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Abstract

Oil palm (Elaeis guineensis Jacq.) is a greater oil yield than other oil plants. Palm oil
yield is involved with different agronomic characters base on genotype and environmental. This
study involves investigating the genetic relationship between the parental palms (dura and
pisifera) and -tenera hybrids that boosted the higher oil yield than parent. Molecular marker
techniques are advantageous as they directly reflect variations in the DNA sequences and
therefore of independence of environment. Molecular biotechnology approaches were used to
cloning promoter region of EgaccD gene from three oil palm varieties. The association between
single nucleotide polymorphisms (SNPs) in EgaccD promoter region and variations in among the
oil palm varieties has recently been described. SNPs allele data were observed and analysed
using PHYLIP software to calculate the genetic distance values. Then, the results were shown
the genetic distances with tenera hybrid were significant different from parent (dura and
pisifera) variety.

The SNPs allele target selection for primer design can be accomplished by using the
Primer Explore and then the specific primer sets for performing SNP-LAMP amplification. The
performance of tenera hybrid progenies and their parent was evaluated and showed were
non-significant for screen selected parental palms and their progenies. These results indicated
“that SNPs allele analysis based on SI\iP—LAN\P technique in this study may not be useful for
predicting hybrid performance and necessary to improve.

Moreover, previous reported were shown the EgaccD mRNA expression level are
correlated with palm oil yield. This research found that genomic copy number of EgaccD
promoter region were shown higher in high oil yield plants (26.32-43.68 Kg/palm/year). And,
then were shown lower genomic copy number in low oil yield plants (1.98-12.43
Ka/palm/year). Interestingly, our results were showed the co-correlation between the alteration
of genomic DNA copy numbers and transcriptional expression ond correlated with palm oil
yield, also. Based on this research, genetic manipulation of EgaccD seemed to be one method
to enhance to increase the oil content and uses as a marker to assist selection of possible high

oil yielding cultivars in oil palm breeding programs.



