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Figure S4 (page 2)

Figure S4. ELISA binding of the 147 mAbs to RBD WT (grey), N439K (blue), K417V 
(yellow) and N439K/K417V (red). AUC used for quantification is highlighted. 
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Figure S5A

Figure S5A. Binding of 15 selected mAbs to RBD WT (grey), N439K (blue), 
K417V (yellow) and N439K/K417V (red) as measured by BLI. 



Figure S5B

Figure S5B. VSV pseudovirus neutralization curves of all mAbs tested. 
Representative of n=3, bars = STD
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Table S1. Details of the sarbecovirus sequences used for Figure S1. The top 8 
sequences shaded in gray were used for the similarity plot and all 69 
sequences were used for the entropy plot.



Table S2 Parameter estimates on the link scale from the model estimating the impact 
of the N439K mutation on the Ct value of patients infected with SARS-CoV-2 in 
Scotland. Credible intervals represent 95% the shortest posterior density intervals. 
The difference between D614G/N349 and D614G/N349K was estimated by direct 
subtraction of the Hamiltonian Monte Carlo samples of the D614G/N349K estimate 
from the D614G/N349 estimate. Ct value did not appear strongly correlated with 
biological sex or age after controlling for the other factors. Patients infected with 
related viral genomes had correlated Ct values at testing potentially implying that 
there are other undescribed mutations in the genome that are affecting the viral load. 

Table S3 Parameter estimates on the link scale from the model estimating the impact 
of the N439K mutation on the severity of infection of patients infected with SARS-CoV-
2 in Scotland. Credible intervals represent 95% the shortest posterior density intervals. 
Thresholds correspond to the positions of the boundaries between the different 
severity classes.



Sample SNP Amino Acid Change
Gene Mutation

GLA1 C3037T nsp12 P323L
C14408T S D614G
A23403G E V5A
A24388T
T26258C

GLA2 C3037T nsp12 P323L
C14408T nsp15 V35A
T19724C S N439K
C22879A S D614G
A23403G ORF 10 V6F
G29573T

Table S4 Nucleotide Differences between GLA1 and GLA2. SNPs determined by Cov-
GLUE on consensus sequences relative to Wuhan-Hu-1 (NC_045512.2).


