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Abstract
[bookmark: _GoBack]Six SSR primers were used to amplify genomic DNA from 10 soybean genotypes, after which the level of diversity among the genotypes were elucidated based on marker polymorphism. Seventeen alleles with a mean value of 2.8 alleles per locus were detected. The Polymorphic Information Content (PIC) among genotypes ranged between 0.16 to 0.60 with an average PIC of 0.45 and a gene diversity of 0.51. A phylogenetic tree was produced from the allelic diversity data, which clustered the genotypes into two groups. The major cluster was divided into two sub-groups, each consisting of 3 genotypes, while the minor cluster was divided into three sub-groups. Findings on the Single Sequence Repeat (SSR) primers used in the study indicated high levels of polymorphism, which is an important attribute for ascertaining genetic diversity. The utility of the SSR marker system and reliability of DNA characterization are both useful tools for assessing soybean genetic diversity. 
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