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Abstract:

China has a long history and rich germplasm resources for growing black sesame. Black
sesame is well used because of its nutrition superior to black rice and black soybean. However,
Research on black sesame is relatively less than that on other crops. In the paper, genetic
diversity of black sesame core collection of China was analyzed using SRAP (sequence-related
amplified polymorphism) markers. The results showed that 13 SRAP primer combinations were
employed to evaluate the genetic diversity of 100 black sesame accessions, a total of 182
amplified fragments were detected and 126 of them were polymorphic, the polymorphism
percentage was 69.2%, the number of amplified fragments and polymorphic fragments of each
primer combination were 14.0 and 9.7, respectively. The 100 accessions were grouped into five
clusters at genetic similarity of 0.68, indicating the genetic diversity of these accessions was
abundant. As regards geographic regions, Shannon's information index of black sesame
accessions in south China (0.3557) was the highest, the followings were that in central
regions of China (0.3415) and north China (0.2986). The characteristics of genetic diversity of
black sesame core collection of China were fully revealed in this study, which provided the
theoretical foundations for further exploring, collecting and introducing black sesame

germplasm as well as mining and utilizing excellent black sesame germplasm in the future.
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