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In this project, we developed a new protein structure alignment method,
contact area-based alignment (CAB-align), which uses the residue-residue contact area to identify
regions of similarity. Our novel algorithm can identify homologous relationships at the residue
level between related protein structures.

The software is freely available to academic users as stand-alone software at http://www.pharm.
kitasato-u.ac.jp/bmd/bmd/Publications.html.
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