Sequences: % Total ( % NHEJ, no. )

5.2% (100.0% , 112)

4.1% (80.0% , 90)

3.1% (60.0% , 67)

2.1% (40.0% , 45)

1.0% (20.0% , 22)

0.0% (0.0% , 0)

Mutation position distribution of NHE]

A MMAAMMAHH

0 30 60 90 120 150 180
Reference amplicon position (bp)

— Insertions

—— Deletions

—— Substitutions

----- Predicted cleavage position
sgRNA




