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Studies on Genetic Diversity of Genomic-SSR and ESTJSSR Molecular Marker in Common Wheat

LI Jian-min g etal (College of Agronomy, Northwest A & F University, Yangling, Shaanxi 712100)

Abstract [Objective] The research aimed to discuss the genetic diversity among 24 common wheat varieties at home and abroad. [Method]
Improved phenol-chloroform method was used to extract genomic DNA from 24 common wheat varieties at home and abroad. Genomic-SSR and
EST -SSR marker technologies were adopted to analyze the genetic diversity of 24 wheat varieties and two evaluation methods were analyzed and
compared. [Result] When 37 pairs of Genomic-SSR premiers were used to amplify 38 sites in 24 wheat genotypes, 152 polymorphic segments were
obtained from 24 sites, with average segments number per site of 5.85. When 67 pairs of EST-SSR premiers were used to amplify 78 sites in 24
wheat genotypes, 120 polymorphic segments were obtained from 37 sites, with average segments number per site of 3.24. Comprehensive genetic
distance was 0.1541~0.7820, being 0.423 1 on average. [Conclusion] EST -SSR marker could reflect the genetic difference and relationships
among different wheat genotypes exactly.

Key words Common wheat ; Genetic diversity ; Genomic-SSR ; EST-SSR
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