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[bookmark: _GoBack]Supplementary Figure 1. Mean intra-host genetic distance. Color denotes group: gray are the 2,914 individuals with monophyletic virus in which no consecutive virus is >0.015 substitutions/site divergent; red are the 240 individuals with monophyletic virus in which ≥1 consecutive virus is >0.015 substitutions/site divergent from the previous genotype; blue are the 149 individuals with monophyletic virus in which ≥1 consecutive virus is >0.015 substitutions/site divergent.
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