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Abstract  Objective: The objective of the paper was to analyze the characteristics of putative nucleocapsid protein
sequence of Severe Acute Respiraiory Syndrome Coronavirus ( SARS CoV) and provide information for the further study
of their structure and function. Methods: A series of bioinformatic tools and sofiware such as Clustal X, DNATools,
DNASIS, SMART, TMHMM Server, ProtParan Tools and so on were used to compare and analyze the SARS CoV
nucleocapsid protein (DS as well as coding protein sequences from GenBank. Results: The gene sequence of 15
different-sourced SARS CoV putative nucleocapsid proteins has 5 variances resulting in 4 mutaions occurred in its
anino acid sequence. Four significant low compositional complexities were predicted and no coiled coil, TMH and signal
peptide were found. Conclusion: The gene mutation resulted in the functional sites changed in some sequences and did
not influence the antigenic determinants.
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