
Supplementary data. Sequence alignments used for homology modelling. Conserved residues are 
labelled in dark green, same residues in lighter green and residues with similar properties in yellow.

SARS-CoV-2 S protein – close state

Sequence identity: 66%



SARS-CoV-2 S protein – open state

Sequence identity: 10%

In this case, the sequence identity is very low because the template structures used to model SARS-CoV-
2 S protein in the open conformation with PDB ID 6LZG and 6M0J are the structures of the S protein RBD 
domain. Therefore, when the sequences of these structures are aligned with the sequences of the 
template structures with PDB ID 6VSB, 6VYB and 5X5B – which are the structures of an entire S protein 
monomer –  the only region of the alignment in which the sequences of all the template structures align 
is in the section of the sequences corresponding the RBD.



SARS-CoV S protein – close state

Sequence identity: 100%

SARS-CoV S protein – open state

Sequence identity: 100%


