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Abstract 
 

Sting_RDB is a relational database composed of structural parameters for protein analysis 
operating with a collection of both publicly available data (e.g., PDB [1], HSSP [2], Prosite [3], and 
UniProt [4]) and its proprietary protein sequence and structure (PSS) descriptors, such as 
geometric parameters (e.g., cavity, curvature), physical-chemical parameters (e.g., electrostatic 
potential), and conservation related parameters (e.g., HSSP, evolutionary pressure). The data 
consolidated and integrated into Sting_RDB makes this database one of the most comprehensive 
databases available for analysis of protein structure and sequence. The main features of Sting 
database can be summarized as follows: 

• It is based on indices, which speeds up the search for information and, consequently, 
improves the response time in the PSS analysis process. 

• It is available for different platforms. Currently, it is implemented and available in the 
database MySQL. However, it could be easily ported to other platforms, such as ORACLE 
and Postgres.  

• It greatly reduces storage requirements since it was designed to generate a set of 
relationships that allow one to store information without unnecessary redundancy. 

• It allows users to compare different protein structures, at the same time, which was not 
possible with the previous version (flat files).  

• Its update is much simpler, since it was built on relational database features. 
 

Apart from the features mentioned above, Sting_RDB is now going to be more accessible and 
readily addressable for data warehousing and mining. Most importantly, some effort has been 
made to make the Sting_RDB unique in terms of quality assessment when compared with other 
counterparts in the Bioinformatics domain. To the best of our knowledge, Sting_RDB is one of the 
most comprehensive data repositories for PSS analysis capable of providing its users with a data 
quality indicator. This database is connected to Sting, a Web-based suite of programs for 
comprehensive and simultaneous analysis of structure and sequence [5]. 
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