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Table S2 – Phylogenetic comparison of whole genome 
sequences versus concatenated NS5A+NS5B sequences of 



the DAHHS 1 samples

 
 



 
Figure S1: Upper phylogenetic tree consists of the whole genome sequences of the DAHHS 1 
samples. The lower phylogenetic tree consists of the same DAHHS 1 samples only we used the 
concatenated NS5A+NS5B parts. Maximum likelihood analysis was performed with a GTR+G4+I 
model. We did not find any differences in the cluster structure and number of clusters in the tree.   

 


