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WFFER R OMEE (330) : New system to construct ortholog dataset for organisms whose
genome sequence data are available was developed. Ortholog is a homolog derived from
speciation. The ortholog dataset is made with amino acid sequence data for all organisms
by this system automatically. Since out-paralogs and horizontally transferred gene are
removed from the dataset through the system, the dataset is suitable for phylogenetic
analysis with massive amount of gene data.
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