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Analyzing Nucleotide Sequences of Influenza Viruses Based on Phylogenetic Distance
between Positions

Hirata, Kouichi
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In this research, we have analyzed nucleotide sequences of influenza A viruses
based on the relabeled phylogenetic tree obtained by replacing labels of leaves in a reconstructed
Bhylogenetic tree with nucleotides at a position and the trimmed phylogenetic tree obtained by trimming

inary branches in a relabeled phylogenetic tree as possible. First, by introducing a trim distance
between trimmed phylogenetic trees, we have applied the clustering to positions based on the trim
distance as pandemic analysis for influenza A viruses. Next, by introducing an agreement subtree mapping
kernel and a leaf-path kernel that are tractable and applicable to phylogenetic trees, we have classified
relabeled and trimmed phylogenetic trees as pandemic analysis, regional analysis and analysis of
positions in packaging signals for influenza A viruses.
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