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Reprofiling of approved drugs against SARS-CoV-2 main protease: an in-silico study. Journal of
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A novel inhibitor L755507 efficiently blocks c-Myca€“MAX heterodimerization and induces apoptosis in
cancer cells. Journal of Biological Chemistry, 2021, 297, 100903.

Salvianolic acid B noncovalently interacts withAdisordered c-Myc: a computational and

spectroscopic-based study. Future Medicinal Chemistry, 2021, 13, 1341-1352. 11 4

Conformational dynamics of 13 amino acids long NSP11 of SARS-CoV-2 under membrane mimetics and
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