Sample application: SimplePDBBrowser

Overview of the application 

SimplePDBBrowser will be a relatively simple gateway to access Protein Data Bank data. It will allow to search by codes, and for textual data included in PDB headers like, description, techniques used, resolution, source or author. Results of the search will give basic information about the PDB entry and link to the appropriate web pages in the main PDB web site.
Input data. Nature and origin (user input, replicated database, calculation results, etc.). Input validation if necessary. User control, etc. 
User input: User should fill a web form including either a PDB id or some information. Fields available would be:

· PDB code (4 letter code). Will direct to a single entry if available

· Search Fields

· Description, headers, authors, source (text search)

· Resolution (numeric input)

· Technique used (selection of possibles, X Ray, NMR, etc)

· Type of molecule (selection of protein, nucleic acid, complex)

· Year of submission (numeric input)

Data input: Data will be obtained off-line by parsing the index files provided at Protein Data Bank Ftp (/derived_data), and stored in the a database with the appropriate structure. 

Associated applications: No associated applications are needed 

Output. Data, way of presentation (web/email).
Output would be through web pages. 

Search output: Output of a search would be a list of the found hits, showing a limited amount of information just to identify the hit: PDB Id, entry description, type of molecule, source. List items will have links to entries data.

Entry data: Complete information available about the entry, links to the PDB main site, and to other related sites with structural information.

