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ABSTRACT

Three species of seahorse, Hippocampus spinosissimus, H. kuda and H. timacufatus
were studied on their genetic diversity. Totat DNA was prepared from whole blood preserved in
TNES-Urea buffer (10 mM Tris-HCI, pH7.5; 125 mM NaCl; 10 mM EDTA; 1% SDS: Urea 4 M). DNA
yield was about 2-5 ug DNA/J Blood with high molecular weight and more than 23.1 kb. in length.
The specific DNA pattern of each species was performed on PCR amplified DNA fragment of 188
RNA gene. The results showed that H. spinosissimus has two intent bands approximately 900
and 650 bp. H. kuda h:a\s only one intent band approximately 900 bp. and H. frimaculatus has
one intent band and three light bands approximately 900 and less than 500 bp., respectively.
Genetic diversity within species of H. spinosissimus from Chonburi, Rayong, and Trad was
investigated in PCR amplified mtDNA fragment from cytochrome b gene to 12S rRNA. After
digestion those DNA fragments with EcoRl, Hindlll, Kpnl, Haelll, Hhal, Mspl and Tagl, DNA
pattern of Rayong samples digested with Tagl was not only distinct from other samples but also
differed from those in the same locality. While genetic diversity within species of H. kuda from
Chonburi and Trad investigated on ATPase gene of PCR amplified mtDNA fragment. After
digestion those DNA fragments with EcoRl, Hindlil, Kpnl, Haelll, Hhal, Mspl and Taql, different
DNA pattern of all samples was not found. This result indicated that genetic variation within

species of H. kuda could not e detected.
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