
       首页 | 期刊介绍 | 编 委 会 | 期刊订阅 | 投稿指南 | 数据库收录 | 期刊获奖 | 广告服务 | 留言板 | 联系我们 | English

昆虫学报   2011, Vol. 54  Issue (7): 820-827    DOI: 

研研研研究究究究论论论论文文文文 最新目最新目最新目最新目录录录录    | 下期目下期目下期目下期目录录录录    | 过过过过刊刊刊刊浏览浏览浏览浏览    | 高高高高级检级检级检级检索索索索     Previous Articles  |  Next Articles  

微卫星标记分析中国梨木虱种群的遗传多样性
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Microsatellite marker analysis of genetic diversity of Cacopsylla chinensis (Yang et Li) (Hemiptera: Psyllidae) 
populations in China
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摘要摘要摘要摘要 中国梨木虱Cacopsylla chinensis (Yang et Li)是梨树主要害虫之一。为了从分子水平评估中国梨木虱种群内的遗传变异和

种群间的遗传分化， 本文应用7对微卫星DNA引物对中国16个地区中国梨木虱种群进行遗传多样性分析。结果表明： 各位点有效等

位基因为2.2927～10.0610, 多态信息含量(PIC)值在0.5073～0.8735之间。16个种群的平均期望杂合度为0.7876， 遗传距离在

0.0951～1.0139之间， Nei氏期望杂合度为0.4771～0.7892， Shannon信息指数在0.8396～1.9989之间， 群体分化率FST
为

11.61%， 基因流平均值为2.2236。结果表明, 7个微卫星位点均具有较高的多态性， 各种群间的遗传分化水平较低， 基因交流

程度较高， 遗传变异主要存在于种群内的个体间。研究结果为制定针对中国梨木虱的有效防治策略提供部分分子生物学的基础资

料。
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Abstract：  Cacopsylla chinensis (Yang et Li) is one of the main pests of pear. In order to estimate the genetic 

variability within populations and genetic differentiation among populations of C. chinensis at the molecular level, 

genetic diversities of 16 geographic populations of C. chinensis in China were analyzed with 7 microsatellite loci. 

The results showed that the number of effective alleles and the polymorphism information content (PIC) per 

locus were 2.2927-10.0610 and 0.5073-0.8735, respectively. The average expected heterozygosity of all C. 

chinensis populations was 0.7876. The genetic distances between different populations were 0.0951-1.0139, the 

Nei’s expected heterozygosity 0.4771-0.7892, and the Shannon information indexes 0.8396-1.9989. The 

average value of inbreeding indexes (FST) and gene flow were 11.61% and 2.2236, respectively. The results 

indicated that the seven microsatellite loci are of high polymorphism, C. chinensis in China keeps a low level of 

population genetic differentiation and high degree of gene flow, and genetic variability mainly exists between 

individuals within populations. The results provides some basic information on molecular biology for the 

development of effective control strategies of the psyllid. 
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