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(A) Exon skipping or use of a cryptic splice motif eliminates the initiation codon and there are no
alternative start codons.

(B) Exon skipping or use of a cryptic splice motif disrupts reading frame, and is predicted to undergo
non-sense mediated decay.

(C) Exon skipping or use of a cryptic splice motif preserves the reading frame, and removes a region
which has been established as critical to protein function (amino acids 171-188).

(D) Exon skipping or use of a cryptic splice motif preserves the reading frame.

(E) Exon skipping or use of a cryptic splice motif disrupts reading frame, and is not predicted to
undergo non-sense mediated decay.

(F) Exon skipping or use of a cryptic splice motif preserves the reading frame and is not predicted to
undergo NMD, ad removes (<10% of the protein) which has not been established as a critical to
protein function.




