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Fig 1. The plots generated by autodock vina software. These interactions are  complex between SARS-CoV-2 spike protein complex;   a) anakinra (binding energy=-7.4 kcal/mol), b) chloroquine (binding energy=-7.2 kcal/mol), c) comostat (binding energy=-8.8 kcal/mol), d) favipiravir (binding energy=-5 kcal/mol), e) lamirudine (binding energy=-6 kcal/mol), f) lostartan (binding energy=-6.7 kcal/mol), g) pepstatin (binding energy=-9.5 kcal/mol), h) ribavirin (binding energy=-6.9 kcal/mol).
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Fig  2. The plots generated by LigPlot+ program. Hydrogen binding (blue line) and hydrophobic interactions ( red line) pockets of SARS-CoV-2 spike protein:drugs complexs ;   a) anakinra, b) chloroquine, c) comostat, d) favipiravir, e) lamirudine, f) lostartan and h) ribavirin.
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