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Genetic Differentiation of Curcuma gracillima Gagnep. and C. parviflora Wall. by Using ITS
and matK Sequences in the Northeastern Thailand Floristic Region.
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ABSTRACT

The taxonomic status of two species, Curcuma gracillima Gagnep and C. parviflora Wall is
confused because their morphology are very similar. Internal transcribed spacer (ITS) sequences and
matK gene have proven to be the potential markers to differentiate morphospecies Curcuma. Then
this study aims to use these markers for differentiating these two morphospecies. A total of 650 — 700
bp and 750 — 800 bp of ITS and matK were sequenced, respectively. The intra- and interspecific
variation was found at 11 and 9 nucleotide positions of ITS and matK sequences, respectively.
Intraspecific variation was observed in the C. gracillima population in Chaiyaphum but not in Ubon
Ratchathani Province. Nucleotide difference was observed interspecies at 0.42% and 0.32% of ITS
and matK sequence, respectively. Dendrogram shows that C. parviflora and C. gracillima was
distinguished into 3 and 2 clades based on ITS and and matK sequence, respectively. Our results
indicate that high level of genetic diversity was existed within the natural populations of Curcuma spp,
and the further comprehensive analysis of their morphology and genetics is needed for clarify
taxonomical status of these two morphospecies.
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