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Review on Gene Cloning Methods Involved in Medicinal Plant Secondary Metabolism

ZHAN Qingqingl’z, SUI Chun?, ZHANG Jie"", WEI Jianhez(l. College of Life Sciences, Northeast Forestry University,
Herbin 150040, China; 2. Institute of Medicinal Plant Development, Chinese Academy of Medical Sciences and Peking Union
Medical College, Beijing 100193, China)

ABSTRACT: OBJECTIVE Reviewing gene cloning methods and strategies that can be used in medicinal plant secondary
metabolism, to provide selection references. METHODS Searching and summarizing literatures on gene cloning of plants,
especially of medicinal plants. RESULTS Gene cloning methods used in medicinal plant secondary metabolism, such as
functional cloning method, phenotype cloning methods, transposon tagging and map-based cloning method were elaborated.

CONCLUSION There are many methods used to clone genes in medicinal plant secondary metabolism, researchers should
choose the suitable one with different basis, purposes and experiment condition.
KEY WORDS: medicinal plants; secondary metabolism; gene cloning
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