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BioSun2.0 a comprehensive software for molecular biology experiments

ZHA Lei YING Xiao-Min CAO Yuan LI Hua LI Wu-Ju”
Center of Computational Biology Institute of Basic Medical Sciences Academy of Military Medical Sciences Beijing
100850 China

Abstract  BioSunl.O was released by in 2004. It is a comprehensive bioinformatics software of computer-aided design
of molecular biology experiments. In order to provide better tools for biomedical scientists the BioSun have been updated
recently to version 2.0. The functions such as Blast-based comparison multiple sequence alignments construction of phy-
logenic tree 3D representation of a protein RNA secondary structures prediction sequence format conversion and others
were added in the new version. Finally a detailed comparison of BioSun2. 0 with the commercial software which includes
DNASIS MAX 2.05 DNAStar 5.0 Vector NTI 9.1 and BioEdit 7. 0 was provided. The results show that BioSun2. 0 has
the characteristics such as easy operation multiple functions and high quality/price ratio and can fulfill the common re-
quirements of biomedical Labs.
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