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In May 2005, our CBI Society held a seminar entitled "Toward development of e-ADMET." The fact that so many attended the workshop made us realize again that CBI society members and non-members alike are very interested in this issue. ADMET, which represents both pharmacokinetics and toxicity, has had a key role in drug development and usage; and the recognition of its importance has been continuing to increase more and more. Nevertheless, there are many problems with ADMET, such as its cost, speed, and so on, to be solved to further expand its use for drug development. 

To overcome these problems, we need to establish a novel method. One way to do this is to develop e-ADMET, by which we can enable advancements in drug development by relying less on "wet" approaches (experimentation), and more on "dry" approaches (informatics and computational science) that can efficiently utilize the knowledge accumulated by our predecessors. Once we establish this approach, the way of carrying out drug development becomes changed, resulting in monetary savings and more efficient use of personnel, materials, and time. Moreover, issues regarding the use of experimental animals and human tissues become less related to drug development.

References
1) F. Collins et al., “A vision for the future of genomic research”, Nature, 422, 835-847(2003).

2) M. Schapira, “Prediction of the binding energy for small molecules, peptides and proteins”, Journal of Molecular Recognition, 12, 177-190(1999).

