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Mutation

Circle size is proportional to
the p value (Fisher’s exact test)

Data visualization:
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Scores mapped onto the structure

Sequence logo
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Epitopes vs variants of concern
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Results provided as part of epitope mapping efforts:

1. Slides
2. Rosalind test definition file (.csv)
3. Data files (.csv):
1. Individual escape scores: >3 moderate; >5 high escape

2. Total escape scores



