Sequence and Structure based sub-classification of HNH domains 

V. Alaguraj#, Vishal Acharya, Preeti Mehta, Taru Deva and S. Krishnaswamy* 

Centre of Excellence in Bioinformatics, School of Biotechnology, Madurai Kamaraj University, Madurai 

Email : krishna@mrna.tn.nic.in
Domains are considered as the basic units of protein folding, evolution, and function. Decomposing each protein into modular domains and each domain into subclasses is thus helpful for functional understanding. The domain HNHc (SMART id: SM00507) is associated with a range of DNA binding proteins, performing a variety of DNA binding and cutting functions. HNH domain protein sequences have been collected and organized into a database, HNHDb (http://bicmku.in:8083/hnhdb). These have been sub-classified using a methodology used earlier (Mehta et al 2004) to identify the underlying motifs that differentiate the sub classes. Structural superposition, analysis and molecular dynamics of the available HNH domain containing structures have been used to understand the sub classification. Reference: Preeti Mehta, Krishnamohan Katta and Sankaran Krishnaswamy(2004). HNH family subclassification leads to identification of commonality in the His-Me endonuclease superfamily.. Protein Science, 13:295-300.

