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Abstract

Construction of phylogenetic tree is the
most basic and important tool to analyze the
evaluated process among objects. There are
many construction tools of phylogenetic trees,
each tool does not construct the same
phylogenetic tree. We first select 10 popular
construction tools of phylogenetic tree and 10
groups of objects, measure their RF
(Robinson-Foulds) distances, and decide the
first two optima tools are PHYLIP and
ClustalW. And then we derive agorithms to
combine the above two phylogenetic trees, and
prove the combined tree is the optimal of
measuring RF distance. The experimental
results finally show that our tool isthe optimal.
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