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Abstract - 4 5 639 7
Although morphological characters are typically useful for taxonomy, the

variation in some characters may not reflect evolution relationships among taxa due
to convergent evolution or the morphological-based identification may be difficult
with taxa with highly variable characters.  This study, therefore, analyzed genetic
divergence among 14 species from 6 families collected from Samaesarn Islands using
partial sequences of 16SrRNA and 18SrRNA genes. The aims are to evaluate
phylogenetic relationships among taxa and the potential of these DNA fragments as a

species diasnostic tool.

We analyzed 515 and 751 base pairs of 16SrDNA and 18SrDNA sequences
respectively. Sequences of 16SrRNA gene appeared to be more variable than those
of 18SrRNA with the variable sites accounting for 47.57 % of the total length (245/515
bp). In contrast, the 18SrRDA sequences only contained 4.89% of variable sites
(37/751 base pairs). Our results suggested that 16SrDNA sequences proved to be
more effective in identify ‘correct’ species and revealed phylogenetic relationships

compared to 18SrDNA.

16SrDNA sequences correctly assigned all 14 species according to the
morphology-based identification. A phylogetic analysis based on Maximum
likelihood method revealed at least 6 clades according to their families. These group
included (1) Lophozoaymus pictor, Leptodius exaratus, Atergatis integerrimus, A.
floridus, (2) Halimede octhodes and Galene bispinosa, (3) Mennipe rumphii and
Myomenippe hardwickii, (4) Eriphia smithii, (5) Met. frontalis, Met. latifrons and Met.
oceanicus (outgroup), and (6) Ozius guttatus and Epixanthus frontalis with the
bootstrap supporting each node ranging from 74-100%. However, the analysis could
not resolve relationships at a Superfamily level. Families Eriphiidae, Oziidae and
Menippidae belong to the same Superfamily, Eriphioidea, but the phylogenetic tree
showed the same level of difference between these families compares to members
of other Superfamily. Our data provide important database for future species
identification for parts or specimens with missing main characters or a life stage that

is difficult to identify morphologically.
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