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Supplemental Figure 1. Predicted effects of the three non-coding ABCA4 variants on splicing and
exonic splicing enhancers and silencers (ESE and ESS). Assessed using 5 different algorithms
(SpliceSiteFinder, MaxEntScan, NNSPLICE, GeneSplicer, Human Splicing Finder) via Alamut software
(http://www.interactive-biosoftware.com).
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