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Study on the Genes Related to the Fruits' Dehiscence in Higher Plant

YANG Aizhen"?, ZHANG Zhi-yi', ZHAO Fukuan’ WANG You-nian’
(1. College of Biology, Beijing Forestty University, Beijing 10008% China; 2. Department of Biotechnology, Beijing University of Agriculture
Beijing 102206, China)

Abstract: This paper took Arabidopsis thaliana as an example, outlined the genes and downstream genes relavant to the
formation of disassociation layer after fruits ripen, explored the interaction between genes, lay the theoretical foundation
of the fruits dehiscence regulation, lead ways to solve agricultural practice.
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The Application of the Bioinformatics in Finding New Genes

WEI Xiaochun ZHENG Qun
(Horticultural Department Shihezi University, Shihezi, Xinjiang 832000 China)

Abstract; T he finding of the new genes is of great important to the research and development of the plant sdence. For

new genes could be applied to enhance the resistance, improve the output, better the quality of the plant etc. Thus

bioinformatics plays a large role all the time in the methods of finding new genes.
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