39024+  0.22574+  0.3371+
FC 63. 49 0. 3646 0.1998 0. 2849
1.3851+  0.18194+  0.2708+
BH 49.21 0. 3704 0. 2006 0. 2904
Y 60. 85 1. 4119 0. 2248 0.3341
ean
o 1.5565+  0.31864  0.4737+
At species  88. 89 0.3616 0.1730 0. 2290
level
2.3
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Table 3  Analysis of molecular variance for S. paramamosain

Source of d. f. Variance The percent-
varaiation SSD compo- age of variance
nents %

Among 2 191. 8667 2.9892 32. 34
population

Within 87 544.1667 6.5478 67.66
population

4 3

Table 4 Genetic distance and genetic similarity coefficient ma-

trix among 3 populations of S. paramamosain

Population BH FC EJ
BH 0.9120 0. 8522
FC 0.0921 0. 8700
FJ 0. 1504 0. 1344
3 s
UPGMA « 2,
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2 3 UPGMA
Fig. 2 UPGMA clustering among the three geogrphic

populations of S. paramamosain
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