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Bioinformatic Analysis of MYB Protein Family in Oryza sativa L. ssp. japonica
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Ludong University, Yantai 264025, China ;3 Institute of Bioinformatics, Zhejiang University , Hangzhou 310029 , China)

Abstract 192 MYB proteins were identified in rice genome by searching the Oryza sativa L. ssp. japonica
protein database using Hidden Markov model( HMM ) scan strategy. Among them, 126 were R2ZR3-MYB,
6 were RIR2R3-MYB, and 60 were MYB-related. Further studies showed that the MYB genes were not

randomly distributed in chromosomes,but clustered in chromosomes, especially in chromsome 1,2,3,4,

5,6,7 and 8. Multiple alignment was carried out with MYB proteins using MEME method and the most fa-

vored amino acid at each site of R1 ,R2 and R3 domain were determined. In addition,a preliminary analy-

sis for evolution of the rice MYB protein family also was performed in this paper.

Key words: Oryza sativa L. ssp. japonica; MYB protein; gene family; functional domain; evolution analysis
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