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Abstract: Ascorbate peroxidase ( APX) is one of the key enzymes of the plant antioxidant system which re-
sponds to enviorment stresses. In this study, a novel gene ( BnAPXI) was isolated and characterized from Zhongzhu
1 ramie based on the sequence of Unigene42508 fragment by RT-PCR and RACE methods. BnAPXI consists of
1201 bp nucleotides, contains an ORF of 289 amino acids which encoding a 31.4 kDa protein with a pl value of
5. 88. The similarity comparison revealed that the deduced amino acid sequence shared 84% , 82% , 81% , 79% ,
80% , and 82% of homology with Gossypium hirsutum (EU244478) , Populus tomentosa ( AY789051) , Zantede-
schia aethiopica ( AF159254) , Glycine max ( AB331961), Vigna unguiculata ( AY466858) and Jatropha curcas
(GQ337076). Real-time quantitative PCR was used to analyze expression pattern of BnAPXI in different organs
and under Cd stress. We found that BnAPX] was mainly expressed in young leaves and highly induced in roots by
Cd stress. These results indicated that BnAPX1 might be involved in response to Cd stress. The isolation and ex-
pression analysis of BnAPX1 gene could establish the foundation for the future study in the mechanism of Cd stress.
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Fig.3 Alignment of the deduced BnAPX1 amino acid sequence and
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