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Genetic Diversity of Ten Varieties( Lines) of Triticale

GUO Xiaoli, BAI Lirong
( Department of Life Science, Hengshui University , Hengshui 053000, China)

Abstract; RAPD molecular-marker technique was used to detect the genetic diversity of ten varieties
(lines) of Triticale. Totally 384 bands were detected with PCR, including 79 polymorphic bands, the
polymorphism rate was 20. 6% ,and the average band number was 20. 3. The genetic similarity coefficient

ranged from 0. 250 to 0. 833. Cluster analysis showed that these accessions could be divided into three
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groups with the genetic similarity coefficient threshold of 0.580.
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