
protein  virus  NCBI reference aa number % of identity 

nucleocapsid SARS-CoV-2 YP_009724397.2 419  100.00 

nucleocapsid SARS-CoV AYV99827.1   422  89.74 

nucleocapsid HC OC43 YP_009555245.1 448  33.74 

nucleocapsid HUK1  ARU07581.1  441  33.59 

nucleocapsid HC NL63 ABI20791.1  377  29.25 

nucleocapsid HC E229 AGW80953.1  389  28.10  

 

Supplementary Table S1. N-protein percentage of identity (% of identity) among human corona 

viruses. Identity was calculated using Clustal Omega at https://www.ebi.ac.uk/Tools/msa/clustalo/ 

feeding the server with the indicated NCBI reference sequences. 

 



 

Supplementary Figure S1. Nucleocapsid homology among SARS-Cov-2 and HCoV-NL63, 
HCoV-229E, HCoV-OC43, HCoV-HKU1. Amino acids identical are marked by*. Amino acid 
numbering is shown on the right, NCBI Reference Sequence number is indicated at the left. 
ABI20791.1 indicates HCoV-NL63, AGW80953.1 represents HCoV-229E, YP_009724397.2 
represents SARS-Cov-2,represents SARS-CoV, YP_009555245.1 represents HCoV-OC43, 
ARU07581.1 represents HCoV-HKU1. 



 

Supplementary Figure S2. Multiple slot immunoblotting against the N protein variants N(1-
419) and N(100-300) in participants categorized as borderline positive by ELISA. Sera 
(diluted 1/100) from 3 donors at different time points (0, 3, 6 and 9 months) and a positive 
control were loaded into each slot. At the top of the blot is the time point of sample 
collection. The N protein variant is shown on the right and the numbers at the bottom 
indicate the individual donors. 

 


