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An extensive computational approach to analyze and characterize the functional mutations in the
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Mutational landscape of K-Ras substitutions at 12th position-a systematic molecular dynamics
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serine/threonine-protein kinase (AKT1) and screening inhibitors against the oncogenic E17K
mutation causing breast cancer. Computers in Biology and Medicine, 2019, 115, 103513

Inhibition of the ATPase Domain of Human Topoisomerase lla on HepG2 Cells by 1,
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