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Fig. S2 Tangle-tree analysis for possible recombinants.

FIG. S2 Tangle-tree analysis for possible EV-D68 recombinants. Phylogenetic trees of sequences coding for VP4-VP1
(5" region) and 2A-3D (3’ region) are congruent at the level of major clades, suggesting little inter-clade recombination. Trees
were calculated using the nextstrain analysis pipeline and visualized using nextstrain’s auspice.



bioRxiv preprint doi: https://doi.org/10.1101/420836; this version posted March 4, 2019. The copyright holder for this preprint (which was not
certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

18

Fig. [S3] Minor variant consistency of in repeatedly sampled individuals.
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FIG. S3 Minor variant consistency in repeatedly sampled individuals. Each panel shows a scatter plot of minor variant
frequencies in two samples from the same individual, sampled between 0 and 7 days apart. As expected, most iSNVs are at
frequencies below one percent but some samples harbor iSNVs in the range of 10%. Their frequencies are largely concordant
for samples 1 day apart, but deviate in the samples that are 2 or 7 days apart.
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Fig. [54] Analysis of multiple introductions into the Sweden during the 2016 outbreak
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FIG. S4 Swedish samples are not monophyletic. This figures show a tree in which all branches with less than 90%
bootstrap support are collapsed (bootstrap values are shown on remaining branches) and monophyletic clusters of exclusively
Swedish samples are colored in green. Even after reducing the tree to well supported branches, Swedish samples are interspersed
with North American samples. There are at least eight “Sweden only”-clades that are separated from other Swedish clades by

international isolates.
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