
Table S3. Mutation spectra determined in different SARS-CoV-2 lineages 
 
clade relative abundance  of substitution type [%]               
  A>C A>G A>U C>A C>G C>U G>A G>C G>U U>A U>C U>G sum 
S 0.0 4.3 4.3 0.0 0.0 43.5 8.7 4.3 13.0 8.7 13.0 0.0 100.0 
L 0.0 0.0 0.0 0.0 0.0 40.0 40.0 0.0 0.0 0.0 20.0 0.0 100.0 
V 0.0 22.2 0.0 0.0 0.0 33.3 0.0 0.0 33.3 0.0 11.1 0.0 100.0 
O 0.0 4.8 0.0 9.5 0.0 52.4 14.3 4.8 9.5 0.0 4.8 0.0 100.0 
G 0.0 18.2 0.0 9.1 0.0 63.6 0.0 0.0 9.1 0.0 0.0 0.0 100.0 
GH 0.0 9.4 0.0 0.0 0.0 56.3 6.3 3.1 21.9 0.0 3.1 0.0 100.0 
GR 0.0 6.1 9.1 12.1 0.0 27.3 15.2 9.1 6.1 3.0 9.1 3.0 100.0 
GV 0.0 8.3 0.0 0.0 4.2 62.5 0.0 4.2 12.5 0.0 8.3 0.0 100.0 

 
 
  


