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Prediction and Analysis of Architecture as Well as Function of Brassica rapa Defensin Genes

WANG Rui-xue SHEN Liang-yu ZHAO Jing-hui LI Rong-chong ZHEN Xiao-min ZHANG Tao
College of Life Science Chongqing Normal University Chongqing 400047 China

Abstract The previous reported plant defensin gene amino acid sequences were performed using blast similar alignment program on
Brassica rapa database to predict the candidate defensin gene in Brassica rapa genome by bioinformatic methods the conserved domain
of defensin gene has also been confirmed. We analyzed the variation of upstream region promoter region exon region intron region
and UTR region during the evolution process. In addition the variation of expression pattern as well as cis-regulate element have been
analyzed in this paper. The results demonstrated that defensin genes encoding 60-80 amino acid short peptides and each has eight con-
served cysteine residues. The major function domain of defensin genes maintain relative stable signal peptide sequences have been di-
verged in partial members. The length of intron has three variation patterns that were increase contraction and disappear respectively.
The nucleotide variations in promoter region were remarkable which compare to other regions. The cis-regulate element mainly involved
in light response element defensin response and signal molecule response element. The prediction of the expression pattern may di-
verge in the process of evolution such as gene silencing and selective expression differences.

Key words Brassica rapa defensin duplicate gene evolution



