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Bioinformatices analysis of the Mycobacterium tuberculosis

Rv3248c gene and its protein of homologous modeling
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Abstract: To analyze Mycobacterium tuberculosis Rv3248c and its encoding protein. To predict its structure
and function with bioinformatices methods. According to the amino acid sequences from NCBI of protein
encoded by the Mycobacterium tuberculosis Rv3248c from NCBI databases, use BLAST, ProtParam, Inter-
proscan and other online bioinformatics tools to predict the protein’'s homology, biochemical properties,con-
served sequence, transmembrane, signal peptide, secondary structure and tertiary structure. The amino acid
sequences of the protein encoded by Rv3248c is highly similar to adenosylhomocysteinase, the protein con-
tains 495 amino acids and no, transmembrane and signal peptide structure, the percent of the alpha helix is
43% ,coil is 41. 8% , beta sheet is 15. 2% , use homology modeling method to construct the tertiary structure
of the protein performance good in quality evaluation. The result is to establish foundation for future re-
search on the structures and function of Rv3248c,and to make preparation for the diagnosis and treatment
of tuberculosis.
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