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Computer Aided Drug Design and Molecular Modeling lab, Department of Bioinformatics,
Alagappa University, Karaikudi — 630 004, Tamil Nadu, India.

(Email:skysanjeev@gmail.com)
3D-QSAR Pharmacophore Based Studies of Ache Complexes, with
Resveratrol similar Compounds: a new Insight for Alzheimer’s Diseases
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through In Silico Approaches
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Computer Aided Drug Design and Molecular Modelling Lab, Department of Bioinformatics,
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Mutase Inhibitors from Pyrococcus Horikoshii OT3 — an In Silico
Approach
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'Department of Biotechnology, Rajalakshmi Engineering College, Thandalam, Chennai -602105.
Structural Biology and Biocomputing Lab, Department of Bioinformatics, Alagappa University,

Karaikudi - 630 004, Tamil Nadu, India.
(*Email:jjkanthan@gmail.com)

Crystal Structure of Asparaginyl tRNA Synthetase from
Thermus Thermophilus HB8 and its Complexes
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Jeyaraman Jeyakanthan'®
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Approach
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