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Supplemental Figure S22 — Structural analysis of AS events in VastDB

A) Examples of two proteins structures with alternative (A, red) and neighboring (C1
[orange] and C2 [beige]) exons mapped: HsaEX0017384, in the CRYLI gene, in an
experimentally determined structure (PDB ID: 3F3S), and HsaEX0034475, in the
KIF1B gene, in a modeled structure. B) Schematic representation of the pipeline used
to map exons to PDB protein structures or to models done with Phyre2. C) Pie charts
displaying the number of AItEx events covered in PDB or modeled protein structures

for human (top), mouse (center) and chicken (bottom).
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