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Abstract

[ Method ] The protein sequences of Arabidopsis MANs were used to search the Maize Genetics and Genomics and NCBI non-redundant protein

(Jiangsu Collaborative Innovation Center of Regional Modern Agriculture and Environ-

[ Objective | To identify B-mannanase genes ( MAN) in maize and analyze their evolutionary mehanisms and expression profiles.

databases to identify all maize MAN genes.The segmental duplication events of maize MAN genes were retrieved in the Plant Genome Duplication
Database.The GSDS 2.0 server was used to analyze the exon/intron structures of genes.The phylogenetic tree was constructed using MEGA7 with
a maximum likelihood method.The expression profiles of maize MAN genes were examined using microarray data.[ Result] The maize genome con-
tains six MAN genes,which are distributed on five chromosomes.No maize MAN genes were found to originate through segmental or tandem dupli-
cation events.Phylogenetic analysis divided plant MAN proteins into three subfamilies (I-I[) ,suggesting that their sequences have diverged.The
structures of maize MAN genes are relatively conserved,and their encoding proteins all have the core motifs for mannanase activity. Maize MAN
genes have distinct expression patterns; some of them have higher expressions in developing leaves,some in meiotic tassels,while others in cole-
optiles, primary roots, pre-pollination cobs,silks and developing seeds.[ Conclusion] These results lay a solid foundation for further functional a-
nalysis of maize MAN genes.

Key words Maize ; Mannanase ; Gene family ; Evolutionary analysis ; Expression analysis
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