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Abstract
The availability of large expressed sequence tag (EST) database and whole genome database of oil palm enabled to develop the data base of microsatellite markers. With this aim, we downloaded EST database consisting of 40,979 EST sequences spanning 27Mb and whole genome database by chromosome wise. A total of 3,721 primer pairs were identified and developed from EST sequences. The tri and tetra nucleotide repeat motifs were most prevalent (each 24.75%) followed by di nucleotide repeat motifs. Whole genome wide scan found a total of 245654 SSR repeats across the 16 chromosomes of oil palm, of which 38717 were compound microsatellite repeats. We developed first microsatellite database of oil palm, OpSatdb, using PHP and MySQL database. It is simple and systematic web based search engine for searching SSRs based on repeat motif type, repeat type, and primer details.  High synteny was observed between oil palm and rice genomes. The mapping of ESTs having SSRs by Blast2Go resulted in identification of 19.2 per cent sequences with GO annotation. We also constructed a syntenic map between rice and oil palm chromosomes. Randomly a set of ten genic SSRs and five genomic SSRs were used for validation and genetic diversity on 100 genotypes belongs to the world oil palm germplasm. The grouping pattern observed to be broadly according to the geographical origin of the genotypes. The identified genic and genomic SSRS can be effectively useful for various genomic applications of oil palm like genetic diversity, linkage map construction, mapping of QTLs and marker assisted selection and for comparative population studies.
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The synteny map showing the relationship between oil palm and rice chromosomes as depicted from CIRCOS software.
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