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摘要 回顾了葡萄、番木瓜、苹果、香蕉、梨、甜橙等10 种果树的全基因组测序的发展历程，基 
于全基因组测序结果探讨了不同果树的起源进化，并对果树全基因组测序的后续研究进行了概述，进一 
步讨论了果树全基因组测序面临的挑战以及今后的研究重点。

Service

把本文推荐给朋友   

加入我的书架 

加入引用管理器 

Email Alert 

RSS

作者相关文章

乔 鑫

李 梦

殷 豪

李雷廷

吴 俊

张绍铃

关键词： 果树   全基因组测序   基因组学   进化     

Abstract： At present，10 complete genome sequences are available for fruit trees such as grape， 
papaya，apple，banana，pear and sweet orange. In this review，we first surveyed the historical development 
of genomic sequence of fruit trees. Then we investigated the evolution history of fruit trees，and 
summarized the progress of fruit trees post-genomic research. Challenges in genomics for fruit trees are
raised and the future of post-genomics research interests in fruit trees was discussed in the end. 
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