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ABSTRACT

A study on the genetic variability in genus Parkia was undertaken using an
RAPD technique to investigate relatedness among the following 4 species: sator (Parkia speciosa
Hassk.), riang (P. timoriana Merr.), khonkhong (P. leiophylla Kurz) and lukding (P. sumatrana
Miq.). Two other types of Parkia, tong and tien, were also included in the study. Leaf samples of
103 plants were collected from Trang Horticultural Research Centre in Trang province, private
plantations in Songkhla, Surat Thani, Patthalung and Loei provinces, and Sakaerat Environmental
Research Station, Nakhonratchasima province. Morphological characters of all specimens were
recorded. The recordings indicated that Parkia has 2 different forms of leaf apex: rounded and
acute — bent forward. The leaflet size of lukding was larger than khonkhong, riang and sator. The
inflorescence and seed arrangement of lukding were different from other Parkia while the pod
shapes of riang and tong were different. For RAPD analysis, DNA from the leaf samples was
isolated using CTAB buffer and 180 decamer oligonucleotide primers were first screened. Of a
total of 180 primers screened, only 8 primers (OPB-04, OPB-17, OPB-18, OPC-02, OPR-01,
OPB-R2, OPT-01 and OPAB-03) were chosen for genetic variation analysis of 103 individual
plants. A total of 125 amplified fragments were obtained from 8 primers with an average of 15.63
fragments per primer, of which 101 fragments (80.80%) were polymorphisms. Some specific
fragments of DNA were found for khonkhong and lukding. For P. speciosa Hassk., 77
polymorphic fragments (68.75%) were obtained with an average of 14 fragments per primer. A
dendrogram showing genetic similarities among Parkia species was constructed based on

polymorphic bands using UPGMA, and a cluster analysis was performed using NTSYS program
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(v2.1). The results from the dendrogram revealed 5 groups of Parkia with similarity coefficients
ranging from 0.437 — 1.000. The results indicated a wide genetic diversity of four species in
genus Parkia. Similarity coefficients among P. speciosa Hassk. varied from 0.533 to 0.946. The
clusterings among P. speciosa Hassk. were correlated to geographical location of collected
samples and no specific fragment common to sator khao and sator dan was detected. Based on the
dendrogram constructed from RAPD in this study, tien is in the same group as riang and tong is

closed to khonkhong.
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