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Abstract

Two molecular methods, the Randomly Amplified Polymorphic DNA (RAPD)
analysis and the microsatellite technique, were used in determining geneic variations in wild
populations of the black tiger shrimps, Penaeus monodon, Fabricius. Specimens were
collected from 5 geographically separated locations of P. monodon consisted of Satun-
Trang, Phangnga, and Medan in the Andaman Sea and Chumphon and Trad in the Gulf of
Thailand.

In the RAPD analysis using 7 arbitrarily selected primers, the percentages of
polymorphic bands of 5 geographic populations investigated varied from 51.5-57.7%. The
average similarity index within populations across all primers ranged from 0.86-0.89. The
Phangnga P. monodon showed the highest level of within population similarity whereas the
remaining populations showed slightly lower similarity index. The genetic distance between
populations and UPGMA dendrograms indicated that the medan population was genetically
different from Thai P.monodon. (Dij=14.976%). Within Thailand, the Satun-Trang P.
monodon was separated from the remaining geographic populations with a genetic distance
of 2.632%. RAPD analysis yielded a total of 252 genotypes. A Monte Carlo analysis
illustrated geographic heterogeneity in genotype frequencies within this species suggesting
that genetic population structure does exist in this taxon (P<0.001 for all primers).
Significant differences in genotype frequencies between Thai and Indonesian{Medan) P.
monodon were observed (P<0.0001). Within Thailand, The Andaman Sea P. monodon was
significantly different from that of the Guif of Thaialnd indicating population differentiation

between P. monodon from these two main fishery regions of Thailand.



