
Supplementary Figure 1: Cladogram representation of a maximum likelihood 

phylogeny of ebolavirus genomes with LINs mapped to taxa 

Branch labels are non-parametric bootstrap support values as a percentage of 1200 

bootstrap replicates. Branch lengths are not to scale, and the tree is rooted using midpoint 

rooting. Note that names of taxa are shortened GenBank definitions and not isolate names. 

 




