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» Additional passaging of mutVirus.p| (mutVirus.p2) increased
the proportion of mKate+ cells and improved viral titers. This
s likely due to additional selection of non-functional viral
variants and expansion of more pathogenic mutants.
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Passage into other host cells (1.e., C6/36, fibroblasts, etc.)
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Figure 7 (above). Bar graph displays nonsynonymous, synonymous and stop codon mutation

X frequencies for the mutDNA and wtDNA libraries. Nonsynonymous mutations are broken into 1/2/3

nucleotide changes for both libraries. For the nonsynonymous mutations, the per codon mutation

frequency is shown across the entire mutagenized region for mutDNA (pink) and wtDNA (teal) in the

X X line plot shown above. For the mutDNA library, amino acid diversity for the mutated region is shown in

the above logo plot for all nonsynonymous mutations with all WT amino acids removed for each
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