The present trends indicate that CoViD-19 pandemic will have an enormous clinical and economic impact on population health. Ongoing research and therapeutic product development are of vital importance for the successful treatment of CoViD-19. Herein, single point mutations of the binding site residues in HCoV-OC43 are predicted using an in silico protein engineering approach, while their effects on the binding to 9-O-acetylated sialic acid (9-O-Ac-Sia) and Hidroxychloroquine (Hcq) are explored. Given that the binding site is conserved in all CoV S glycoproteins, the potential of Hcq to competitively inhibit rapid S-mediated virion attachment in high-density 9-O-Ac-Sia environments is consequently analyzed.
