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Due to the recent advances in technology like high power tunable synchrotron radiation, powerful digital computers and ambitious structural genomics initiatives from various parts of the globe, there has been a tremendous increase in the number of macromolecular structures (presently, 64500) deposited in the Protein Data Bank.  Understanding the relationship between the macromolecular structure and its function is of paramount importance in the field of structural and chemical biology. The architecture of the macromolecules helps in revealing their functional characteristics.  The principle function lies in the active site which contains the catalytic and binding sites.  Thus, a need is felt for developing and maintaining databases to study and better understand various structural features studded in the three-dimensional macromolecular structures.  To this end, several databases have been developed in our laboratory to study the (a) interactions of various metal ions, (b) binding of ligand molecules in the active site, (c) three-dimensional structures adopted by the peptide fragments, (d) backbone conformation angles and (e) secondary structural elements.  These databases are well curated and annotated and fully loaded with all the macromolecule structures available in its entity. Besides, it works for the non-homologous protein chains (25 % and 90 % sequence identity) also. A free graphics visualization program, Jmol, works on all browsers is interfaced wherever necessary.  These databases are very user-friendly and have been tested extensively on various computing platforms with Mozilla Firefox browser. These databases are up-to-date and intended to serve the scientific community working in the areas of bioinformatics, chemical and structural biology.  Further, they are available free for all the users round the clock.   The details of these databases will be presented. 
