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Abstract

Sugarcane microsatellites or simple sequence repeats (SSR) markers were developed by mining EST databases.
A survey of 23 libraries from the SUCEST (sugarcane EST) database revealed a total of 3,199 SSRs loci out of 25,671
clusters. Of these 1,489 (46.52%), 1,617(50.58%), 61(1.9%) and 32(1.00%) were dinucleotide trinucleotide,
tetranucleotide and pentanucleotide repeats, respectively. SSRs were found more frequent in the leaf roll cDNA libraries.
Of the 10 designed EST-SSR primers, the six primer pairs were able to amplify genomic DNA of two sugarcane species,
Saccharum officinarum and Saccharum spontaneum, three primer pairs showed polymorphism between the 2 species and
1:1 ratio segregation among 20 F, progenies produced from the interspecific cross between S. officinarum and S.

spontaneum. The EST-SSRs developed by mining EST could potentially be potentially used for sugarcane mapping.
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