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Table.1: Various Corona viral receptors selected for the in-silico analysis, their PDB id, name of the receptor as per the RCSB PDB website and the 3D structure of the proteins
[bookmark: _Hlk50792628]
	S.No
	PDB ID and Description
	Resolution (Å)
	Organism
	Expression System
	Mutation

	1
	7BZ5 Structure of COVID-19 alpha variant virus spike receptor-binding domain complexed with a neutralising antibody
[image: ]
	1.84
	Severe acute respiratory syndrome coronavirus 2, Homo sapiens

	Homo sapiens
	No

	2
	7V7V Cryo-EM structure of the SARS-CoV-2 Delta variant , Spike glycoprotein
[image: ]
	3.1
	
	
	Yes

	3
	7T9J Cryo-EM structure of the SARS-CoV-2 Omicron spike protein
[image: ]

	
2.79
	
	
	Yes


Table.4: Selected proteins of multi variants of Corona Viral Spike protein
[image: ]
Table.5: Molecular docking studies of multi-targeting molecules against multiple variants of corona viral spike protein
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