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Construction of Molecular Phylogenetic Tree based on MATLAB Bioinformatics Toolbox
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( Abstract)

Comparing with classic phylogenetic methods, the molecular phylogenetic analysis can be more scientific and reliable.

The paper outlines the basis of phylogenetic analysis, introduces the distance — based phylogenetic analysis method in detail. The related

experimental results show that MATLAB possesses powerful data processing capability and provides many convenient and practical tool-

boxes, which are beneficial for the research and application to phylogenetic analysis.
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