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摘要  

花生是我国重要的食用油和蛋白质来源作物, 鉴定其DNA分子多态性对品种改良和资源评价具有重要的意义。
从已公布的花生Genomic-SSR和EST-SSR引物中筛选出34对引物, 用来分别鉴定花生4大类型各24份共96份品种
资源的分子变异, 其中龙生型资源全部来自广西, 普通型资源中有11份从国外引进, 有13份来自广西和国内其
他省市, 多粒型资源只有两份来自中国, 其他22份分别来自印度、美国和非洲等地, 珍珠豆型资源中有22份是
来自中国各地的育成品种或农家品种, 有2份来自国外。研究结果为：分别有10 ~ 16对SSR引物能在4大类型花
生资源中扩增出多态性DNA片段；这些多态性SSR引物都具有多位点特性；首次为SSR分子标记设立了一个新的
评价指标——区别指数, 多态性SSR引物的区别指数最高达0.992；资源间的平均遗传距离, 多粒型为0.59, 普
通型为0.48, 珍珠豆型为0.38, 龙生型为0.17。根据遗传距离采用最长距离法对4大类型花生资源分别进行了
聚类分析, 构建了资源间的遗传关系图, 花生4大类型可进一步分成不同类群, 资源间的亲缘关系与其来源相
关。观察到PM15和PMc297的扩增产物具有类型特异性, PM15能在龙生型、普通型和多粒型花生资源中扩增出多
态性条带, 而在珍珠豆型花生中扩增条带完全相同, PMc297也有相似的扩增结果。由于在多粒型花生资源中检
测出的遗传多样性最丰富, 研究结果支持西班牙专家Krapovickas 1994年公布的花生栽培种分类系统。总之在
花生4大类型内资源中能检测出丰富的SSR分子标记, 开发出更多的SSR分子标记将能充分揭示花生分子水平的
变异, 从而使花生遗传图谱构建、分子标记辅助育种成为可能。 
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  Abstract
<P> Peanut (Arachis hypogaea L.) is an important source crop for edible oil and 
protein. It is important to identify the genetic diversity of peanut genetic 
resources for cultivar development and evaluation of peanut accessions. Thirty-
four SSR markers were used to assess the genetic variation of four sets of 
twenty-four accessions each from the four botanical varieties of the cultivated 
peanut. Among the tested accessions, ten to sixteen pairs of SSR primers 
showed polymorphisms. The maximum differentiation index, which was defined as 
the degree of genetic differentiation, was as high as 0.992 in the tested 
accessions. Each accession could be discriminated by a specific set of polymorphic 
SSR primers, and the intra-variety genetic distance was determined among 
accessions, with an average of 0.59 in var. fastigiata, 0.46 in var. hypogaea, 0.38 
in var. vulgaris, and 0.17 in var. hirsuta. Dendro-grames based on genetic 
distances were constructed for the four botanical varieties, which revealed the 



  

existence of different clus-ters. It was concluded that there was abundant intra-
variety SSR polymorphism, and with more and more SSR markers being de-
veloped, the intrinsic genetic diversity would be detected and the development of 
genetic map and marker-assisted selection for cultivated peanut would be 
feasible.</P>

Key words   Arachis hypogaea   SSR   genetic diversity   differentiation index   

DOI:   

 

 通讯作者 唐荣华  tronghua@163.com   


