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Figure 1. Flowchart for the application of PVVS1 to TP53 null variants in relation to the transcript NM_000546.6. Splicing predictions for GT-AG sites are
based on SpliceAl and available experimental data. PVS1 Variable Weight (RNA) may be applicable for variants with RNA-based assay data demonstrating
aberration (see Supplementary Table S1). A = exon skipping, ¥ = intron retention



