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ABSTRACT

The semi-arboreal land snail Satsuma batanica group includes 3 (sub-)species. Individuals of populations demonstrate obvious

variation in shell size and shell shape. Furthermore, the taxonomy of dextral and sinistral species is not clear yet. This research use

sequence of the mtDNA 16s rRNA to investigate their phylogeography. Total of 47 haplotypes were identified from 107 individual

sequences. Most populations have their own unique haplotypes. The genetic divergence between the populations is correlated with

geographic distance. Two lineages were raised from south of the Central Range. One colonized southwest Hengchung Peninsula, the

other colonized other part of current distribution. The AMOVA analysis showed less divergence among (sub-)species, therefore, I

suggest to keep S. bacca as a valid species while to treat S. batanica boteltobagoensis and S. b. pancala as synonym of S. batanica.
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