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 Fig. S2 CsLMI1 target-site WGS alignment. Oxford Nanopore sequencing reads revealed a 4-bp deletion at the CRISPR/Cas9 target site, while wild-type reads were also detected, indicating a mosaic editing pattern. The sgRNA target sequence is indicated.
image1.tiff
G CAGCAATGGCAGAGAAATCATCATCATCGAT TGGGTT

cocg oo

e





