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Genetic Diversity Analysis of Kanaf Germplasm by ISSR Makers
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Abstract ; Inter-Simple Sequence Repeat(ISSR) molecular markers were used to analyze the genetic relationship of 38 ac-

cessions of kenaf germplasm. Using 15 primers, we amplifed 117 bands, of which 98 bands were polymorphic and the av-

erage percentage of poly-morphic bands was 83.7%. The range of genetic similarity was 0. 36~0. 98, suggesting that the

substantial genetic divergence between some varieties. The cluster analysis suggested that cultivated species had small

differences of genetypes and their genetic basis was comparatively narrow, and there were higher genetic diversity within

kenaf cultivated species, wild species and relatives.
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