
Supplemental Figure  3 . Comprehensive representation of functional annotations of genes associated with an APA event. Dot colors 
indicate source types. Dot size represents -log10(adjusted Pvalues). A) Comparisons between Naive and activated samples 
separated by cell divisions status. B) Comparisons between activated 2 Divisions samples and memory/regulatory samples. C) 
Annotation of genes associated with reverted APA. 
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