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Abstract: Genetic diversity of 50 tea germplasms in Shaanxi was investigated by using variable renaturing

temperature-based PCR. Taking 6 representative tea plants as templates, 40 pairs of SRAP markers were

screened out from total 154 pairs of primers,which showed specific and obvious PCR products. The results

demonstrated that total 336 alleles were verified using SRAP markers,and about 5—13 alleles were detec-

ted by each pair of molecular markers with an average of 8 alleles. The genetic polymorphism information

contents of each SRAP locus were between 0. 78 —1. 00, with an average of 0. 93. Additionally, the genetic

similarities of the 50 varieties were between 0. 73—0. 95. Based on SRAP markers, the genetic diversity of

these tea materials was relatively high.
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