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Figure S3. Schematic depiction of breakpoints encoding rare fusion proteins. The 20 rare fusions identified
in the G4K cohort are depicted as protein structures with exon boundaries indicated by vertical dotted lines.
Functional domains of each protein are color coded with the color key shown below each fusion pair. The
portions of each protein found in the final fusion product is indicated by a solid line with exons involved in
the fusion junction labeled and connected by a dotted line.



