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Abstract Abscisic acid (ABA) plays important roles in plant growth and development as well as in stress responses.
8'- hydroxylase is the key enzyme for ABA catabolism and it can degrade endogenous ABA levels in plants. In this
study, we used RT-PCR method to obtain the full-length of AhCY P707A 4 open reading frame (ORF) from Minhua
6 peanut leaf. The length of ALCYP707A4 ORF was 1 446 bp encoding 481 predicted amino acids. Bioinformatics
analysis showed that AhCYP707A4 has a signal peptide sequence with 32 amino acid residues at the N side,
followed by P450 protein conservative area. This features conform to the structure characteristics of the typical
P450 proteins. Multiple sequence alignment of CYP707A4 proteins revealed that the AhCYP707A4 has a high
conservative in sequence. Real-time PCR analysis showed that AhCYP707A4 gene can express in the pericarp,
testa and embryo at different stages. It has the highest expression level in pericarp and testa at 40 DAP. However,
the relative expression level in embryo reached the highest at 60 DAP. AhCYP707A4 may play an important
regulatory role in peanut development process and is an candidate gene related to peanut seed development
especially embryo development.
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Figure 1 Agarose gel electrophoresis of total RNA in peanut leaf
and ORF-production
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Figure 6 Relatice expression levels of AhCYP707A in different seed development stages
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