Sequences: % Total ( % NHEJ, no. )

Mutation position distribution of NHE]

2.3% (100.0% , 66)

1.9% (80.0% , 52)

1.4% (60.0% , 39)
0.9% (40.0% , 26)

0.5% (20.0% , 13)
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Reference amplicon position (bp)
— Insertions

—— Deletions

—— Substitutions

----- Predicted cleavage position
sgRNA

0.0% (0.0% , 0)




