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Abstract
Jatropha is one of a native plant of America continent. There are over 200 species that are

widely distributed in tropics. Jatropha is a promising oil crop for bio-diesel. This investigation was
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carried out to assess the genetic diversity of 9 populations based on random amplified polymorphic

DNA marker. Within 68 random primer used, 10 primers gave reproducible amplification banding

patterns of 68 polymorphic bands. Genetic diversity greatly varied among the population, by which

the percentage of polymorphic loci values range from 16.18 to 52.94. Genetic distance varied from

0.0121 to 0.4372. These indicate low level of genetic variation among the population of Jatropha

sample. The UPGMA (unweighted pair group method with arithmetic mean) cluster analysis

indicated two distinct clusters of Jatropha sample.
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