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Related functional analysis of Ptcor8 gene by bioinformatic
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(1. College of Horticulture and Landscape, Hunan Agricultural University, Changsha 410128, China; 2.Changsha
Sub-Center, National Center for Citrus Improvement, Changsha 410128, China )

Abstract: The physical and chemical properties, transmembrane region, hydrophobicity/hydrophilicity, secondary
structure, functional domain, functional category and homology tree of Ptcor8 were analyzed by using bioinformatics
methods .Results showed that Ptcor8 belongs to cold acclimation protein WCOR413 family and possesses a potential
ORF of 621 bp sizes encoding 206 amino acid residues. Predicted by bioinformatic analysis tools such as ProParam,
PSORT, MotifScan, CCD, TMHMM and NetPhos, the protein coded by Ptcor8, with molecular weight 2.28x10° and pl
9.4, possesses five hydropathicity regions, five transmembrane helix, six serine phosphorylation sites and one WCOR413
domain. Both subcell identification and molecular evolutionary investigation demonstrate that Ptcor§ protein belongs to

PM type. Ptcor8 is a cold-induced gene and play an important role in imporving plant cold tolerance.
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ExPASy ProtParam  http://www.expasy.org/tools/protparam.html Ptcor8
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PSORT http://psort.nibb.ac.jp bp
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Fig.2 Result of multiple alignment for target Ptcor8 sequence with 5 protein sequences sharing relative higher homology

with the target sequence by DNAMAN
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