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Genus Mekongia is widely distributed in Thailand and nearby countries and are
currently identified on the basis of their shell morphology. However, the classification
depending on shell morphology could contribute to the over and under estimate of
species diversity due to phenotypic plasticity. Phylogenetic analyses of 84 individuals
representing five nominal species, plus two related outgroup species, from Thailand
and nearby countries were performed using DNA sequence data of nuclear (28S rRNA
gene) and mitochondrial (mt)DNA (cytochrome oxidase subunit 1 and 16S rRNA) gene
fragments with maximum likelihood and Bayesian inference. The genus Mekongia was
recovered as monophyletic under all analyses in agreement with the geographic
location according to drainages system. The phylogeography confirmed the species
level classification of M. swainsoni, M. rattei and M. lamarcki. However, our analyses
did not support the validity of M. pongensis and subspecies level within M. swainsoni.
The genetic analyses yielded three cryptic species of M. sphaericula supporting the
validity of M. sphaericula sphaericula and M. sphaericula extensa as a distinct species

rather than subspecies but did not support M. sphaericula spiralis as a valid species.





