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Sjogren-Larsson syndrome associated with the ALDH3A2 gene. Advances in Protein Chemistry and
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3 DNA Repair Gene (XRCC1) Polymorphism (Arg399Gln) Associated with Schizophrenia in South L
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and Structural Biology, 2019, 114, 315-339

An integrative analysis to distinguish between emphysema (EML) and alpha-1 antitrypsin
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Mutational landscape of K-Ras substitutions at 12th position-a systematic molecular dynamics
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A computational method to characterize the missense mutations in the catalytic domain of GAA

50 protein causing Pompe disease. Journal of Cellular Biochemistry, 2019, 120, 3491-3505 47 11

Molecular dynamics, residue network analysis, and cross-correlation matrix to characterize the
deleterious missense mutations in GALE causing galactosemia lll. Cell Biochemistry and Biophysics,
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48  substitutions in vitelliform macular dystrophy. Advances in Protein Chemistry and Structural Biology, 53 10
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Schizophrenia. Advances in Protein Chemistry and Structural Biology, 2017, 108, 105-125
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Elucidating the role of interacting residues of the MSH2-MSH6 complex in DNA repair mechanism:
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Investigating the Influence of Hotspot Mutations in Protein-Protein Interaction of IDH1
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subtilis: a molecular docking study. Archives of Microbiology, 2021, 203, 3033-3044




(2020-2021)
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30 with the ACE2 receptor by molecular docking and MM/GBSA approach. Computers in Biology and 7 6
Medicine, 2021, 135, 104654

A computational model to predict the structural and functional consequences of missense
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Investigating the structural impacts of a novel missense variant identified with whole exome

sequencing in an Egyptian patient with propionic acidemia. Molecular Genetics and Metabolism
Reports, 2020, 25, 100645




THIRUMAL KuMmAR D

Integrated approach in LDPE degradation - An application using Winogradsky column,
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