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Abstract The molecular characteristics, promoter sequence, protein properties, amino acid sequence and the tertiary structure
were analysed via bioinformatics methods. The phylogenetic tree of the FOX family was build. The result showed that the similarity
of nucleic acid sequence was low, but the homology was not low. Aliphatic amino acid index of protein between 29084 to 79586.1;
GRAVY values ranged from -0.764 to -0.179, and the protein was hydrophilic. The isoelectric point was stablein the FOX subfamily
and can be used as the assistant index of protein classification. The statistics and andysis of the FOX structurad domain conserved
domains and functional sites revealed the differences of protein function. The results of the analysis can provide val uable information
for the study of FOX protein, and provide the basis for further study of the mechanism of the disease in the human body and the

mechanism of the disease about FOX.
Keywords Forkhead box family, Bioinformation, Comparative analysis, Molecular characteristics, Protein properties
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Figure 1 A phylogenetic tree of FOX from different organisms constructed by Neighbor-Joining method on MEGA 5.0
Note: FOXP showed in green box; FOXA showed in red box; FOXO showed in blue box; FOXL showed in yellow box
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Figure 4 The Multi-alignment of amino acid sequences of FOX and 3D structure of FOX established by homology-based modeling
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