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We have developed a series of platform databases for pharmacogenomics and toxicogenomics. These include our
in-house databases, such as a binding affinity database for endocrine disruptors (BADB), Receptor Database (RDB). a
cell signaling networks database (CSNDB) and a drug metabolism database for cytochrome P450 (CYP) and
well-known public databases, PIR, SwissProt, PDB, GDB, TRANSFAC, and KEGG. We tried to combine these
databases into an integrated knowledge base that can be used to analyze pharmacogenomics and toxicogenomics. The
knowledge base contains not only molecular structure data of drug and toxic substance target, but also networks
triggered by binding these ligands to their target. We tried to analyse the endocrine disruption using this knowledge
base, associating with microarray experiments and a theoretical approach using ab initio fragment molecular orbital
calculation. The pathway difference in the agonist / antagonist binding to the same receptor and the relation between

dioxin and diabetes are included.



