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ABSTRACT

The genetic variability and relationship among individuals between populations of
oysters (Saccostrea sp.) from Setiu Wetland, Terengganu Darul Iman were examined
using the random amplified polymorphic DNA (RAPD) technique. The genomic
DNA was extracted from the oysters tissues using Kit Wizard™ Genomic DNA
Purification (Promega). The results produced by the machine produced clear RAPD
banding pattern. Twenty oligonucleotide primers were screened and three primers (OPA
15, OPA 19 and OPA 20) were selected to amplify DNA from twelve samples of
Saccostrea sp. from Pulau Che Him and Pulau Semut, Setiu Wetland, Terengganu Darul
Iman. A total of 80 RAPD fragments (RAPDs) with 64 polymorphic fragments (80%)
with size ranging from 350 — 3000 bp were scored from the population. The highest level
of polymorphisms were detected from Pulau Che Him (82.1 %) followed by Pulau Semut

(78.1 %). Genetic distance for both populations ranges from 0.222 to 0.504.
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KAJIAN MENGENAI KEPELBAGAIAN GENETIK Saccostrea sp. DENGAN
MENGGUNAKAN TEKNIK RAPD- PCR

ABSTRAK

Kepelbagaian dan perhubungan genetik individu — individu di antara populasi tiram
(Saccostrea sp.) dari Setiu Wetland, Terengganu, telah dikaji dengan menggunakan
kaedah , Amplifikasi Rawak DNA Polimorfik (RAPD). Genomik DNA telah
diekstrak daripada tisu dengn menggunakan Kit Wizard™ Genomic DNA
Purification (Promega). Hasil keputusan yang diperolehi daripada mesin
menghasilkan jalur — jalur RAPD yang jelas. Dua puluh pencetus telah diuji dan tiga
daripada pencetus tersebut (OPA 15, OPA 19 dan OPA 20) telah dipilih untuk
mengamplifikasikan DNA daripada dua belas sampel yang dipilih daripada Pulau Che
Him dan Pulau Semut, Setiu Wetland, Terengganu Darul Iman. Sejumlah 80 jalur
RAPD dan 64 jalur RAPD yang polimorfik (80%) yang bersaiz diantara 350 — 3000
bp telah dihasilkan dan dikenalpasti. Tahap polimorfik yang tertinggi dikenalpasti
daripada Pulau Che Him (82.1 %) dan diikuti sampel daripada Pulau Semut (78.1 %).
Paras jarak perbezaan genetik antara kedua — dua populasi adalah daripada 0.222

sehingga 0.504.
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