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Babylonia areolata is a common marine gastropod found wildly distributed in the Guif of Thailand. In this
investigation, the variations in shell color patterns were found among the samples collected from eight sampling sites (Trat,
Chanthaburi, Rayong, Phetchaburi, Prachuapkhirikhan, Nakorn Si Thammarat, Songkhla, and Pattani). There were five
different color patterns described as brown, orange, white, rust, and dark-brown stripe. The brown samples were obtained
from all sites. In contrast, the dark-brown stripe samples were ‘found only in the samples from Prachuapkhirikhan. The other
three color patterns commonly distributed on the West coast of the Gulf (from Nakorn Si Thammarat to Pattani), but samples
having rust color also occur in one site from the East coast (Trad). The genetic diversity and population genetic structure of
this marine species were investigated using ISSR markers. Forty nine ISSR primers were screened and four reliable and
polymorphic primers (UBC 814, UBC841, UBC845, and T8707) were obtained and used. After, the investigation on genetic
variation of two hundred and three spotted babylon samples from seven sites (Trat, Chanthaburi, Rayong, Phetchaburi,
Prachuapkhirikhan, Nakorn Si Thammarat, and Songkhla), twenty-seven DNA bands can be scored, of which twenty-four
were polymorphic (88.89%). High genetic diversity, at species level, was found (PPB: 88.89%, H: 0.2329, I: 0.3563). The
highest and lowest genetic diversity within population were detected in Trat (PPB: 74.07%, H: 0.2380, I: 0.3572) and Nakorn
Si Thammarat (%PB = 40.74, H= 0.1163, I = 0.1800) respectively. Pairwise genetic distances among populations ranged
from 0.0145 to 0.1276. UPGMA dendrogram based on Nei’s genetic distances divided the populations of B. areolata into two
groups, the upper area (Trat, Chanthaburi, Rayong, Phetchaburi, and Prachuapkhirikhan) and the southern area of the Gulf
(Nakorn Si Thammarat and Songkhla). The hierarchical analysis of molecular variance tested by AMOVA showed significant
genetic differentiation among the populations (Fst: 0.2602, P<0.0001) and among populations within group (Fsc: 0.1505,
P<0.0001) but non-significant genetic differentiation among regions (Fct: 0.1291, P< 0.049). Mantel’s test showed high
correlation between genetic distances and geographical distances (r = 0.6289, p=0.008). High genetic differentiation among
the populatiens can be effected by high genetic variation within populations, caused by various sources of larval supply or
specific-local selection. The genetic structure between the populations in the upper and the South area of the Guif of Thailand,

found in this study, is useful information for the conservation of this marine gastropod species.





