Link 2: PDB 6W41 2DDS: antibodies against SARS-COV-1 vs. SARS-COV-2

Link 3: PDB 6M0J: mutations may occur across coronaviruses



https://structure.ncbi.nlm.nih.gov/icn3d/share.html?6soVn4ka47phy7a66
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?bkYBrK8WcyM8kD8M6
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?ZuAQgrZHXkNoc1q37

Link 5: PDB 6CS2_6VSB: SARS-COV-1 spike is highly homologous and can be superimposed for the whole trimer
(PDB 6CS2)

Link 6: PDB 6M17 6CS2: the spike Trimer structure (6CSZ) of SARS-COV-1 binding the full length ACE2 peptidase
(PDB 6M17)



https://structure.ncbi.nlm.nih.gov/icn3d/share.html?uNWzXjGCn379S3Gu5
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?vRWRTWJGMR9j5XHt5
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?o4TZdnKVd6JcPw8z8

Link 7: PDB 6M0J 2AJF: compare SARS-CoV-1 and SARS-CoV-2 RBD interfaces by superimposing the two
complexes (quaternary structures) 6MO0J vs. 2AJF

Link 8: PDB 6M0J_3SCJ: compare SARS-CoV-1 and SARS-CoV-2 RBD interfaces by superimposing the two
complexes (quaternary structures) 6M0J vs. 3SCI



https://structure.ncbi.nlm.nih.gov/icn3d/share.html?AMyajRGMPjY2HAu3A
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?qNgcsZQARcxFrcSR9
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https://structure.ncbi.nlm.nih.gov/icn3d/share.html?xwDbyM9eGSCzS57d6
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?UjBF9jtDEUPyKXHo9
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?Qebj9RQymo49ryCy9

Link 12: PDB 6M0J: ACE2-SARS-CoV-2 interface (PDB 6MO0J)

Link 14: PDB 6LZG: the SARS-CoV-2 the interface is composed of 7HBs, 2SBs but also 2 cation-Pi interactions for a
total of 40 non bonded interactions



https://structure.ncbi.nlm.nih.gov/icn3d/share.html?4T4qW9JJj9gw14cW8
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?HCAuQVN47ZkcJGMK7
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?Tx9U4g7DBPrA88aUA

Link 15: PDB 3SCI: the SARS-CoV-1 interface is composed of 5 HBs, 2SBs, 1 CP, 1 PP interactions for a total of 35

nonbond interactions

Link 17: PDB 6MO0J: RBM supersecondary_structure



https://structure.ncbi.nlm.nih.gov/icn3d/share.html?UsQVMtdGSRQ9qV319
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?4GyBkQNwt5v5XqhB7
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?BpW1vpX1M4vCSnrHA

Link 18: PDB 6M0J_4KR0: Comparing MERS to SARS RBM



https://structure.ncbi.nlm.nih.gov/icn3d/share.html?42EwYyUPzBbpRe8U6
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?m5syRCztfo9C2fdX7
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?2e5yreQjVG7fuL8o7

Link 21: PDB 6 WAR: structurally conserved vs MERS RBM, where is aligns within 0.64 A RMS

Link 22: PDB 6M0J_4KRO0: The 2x5 residue long structural pattern with the YxY sequence motif is conserved in
MERS

comparing SARS-CoV-1 and -2



https://structure.ncbi.nlm.nih.gov/icn3d/share.html?3CXbv1AsUGdXTDTZ9
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?D4cq5tDXS3GNyh51A
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?LWTxP49jjx5j7rit9

Link 26: PDB 3DO0I_2AJF: Comparing Civet-CoV/cACE2 (chimeraN-terminus) vs. SARS-CoV-2/hACE2



https://structure.ncbi.nlm.nih.gov/icn3d/share.html?RFQSmr7BoafTUJF8A
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?YtjxMkvYqAcDsvXt7
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?K24q8LRgpyvK1RPw5
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https://structure.ncbi.nlm.nih.gov/icn3d/share.html?BbfxuwEP4y9eCzNp9
https://structure.ncbi.nlm.nih.gov/icn3d/share.html?JidSY99aAwRngkkV6

