
 

Supplement Figure S1: Linear regression of the root-to-tip distance of whole-genome HEV 
sequences against sampling time used for subsequent BEAST analyses. 

 

Supplement Figure S2: Comparison of phylogenetic trees of ORF1 and ORF2 of HEV. Trees 
were inferred by using the best fitted model (GTR+F+R3) in IQ-Tree.  


