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Supplemental Figure S8 – Multi-IR genes are enriched for adenyl-nucleotide 

binding functions 

A,B) Example of a gene with multiple coordinated IR events (hairy and enhancer of 

split-1, HES1): exon-intron organization and annotated IR events (A) and inclusion 

levels for the three IR events across multiple tissues (B). C) Enriched Gene Ontology 

categories using DAVID scores for human (top) and mouse (bottom) genes containing 

more than five highly alternatively spliced IR events.  
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