Supplementary Figure 6.

AICDA CRISPR1. Single point deletion occurring at Exon 2 leading to a shift in the reading frame at
amino acid 21 and introducing an early Stop codon: MDSLLMNRRKFLYQFKNVRW LRVGVRPTCAT
STOP
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AICDA CRISPR2. Multiple point deletion mutations causing a shift in the reading frame.
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