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Comparation of key enzymes of gibberellin biosynthesis
between normal catkin and short catkin
in Castanea mollissima BI.
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Abstract This paper is concerned on the molecular mechanisms of gibberellin decrease in mutant catkins. We used
cDNA sequence alignment of the gibberellin biosynthesis key enzymes ent-copaly! diphosphate synthase (CPS) , ent-
kaurene synthase (KS) , ent-kaurene oxidase (KO) ,ent-kaurenoic acid oxidase (KAO) , GA 20-oxidase 1 (GA200x1)
and GA 3-oxidase 1(GA30x1),and KO DNA sequence alignment between wild type and mutant catkins. The result
revealed that there were three different bases in 872,1 115 and 1 150 bp in KO open reading frame, which converted
Glu, Tyr, Tyr to Gly,Phe,His,leding to the change of the transmembrane region. The cDNA point mutations were caused
by sequence differences of DNA. It is speculated that the short catkin may be caused by the mutation of the KO gene.
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Fig.1 DNA PCR amplification of wild
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Fig. 2 Conserved sequence comparison
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Fig. 3 Comparison of the secondary structure and transmembrane region between KO2 and KO3
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in wild and mutant catkin
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