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Utilities and Features Under Development

Introduction:

The large and growing body of experimental data on
biomolecular binding is of enormous value in developing a
deeper understanding of molecular biology, in developing
new therapeutics, and In various molecular design
applications. However, most of these data are found only in
the published literature and are therefore difficult to access
and use. BindingDB is a public web-accessible database of

Chemical Similarity Visual Representations

BindingDB provides users the ability to run a chemical An interactive network representation was created using Cobweb

similarity search with one of three methods: to assist In viewing the target In the context of neighbors:
1. Maximum similarity http://bioinformatics.charite.de/bindingdb/index.php?id=eHIV-

2. Binary Kernel Discrimination (BKD) 1+Protease
3. Support Vector Machine (SVM)
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