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Table 1 Predicted subcellular localization
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Bioinformatics Analysis of the Gene GRMZM2G398848
Related to Kernel Row Number in Maize

SUN Pei-yuan
(Qigihar Branch of Heilongjiang Academy of Agricultural Sciences, Qiqihar, Heilongjiang

161041)

Abstract : The characters of the gene GRMZM2(G398848 related to kernel row number was analyzed by bioinfor-

matics tools, including the physical and chemical properties, transmembrane domain, subcellular localization,

functional domain and 3D structure. The results showed that this protein was an unstable hydrophilic protein

containing 9 195 atoms. The molecular weight of the protein containing a F-box superfamily and two AMNI su-

perfamilies was 65. 681 1 kDa. It was no signal peptide,no transmembrane domain,and contained alpha-helix.

random coil, extended strand and § folding.

Keywords: maize; kernel row number; GRMZM2G398848; bioinformatics analysis



