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Fig.z Nucleotide sequence and derived amino acid sequence of rice
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CaM and the comparison with that of barley and alfalfa
1. Nueleotide sequence of rice cam;2, Amino acid sequence of rice CaM;3.Nucleolide sequence

of barley cam;4,Nucleotide sequence of alfalfa cam,(®+*indicates the identical sequence)
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Cloning and Structural Analysis of Calmodulin

Gene From Rice

Liu Zhihua Wu Xiangyu Pan Naisui Chen Zhangliang

(Nationgl Laboratory of Protein Engineering and Plont Genetic
Engineering, Peking University, Beijing 100871)

Calmodulin is a calcium binding protein that modulate the activity
of a diverse group of proteins including some protein kinases, adenylate
cyelases and ATPase, Here we report the cloning and sequencing. of the
full-length ¢DNA encoding calmodulin mRENA from rice (Oryzae sativa),
The first strand eDNA was synthesized using rice leaf mENA in the pr-
esent of 26 and 24 nuclectides as primers according to barley cam sequ-
ence, The calmodulin gene was amplified through PCR hefore it is actu-
ally clond, We found that calmodulin gene consists of 450 bp and the
protein as predicted from DNA sequence, consists of 148 amino acids and
differs from that of barley and alfalfa in only 1 position seperately,The
nucleotide homeoelogy between rice and barley is 90%, heiween rice and
alfalfa is 88% . Calmodulin is a very conservative regulator protein,

Key words Hubei Photoperiod-sensitive Genic Male Sterile Rice (HPGMR);

calmodulin (CaM}; calmodulin gene (cam); polymerase chain reaction
(PCR)
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