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ABC-LASSO robustness analysis.
As the EBOV phylogeny from [1] is partially unresolved, we wanted to verify the

robustness of our ABC-LASSO algorithm to the phylogenetic uncertainty about
the tree topology.

To do so, we downloaded the sequence alignment from [1] and reproduced
the phylogenetic inferences of [1] using RAxML v8.2 [2]. Indeed, as in [1], we
ran fifty instances of RAxML inference from a random starting tree, using the
GTRΓ nucleotide substitution model and the bootstrapping algorithm with 10
pseudoreplicates. Then instead of taking the best scoring tree, we kept the 10
best. RAxML likelihood scores associated with all trees were very close (the score
of the phylogeny from Gire et al. is −35018.708 ; scores of the 10 best replicates lie
between −35018.706 and −35018.701 ; and scores of the 50 replicates lie between
−35018.828 and −35018.701). Our 10 best trees were time-scaled using LSD soft-
ware, as the tree from Gire et al.. We computed all the summary statistics on the
resulting time-scaled phylogenies and performed the same ABC-LASSO inferences
as for the tree from Gire et al., using the same set of simulated trees for ABC.

We also computed the Robinson-Foulds (RF) bi-partition distance between
the 10 newly inferred trees and the tree from Gire et al., to measure topological
dissimilarities [3]. This was done using the program treedist from PHYLIP
v3.696 [4]. We normalized the distance measurements by the maximal RF distance
for a rooted tree: RFmax = 2(n− 2), where n is the number of taxa.
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