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SUPPLEMENTARY FIG. S1. DNA mismatch detection assay using T7El enzyme for fully overlapping and
overlapping seed targets using expressed enzyme and gRNAs in HCT116 cells. Overlapping gRNA target sites NFT,
STAG2, and ALK (A) or overlapping gRNA seed regions CACNATD and PPP1R12C (B) for MAD7 and Cas9. PCR
amplicons for each gene editing target site were produced from cell lysate generated from each individual
transfection. PCR amplicons from untransfected cells for each gRNA target site were used as negative controls
(Neg. Con.) in the T7El assay. Percent indel formation is shown at the bottom of the gels plus or minus standard
deviation.





