Supporting information

for

SAR, Molecular Docking and Molecular Dynamic Simulation of Natural inhibitors against
SARS-CoV-19 Mpro spike protein
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Fig. SI. 1: Two-dimensional (a), three-dimensional (b) and residue interactions analysis (¢)
based structures of P-1 to P-10 complexes except for P7-6L.LU7 complex.
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