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Abstract Objective To analysis the identity of dengue virus [ - IV gene homology and prediction of DENV II C protein second-
ary structure, for more understanding of the difference between four DENV serotype and capsid protein C. Methods The identity analysis
of dengue virus gene homology was used DNAMAN molecular biology software and DENCV II C protein secondary structure prediction was
used the protein structure prediction online website. Results In dengue virus genome homology analysis, DENV [ with [l with high ho-
mology was 72% nevertheless DENV [ — IV with lowest homology was 67% . The gene of dengue virus, the high homology was prM, how-
ever the lowest homology was NS3a. In the amino acid of coding Capsid, the most percentage was arginine,and there may be more protein
binding sites. Conclusion The analysis of genome homologous map find that DENV [ - IV in structure gene (C, prM, E) and unstruc-
tured gene( NSI NS2b and NS3) had higher identity, at the same time through the protein secondary structure prediction discover DENV 11
C protein may possess molecular recognition and protein skeleton, and other functions.
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