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Abstract. Plant defensins are low-molecular-weight cysteine-rich proteins, and play important roles in disease
resistance response. Defensin gene identification, chromosomal location and evolution analysis were performed
by bioinformatics methods taking genome sequences of Chinese cabbage and Arabidopsis thaliana as materials.
The results revealed 11 defensin gene members in Chinese cabbage, less than those in A. thaliana (15). The
full genomic DNA was 183 —637 bp in length with open reading frames varying from 183 —363 bp. All defen-
sin genes contained an intron except Bra029208 from Chinese cabbage. Chromosomal location results showed
few sets of genes clustered on chromosomes, and this phenomenon was speculated to be caused by tandem re-
peat. Evolutionary analysis indicated that the 26 defensin members could be divided into 3 types. There were
10 and 13 members in type I and type Il defensin, respectively. However, only 3 members were found in
type Il defensin.
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Fig. 1
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Gene structure of defensin genes from Chinese cabbage and Arabidopsis thaliana

The boxes indicate exons, and the lines show introns

Fig. 2 Chromosomal locations of defensin genes from Arabidopsis thaliana
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Fig. 3 Chromosomal locations of defensin genes from Chinese cabbage
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Fig. 4 Sequence comparison of defensin proteins from
Chinese cabbage and Arabidopsis thaliana
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Fig. 5 Phylogenetic tree of defensins constructed with Neighbour-joining method
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