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Supplementary Table 1. Off-target CRISPR/Cas9 effects were not detected in TAZ-KO cells. The
top ten predicted off-target sites were identified using the CCTop-CRISPR/Cas9 target predictor tool
based on the Mus musculus GRCm38 reference genome and the gRNA sequence utilized to create the
TAZ-KO cell line (46,65). None of the predicted sites were located in an exonic region of the genome,
and all off-target sites contained at least four mismatched bases relative to the gRNA sequence. To
determine whether any of these sites were altered by Cas9 in the TAZ-KO line, whole-genome
sequencing was performed on wild type (WT) and TAZ-KO cells, and differential variant analysis was
run to identify deviations between the WT and TAZ-KO genomes. This analysis indicated that none of
the predicted off-target sites differed between the two genomes, and also confirmed the presence of two
deviant alleles at the primary gRNA target of tafazzin exon 3 (46).




