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ABSTRACT 2 3 9 8 6 0

Ficus sp. was analyzed for DNA sequence diversity in the non-coding region of chloroplast
DNA. The #rnL (UAA) intron sequences was used as genetic markers and establishing refined genetic |
relationships for differentiating Ficus carica collected from Phratamnak Suan Pathum ori ginating from
diverse geographical areas as well as only one Ficus racemosa. Using the ¢ and d primers, a single
DNA band of approximately 550 bp was amplified from each fig cultivars. However, those primers
failed to amplify reproducible products from F. racemosa. Thirty-two sequences were aligned using
the ClustalX program and compared with 6 public sequences of F. carica available in the GenBank
database. Phylogenetic trec was constructed using the Neighbor-joining algorithm in the Phylip
package. Phylogram from 38 sequences were revealed the presence of 2 main groups. The first group is
monophyletic branch composed by Khalt (EU191024). All the remaining cultivars are ranged in the
second cluster that comprises two sub-groups. Most of them were revealed a very low genetic diversity.
The result was suggest that direct sequencing of the #nL (UAA) intron regions do not evolve rapidly

enough to resolve relationships at these lower taxonomic levels.





