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Exploration of subsite binding specificity of human cathepsin D through Rinetics and rulea€based
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Structure and Possible Function of Aspartic Proteinases in Barley and other Plants. Advances in
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Three-dimensional models corresponding to the C-terminal domain of human I+A- and 1+B-crystallins
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Structural plasticity associated with the 12-propeller architecture. International Journal of Biological
Macromolecules, 2004, 34, 55-61.

Analysis of disulphide bond connectivity patterns in protein tertiary structure. International Journal 75 1
of Biological Macromolecules, 2006, 38, 174-179. :

Comparative analyses of the proteins from Mycobacterium tuberculosis and human genomes:
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Three-dimensional models of Mycobacterium tuberculosis proteins Rv1555, Rv1554 and their docking

analyses with sildenafil, tadalafil, vardenafil drugs, suggest interference with quinol binding likely
to affect proteind€™s function. BMC Structural Biology, 2018, 18, 5.

PSSARD: Protein sequence-structure analysis relational database. International Journal of Biological

20 Macromolecules, 2005, 36, 259-262. 7:5 5

PSSARD (2.0): A database server for making flexible queries relating amino acid sequences to
main-chain secondary structure conformations for proteins of known three-dimensional structure
and certain useful applications. International Journal of Biological Macromolecules, 2007, 41, 109-113.

Analyses of the Sequence and Structural Properties Corresponding to Pentapeptide and Large
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