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A Weighted Distance Method to Construct Parvovirus Phylogenetic Tree
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Abstract: The phylogenetic trees of 30 parvoviruses are reconstructed by the weighted methods of log-correlation
distance and mutual information distance. The trees are made of two branches of parvovirinae and densovirinae, and the
structures are mainly consistent with the eighth report of the International Committee on Taxonomy of Viruses and results
of the existing literature. The tree based on the protein sequences construction is better than that based on entire genome
DNA sequences construction.
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Fig. 1 The phylogenetic tree of 30 parvovirus based on entire genome DNA sequences construction using

the weighted methods of log-correlation distance and mutual information distance
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Fig. 2 The phylogenetic tree of 30 parvovirus based on the protein sequences construction using

the weighted methods of log-correlation distance and mutual information distance
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