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wmatlAa15eNA (RAPD: random amplified polymorphic DNA) n‘flumﬂﬁﬂﬁgnﬁmﬂﬁﬁaﬁﬂmmm ‘WU
uazAImaIMAENIeugnIsiesini 3 via Tu na Hippocampus TasmsldlwsiuasoSieidsu 16 lwsies
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wazsznienda saeiinem (Hippocampus kuda; n=4) fnhvuns (H. spinosissimus; n=4) Az 13
(H. trimaculatus; n=3) wudﬂ’«hmummLmuﬁLﬁum‘ffiﬂfuLLa:inngTuv;nﬁaaEi'lwmaﬁwﬁwLLﬁia:ﬁﬁm wihiu3eaay 77.9
yosuauABueiovaeiivy dnhmunaiiszesviemaiugnssumeluziawindy 0129 Fe_sndndini 1age uazdinie
fifidiniu 0056 waz 0.052 musey uazanmIeszEgiuuulase $roeulasunsan aslidiuas “wius
yewugnssuiiihdmunasianalndgatuing wgaminnddinhid  demeswativiifussnuatiousnila
wadaorsiofifanldlunsfnuang “wiumeiugnssuesind 3 vila wazdoyadild wismhluyszyndldlu
nsAnmszduluanaresnsteisida nMsdnmiless $1emeiugnIsuvesngalszsIng uazmIdansinziabsd

wiane Nenlyld

A1 AL : 915leid, sTezvinemaiugnssw, h, Hippocampus

The random amplified polymorphic DNA (RAPD) technique was evaluated for studying genetic relationship
and diversity in three speices of seahorse (Genus Hippocampus). Sixteen arbitrary primers were used to identify
species-specific RAPD markers among the spotted seahorse (Hippocampus kuda), the hedgehog seahorse

(H. spinosissimus) and the three-spot seahorse (H. trimaculatus). On average, 77.9% of the scorable RAPD
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bands were specific to each speicies. Hedgehog seahorse has more intra-species relationship than spotted

seahorse and three-spot seahorse with genetic distance of 0.129, 0.056 and 0.052, respectively. Dendrogram

analysis demonstrated that the hedgehog seahorse is the closet to the three-spot seahorse and the fastest

from the spotted seahorse. Data are presented with regard to the application of RAPD markers for species

identification, studying on the genetic structure of seahorse species and optimizing fisheries management at

a molecular level.

Keywords : RAPD, Genetic distance, Seahorse, Hippocampus
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