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Table 2 SSR primers used in this study
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WMSI4 Upper: CAAGGAAATAGGCGGTAACT 50.7 47.83

Lower: ATTTGAGTCTGAAGTTTGCA 55.00
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Table 3 SSR primers and their positions on chromosome and allelic loci
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Primer Position on chromosome No. of alleles Primer Position on chromesome No. of alleles
WMS135 1AL 7 WMS251 4BL 6
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Fig.3 Cluster of 20 accessions by SSR marker .
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SSR analysis of genetic diversity of twenty winter wheat

cultivars introduced from USA

NI Sheng-li, LI Xing-mao, WANG Li-ming
( Institute of Dryland Farming, Gansu Academy of Agricultural Sciences, Lanzhou, Gansu 730070, China)

Abstract: In order to gain knowledge of genetic diversity of winter wheat, 20 cultivars introduced from USA were

analyzed for polymorphism by some SSR markers developed in our laboratory. A set of 48 SSR markers were screend and

a total of 153 allelic variants were detected in the 20 wheat cultivars, with the range of 2 to 13 alleles per marker and av-

erage of 6.37. The genetic similarity coefficient (GS) among the cultivars was 0.72 at average, and varied from 0.62 to

0.84. Based on (.68 of GS, the cultivars used in this study were clustered into four groups.
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