Increased RNA virus population diversity improves adaptability
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Figure S1. Analysis of library diversity by Sanger sequencing.

A. The average fraction of the number of codon mutations observed per clone in the three mutagenized
libraries. B. The average fraction of single, double, and triple mutations within each codon mutation in
the three mutagenized libraries.
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Figure S2. Positions mutated in evolved populations occur in variable positions

Positions where mutations were observed in the thermal selected populations occur at more variable
positions in enterovirus B sequences versus all other positions, as judged by Shannon entropy.



