Figure S4: Validation of Sanger-Based Genome Ratio Assessments
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Aedes albopictus (Thailand) mosquitoes were fed chikungunya virus (CHIKV) mixtures of strain SLO7 wild type and either E2-R198Q,
E2-L210Q, E2-K333E, or E2-K252Q at approximately equal ratios (mean = 1:1.31, median = 1:1.17) and a combined concentration of
1x107 PFU/ml. After ten days, bodies and heads were harvested. Bodies were screened for the presence of CHIKV by CPE assay.
Eight heads per cohort were selected, each with a CHIKV-positive body. RNA was extracted from the heads, and subjected to both
Sanger sequencing (as described in the methods section) and pyrosequencing. The correlation between each method’s detected
percentage of wild type and mutant genomes were assessed by linear regression and by Spearman’s correlation.





