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Functional annotation of a full-length
mouse cDNA collection
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Analysis of the mouse transcriptome
based on functional annotation of
60,770 full-length cDNAs
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Harukazu Suzuki et.al, Genome Research, 10, 1758-65, 2001

Protein-protein interaction Panel Using Mouse Full-Length cDNAs

Rintaro Saito et.al, Bioinformatics, 19, 756-63, 2003

Constriction of reliable protein-protein interaction networks with a new interaction generality measures

Harukazu Suzuki et.al, Genome Research, 13(6b), 1534-41, 2003

The Mammalian Protein-Protein Interaction Database and its Viewing System That Is Linked to the Main FANTOM2 Viewer

Mutsumi Kanamori et.al, FEBS letter, 532, 241-46, 2002
NF-k B activator Actl associates with IL-1/Toll pathway adaptor molecule TRAF6

Mutsumi Kanamori et.al, J Biol Chem, in press

The PDZ protein TIP-1 inhibit 3 -catenin transcriptional activity and growth of colorectal cancer cells

Mutsumi Kanamori et.al, Biochem Biophys Res Commun, 290(3), 1108-13

T2BP, a novel TRAF2 binding protein, can activate NF-kapp Ap-1 without TNF stimulation
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