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ABSTRACT

The genetic relationship in 116 palmyra palm (Borassus flabellifer Linn.) 
collected from different areas in Songkhla (Amphoe Sathingpra, Singhanakorn and Ranode) and 
Petchaburi (Amphoe Ban-Lad) provinces was investigated using RAPD (Random Amplified 
Polymorphic DNA) and ISSR (Inter Simple Sequence Repeat) techniques. Morphological 
characters such as fruit color, seeds and inflorescence were also recorded. From observation, the 
fruit color seemed to be the only visible characteristic that could be used to distinguish a female 
palmyra palm. Based on this characteristic, female plants can be separated into 3 groups: black, 
brown, and yellow skinned. For molecular analysis, young leaves of 116 accessions were 
harvested and DNA was extracted using CTAB (Hexadecyl  Trimethyl - Ammonium  Bromide) 
buffer. Two hundred 10-base oligonucleotide primers for RAPD were first screened and 8 primers 
that generated clear polymorphic fragments were chosen for genetic analysis in 116 accessions of 
palmyra palm. A total of 75 amplified fragments were obtained from 8 primers with an average of 
4 polymorphic fragments per primer. Six ISSR primers of repeat units AGG, AG, CT and AC 
produced total 97 amplified fragments, of which 67 (69.07%) were polymorphic with an average 
of 11 polymorphic fragments per primer. Dendrograms showing genetic similarities among 
palmyra palm accessions were constructed based on polymorphic bands of RAPD and ISSR using 
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UPGMA (Unweighted Pair-Group Method Using Arithmetic Average). Cluster analysis was 
performed by the SPSS for Windows Version 11.0 program. Based on RAPD and ISSR analysis, 
116 accessions could be separated into 11 and 15 groups with similarity coefficients ranging from 
0.6806 - 0.9688 and 0.5401 - 0.9286, respectively.  The results indicated a narrow genetic 
diversity of palmyra palm in Songkhla and Petchaburi provinces. The clusterings were not 
correlated to geographical location of collected samples and there was no specific fragment 
common to any group of samples.
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