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Fig. 3 Phosphorylation sites prediction of GRMZM2G052926 protein
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Fig. 7 Secondary structure of GRMZM2G052926 protein
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Fig. 9 Phylogenetic tree of GRMZM2G052926
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Bioinformatics Analysis of the RNA-binding Protein
GRMZM?2G052926 Gene in Maize

SUN Pei-yuan' , WANG Jun-qiang' , HAN Ye-hui' , YU Yun-kai' , XU Jian' ,ZHOU Chao' , LI Xin’
(1. Qigihar Branch of Heilongjiang Academy of Agricultural Sciences, Qigihar, Heilongjiang
161041; 2. Wuchang Rice Research Institute, Heilongjiang Academy of Agricultural Science,
Wuchang, Heilongjiang 150229)

Abstract; In order to study the regulatory mechanism of the maize RNA-binding protein in the maize growth and
development, taking a RNA-binding protein GRMZM2G052926 gene as materials, its characters,including the
physical and chemical properties, transmembrane domain, subcellular localization, functional domain plus the
secondary structure were studied by bioinformatics tools. The results showed that this RNA-binding protein
was an unstable hydrophilic acidic protein containing an open reading frame of 1 335 bp. The molecular weight
of the protein containing two RRM super families was 38. 301 1 kDa. It was no signal peptide.no transmem-
brane domain,located in the cytoplasm,and contained random coil,alpha-helix, extended strand and beta turn.
The phylogenetic results showed that GRMZM2G052926 protein from Zea mays and Os05g0437300 protein
from Oryza sativa were the nearest in genetic relationship, reaching to 87 %.

Keywords: maize; RNA-binding protein; GRMZM2G052926 gene; bioinformatics analysis



