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Phylogenetic Analysis Research of Land Plants
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Abstract Based on discussing the history of advancement to building the Tree Of Life(TOL) using genetic and genomic information, effective
strategies and methods for the construction of the tree of life, this paper carries out business process analysis and application design. It implements a
phylogenetic analysis platform for the land plants based on this analysis. The platform extracts molecular data from the international public databases
in batch, which is automated acquisition, cleaning function for users to understand the situation of peer data. The process of phylogenetic
reconstruction includes several public modes and tools, such as batch extraction, multiple sequence alignment, cleaning & editing, tree
reconstruction, phylogeny evaluation and visualization. All these procedures demand a number of interactive interfaces for phylogenetic tree
automatic generation and decision-making aids experiment.
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