
 
  

Supplemental Table 1. SARS-CoV-2 sequences utilized in this study. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

   



 

Coding 

region  

Nucleotide  

site  

Nucleotide change  Amino acid 

change  

5'UTR  
210  G>T  -  

 241  C>T  -  

ORF 1ab  

3037  

4181  

6402  

7124  

8986  

9053  

10029  

C>T  

G>T  

C>T  

C>T  

C>T  

G>T  

C>T  

-  

A>S  

P>L  

P>S  

-  

V>L  

T>I  

 11201  A>G  T>A  

 11333  A>G  -  

 14408  C>T  P>L  

 15451  C>A  G>S  

 16467  C>T  P>L  

 19220  C>T  A>V  

S  

21618  

22911  

22989  

C>G  

T>G  

C>A  

T>R  

L>R  

T>K  

 23397  A>G  D>G  

 23598  C>G  P>R  

 24404  G>A  D>N  

3a  25497  C>T  S>L  

E  26761  T>C  I>T  

7ab  
27632  T>C  V>A  

 27746  C>T  T>I  

8  27868  C>T  T>I  

N  

28448  

28868  

A>G  

G>T  

D>G R>M  

 28903  G>T  G>L  

 29389  G>T  D>Y  

 3'UTR  29729  G>T  -  

 
Supplemental Table 2. SARS-CoV-2 Kansas genomic changes. Nucleotide and amino acid changes are 

indicated.   

 


