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Evola: Ortholog database of all human genes in H-InvDB with manual
curation of phylogenetic trees.

Matsuya A, Sakate R, Kawaharay, et al.
Nucleic Acids Res. D787-792 (2008)

A web tool for comparative genomics: G-compass.
Fujii Y, Itoh T, Sakate R, et al.

~oms 2CA AL £9 (DNNC)
Geric 504, 409-04£ (£4UUD)

G-compass: A web-based comparative genome browser between human
and other vertebrate genomes.

Kawahara Y, Sakate R, Matsuya A, et al.
Bioinformatics 25, 3321-2 (2009)



