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Genetic Variation Analysis by RAPD of Beer Barley in China

ZHANG Da-Le, SHI Yong-Chun, LI Suo-Ping*

College of Life Sciences, Henan University, Kaifeng 475001, China

Abstract The genetic relationships among 38 genotypes of beer barley from Chinawere investigated by RAPD.The
results showed that 28 arbitrary primers produced 153 distinctive bandsin total and 91 of them were found to be
polymorphic,which accounted for 59.4%.Each primer could amplify 1 to 8 polymorphic bands with an average of 3.3
bands.Cluster analysis showed that 38 beer barley could be classified into 2 groups at the level of GD 0.27,which were
respectively classified into 5 subgroups again.The GD varied from 0.009 52 to 0.378 46. Most beer barley had showed
certain regular distribution in every subgroup.The results indicated that the genetic basis of them was rather narrow.
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