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Bioinformation analysis for tooth development-related genes Osr2*

YIN Ji-rong, YANG Kai”, BAI Yu-xing, WANG Bang-kang
Department of Orthodontics Capital Medical University School of Stomatology, Beijing 100050 China

ABSTRACT Objective: The purpose of this research is to provide the idea and reference for biology experiment on the relationship
between Osr2 and tooth development. Methods: Analysis the bioinformatics characteristics of Osr2 by softwares provided by Internet and
homology alignment and phylogenetic analysis. Results: Results show that Osr2 located outside cytomembrane ,has no signal peptide,
hydrophobic protein with C2H2 type Zinc finger domain and CHY-type Zinc finger domain. Osr2 is the transcription factor with high
conserved domain and evolution gradually. Conclusion: It will be very valuable for the deep study of the structure and function of Osr2
further.
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Table 1 The species and their sequences number and identities of Osr2
species Accession number of sequence identity
Mus musculus NP_473390.1 100%
Rattus norvegicus NP_001012118.1 98.55%
Schistosomamansoni XP_002577950.1 71.43%
Caenorhabditis elegans NP_509032.1 56.85%
Ixodes scapularis XP_002404007.1 58.52%
Tribolium castaneum XP_972086.2 77.67%
Anopheles gambiae XP_555242.1 89.53%
Culex quinquefasciatus XP_001854428.1 40.72%
Nasonia vitripennis XP_001603713.1 84.21%
Apis mellifera XP_001120905.1 80.2%
Strongylocentrotus purpuratus XP_781182.2 70%
Ciona intestinalis XP_002132064.1 83.15%
Branchiostoma floridae XP_002587962.1 59.9%
Danio rerio NP_001017694.1 64.87%
Xenopus laevis NP_001090353.1 93.36%
Xenopustropicalis XP_002934454.1 94.88%
Gallus gallus NP_001162180.1 69.41%
Macaca mulatta XP_001095371.1 97.24%
Pan troglodytes XP_519877.1 97.64%
Homo sapiens NP_001135934.1 97.64%
Canis lupus familiaris XP_539101.1 96.85%
Equus caballus XP_001491830.2 97.46%
Sus scrofa XP_001928833.2 96.88%
Bos Taurus NP_001029500.1 96.74%
Oryctolagus cuniculus XP_002710756.1 97.46%
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Table 2 Physical and Chemical Properities of Mouse Osr2

~

Number of amino

The estimated

Grand average of

acids Molecular weight Theoretical pl Instability index halflife Stable or not hydropathicity
276 30487.0 9.51 50.12 30hours N -0.412
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Figurel A Transmembrane domain analysis B Signal peptide analysis

C Phosphorylation site analysis D Hydrophobicity analysis
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Figure 2 Predicted protein domain
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Figure4 The phylogenetic tree of Osr2
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