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T LR R A B KPR, A T e LG (. Abstract: Construction of phylogenetic
trees is a key means in molecular evolutionary studies. The methods of constructing phylogenetic
trees include the distance—based methods, parsimony, maximum likelihood, and Bayesian inference
methods. To resolve a special problem about phylogeny, several notices are necessary: first, to
select the reasonable data at less bias as possible; second, to choose the proper method to
reconstruct phylogenetic tree; third, to evaluate the conclusions and explain them on the field of
evolution. The present paper provides a brief introduction of the principles of data selection and
tree—construction methods, and discusses about their advantage and disadvantage points
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