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Abstract

Although morphological characters are essential for taxonomic classification,
the variation in some characters may not reflect evolutionary relationships among
taxa due to convergent evolution. Also, morphological species identification may be
chanllenging when diagnostic characters are highly variable. Molecular information
can be very informative especially when using in a combination with morphological
examination. This study, therefore, utilized nucleotide sequence anatyses to resolve
some taxonomic uncertainties for crustaceans found on a marine protected area, the
Samae-sam Istands, Chon Buri province. We focused on four taxonomic groups: (1)
Leptodius exaratus (individuals with variation on body color and pattern), (2)
swimming crab species (Thamita danae and T. prymna with -only few obscure
diagnostic characters), (3) Ghost crab (Ocypode ceratophthalmus), and (4) snapping
shrimp (Alpheus spp.) We analyzed partial sequences of mitochondrial Cytochrome
Oxidase subunit | (COI) and 165 rRNA genes and a nuclear Histone H3 gene.

DNA fragment sizes ranged from 623 - 686 bp for COI, 493-542 bp for 165
(RNA and 297-349 bp for Histone H3 gene. COI and 165 rRNA sequences were more
informative than those of Histone H3 gene. Histone H3 sequences were least
variable.

Taxonomic groups consting of only one species included Leptodius exaratus
(despite the different color patterns), ghost crab (Ocypode ceratophthalmus)
swimming crab (Thalamita prymna/danae). For the Thalamita spp., the Samae-sarn
samples are likely T. danage. However, this observation needs to be confirmed with
cross-examination of specimens from other areas of Thailand and from other parts of
the world.

Based on partial sequences of 165 rRNA genes (493 bp), the three Alpheus
snapping shrimp morphospecies from coastal areas of Chon Buri province were
genetically distinct. Alpheus spp. belonged to a monophyletic group and the
phylogenetic analysis assigned species according to their morphological identification
(boostrap value = 99-100%). Genetic distances and phylogenetic trees suggested
genetic differentiation between Alpheus sp. and two other species, A. rapacida and
A serenie (Genetic distances = 0.03 and 0.18-0.19 respectively). In addition,
phylogetic analyses suggested at least two clusters consisting of (1) A. rapacida,
Alpheus sp., and A. distinguendus and (2) A. serenie, Alpheus aff. Euphrosyne and A.
microrhynchus. Insights gained from this study can further facilitate the ecological
studies of snapping shrimp in Thailand and South East Asian region.



