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Figure S3. Deletions/insertions detected in C2C12 pools and clones. Graphs in left panels show the
percentage of sequences with different changes in the number of bases detected by deep
sequencing in pools transfected with Cas9 plus sg10 (upper graph), sg11 (middle graph) and sgl12
(bottom graph). Second (pools) and third (clones) columns of graphs show the percentage of
sequences or clones, respectively, with different changes detected by TIDE. In the second column,
data represent the mean +/- standard errors of 6 pools per experiment.



