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Abstract Eleven SSR primer pairs were used to amplify the genomic DNA isolated from 24 peanut genotypesincluding all | =  ifEa
4 market types. Four primers could detected polymorphism and produced atotal of 33 aleles. The average numbersof alel| - 25k
es per locus was 8.25, and up to 13 alleles were found at one locus. The genetic similarity (GS) indexes among 24 cultivated| _ %Hﬂ%%
peanut accessions were cal culated based on the data from these SSR markers. The value of GS was varied from 0.2 to 1.0, w| M
TR

ith an average of 0.4788. The results of UPGMA indicated that the majority of 24 accessions could be divided into two gro =
ups by subspecies, and most genotypes were clustered by market types. It is no doubt that microsatellites are very useful | ~ Bl AR

DNA markers to analyze DNA polymorphism and genetic relationship in cultivated peanut.
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