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Analysis of Gene Expression Profiles in Response to Alternaria brassicae in Brassica rapa .

LIU Ying"% XU Wenrjing', DU Qian', YANG Xin-dong’ 1I Qi-yun'
(1. Jilin Academy of Agricultural Sciences Changchun, Jilin 130124; 2. College of Agmonomy, Jilin Agricultural University, Changchun, Jilin 130118)

Abstract; We investigated gene expression changes associated with Alternaria brassicae infection in cabbage using a w hole
gnome microarray from Arabidopsis. According to analysis of profiles, we obtained 385 differentially expressed genes
which included 280 up regulated genes and 105 down regulated geres. The putative functions of the differentially ex-
pressed genes included pathogenesis-related (PR) proteins, defense-related/anti-microbial genes proteins involved in the
oxidative burst, signal transduction pathway, genes related to hormonal responses, molecule transporters, cell mainte-
nance and development, a biotic stress cell structure modification, secondary metabolisms metabolic and synthetic
process, protein degradation related, as well as proteins with unknow n functions. The gene regulation patterns indicated
that a large part of the defense response genes exhibited. In these differential expression genes, most of the detected
genes are involved in transduction.
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