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ABSTRACT: Sequence analysis is the basis of Bioinformatics analysis, which can obtain the information embedded in the simple
sequence. The phylogenetic tree, constructed by sequence analysis of biological macromolecules, can provide us with visible evolutionary
relationship among species. The MATLAB7.X bioinformatics toolbox contains several special analysis tools designed by graphic user
interface (GUI), which have the advantages of good interactivity and convenience to use. With these tools, you can achieve all analytic
functions without the commands, improving analytic efficiency greatly. This paper introduces sequence tool-Seqtool and phylogenetic
tree tool-Phytreetool in the field of sequence analysis and the construction of phylogenetic tree. All the operations are sample and effi-
cient, with high degree visualization.
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