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The Detection by the Method of Molecular Bidogyin Transforming Chinese Cabbage

MA Wei', QU Shuping’s CUI Chong-shi’, XIE Jia-quan'
(1. Heilongjiang U niversity of Chinese Medicine Haibin 150040 China; 2. Northeast Agricultural University, Heilongjiang Haibin 150036
China)

Abstract; The Research transforms Chinese cabbage using Agrobacterium-mediated method. A high effective regenera-
tion and genetic transformation system has been established. The detection by the method of molecular biology, has
proved that the regenerative plants are transgenic progenies were traced and investigated so that heredity, stability and
expression of target gene were researched, the virus resistant stable plants were expected to obtain so that theoretical
base can be established for Chinese cabbage breeding by gene engineering.
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