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Appendix 2: Isolated Ngari virus L, M, and S segment distance matrix 

L segment 

Distance matrix of the RdRp protein showing representative viruses and samples sequenced in 

this study. Light grey to dark shades indicates nucleotide distances.   

 

M segment 

Distance matrix of the glycoprotein showing representative viruses and samples sequenced in 

this study. Light grey to dark shades indicates nucleotide distances.   
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S segment 

Distance matrix of the nucleoprotein showing representative viruses and samples sequenced in 

this study. Light grey to dark shades indicates nucleotide distances.   

 

 
 
 

 

©©  UUnniivveerrssiittyy  ooff  PPrreettoorriiaa  

 




