SID Technology: process and content.
Analysing the surface topology of proteins provides an insight into the way that the protein behaves, particularly in the context of identifying potential drug targets. 

A protein is a chain (or combination of chains) of amino acids. The chain comprises of a backbone that includes one of the carbon atoms from each amino acid in the chain. The SID approach utilises physical properties relating to amino acids such as temperature factor, atomic weight, hydropathy,  druggability and a range of locational parameters such as the position of the amino acid in the chain. These parameters, both singly and in combinations provide useful information that can lead to the identification of the particular points of weakness in a protein that might render it susceptible to pharmacological action. The behaviour of structures in a protein is influenced by parameter values within a particular locality rather than at a particular point. The SID software uses the concept of a microenvironment (the localised three dimensional spherical neighbourhood surrounding a particular point) to provide a basis for characterising the topology.
The SID approach is manifested in two software variants: ProSID and NuSID. These address the application of the analysis technique to proteins and nucleic acids. The ProSID system is based on protein data extracted from the Protein Data Bank (PDB). This collection contains the details of approximately 70000 structures for each of which many variants (1000 or more) may contain useful information for drug researchers. The extent of this data set makes it essential to provide data mining techniques over the SID database to enable useful data to be located.
Output from the software is currently the subject of licensing negotiations between the University of Strathclyde and an in silico drug discovery company 
