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Figure S1. Expanded view of NGS analysis shown in Fig. 2D. Orange box: PAM sequence.
Light blue: Reference sequence shown in sense orientation for clarity. Gray box: sgRNA target

sequence. Deep sequencing performed on biological duplicates and averaged.
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Figure S2. Neuro2A cells were transfected with either SpCas9 or SaCas9-KKH C>T base
editors targeting the splice acceptor of Rela exon 8. Analysis of exon skipping by RT-PCR

demonstrated that both base editors effectively induced splicing.
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Figure S3. Comparison of CRISPR-SKIP and active SpCas9 using the same sgRNAs targeting
the splice acceptor of BRCA2 exon 10, IL1RAP exon 10, JAG1 exon 9, PIK3CA exon 5 and

RELA exon 7.
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Figure S4. Expanded view of NGS analysis shown in Fig. 5C and 5D. Orange box: PAM
sequence. Light blue: Reference sequence shown in sense orientation for clarity. Gray box:

sgRNA target sequence. Deep sequencing performed on biological duplicates and averaged.
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Figure S5. Estimation of the number of exons that can be targeted by each base editor with
subplots filtered by the maximum allowed off-target score. The y-axis denotes the number of

exons that can be targeted with estimated efficiency of modifying intronic flanking G at or above
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Figure S6. Estimation of the number of exons that can be targeted by each base editor with
subplots filtered by estimated efficiency of editing the flanking G nucleotide. The y-axis denotes
the number of exons that can be targeted with maximum off-target score at or below the

corresponding value on the x-axis.
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Figure S7. Comparison of CRISPR-SKIP using the C>T base editors BE3 or BE4 for inducing
skipping of PIK3CA exon 5, RELA exon 7, and JAG1 exon 9 by RT-PCR analysis.



