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ABSTRACT: Study on sequence of gene [7S2 and psbA-trnH in Melientha suavis Pierre. The leaves are from
different source and different leaves shaped as curve leaves from Saraburi and sharp leaves from Sakon Nakhon.
For determine the species and population study of genetic variation of Melientha suavis Pierre. DNA was extracted
from Melientha suavis Pierre use as DNA template for PCR at I7S2 and psbA-trnH gene. Check PCR product by
electrophoresis and analyze DNA sequencing. Then the sequence was analyzed with the NCBI database. Alignment
with ClustalW program and Phylogenetic tree constructed by Neighbor-joining method with the MEGA4 program.
The result is Melientha suavis Pierre from Saraburi and Sakon Nakhon is same species. Divided into 2 groups
according to the topography of different populations

Keyword: Melientha suavis Pierre, DNA sequence, ITS2, psbA-trnH
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Figure 1 DNA bands of psbA-trnH and ITS2 from Melientha suavis Pierre (lane 1 = 100 bp ladder DNA)
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Figure 2 Phylogenetic tree of the Melientha suavis Pierre species constructed using ITS2.
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Figure 3 Phylogenetic tree of the Melientha suavis Pierre species constructed using psbA-trnH.
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