3.4% (49.4% , 80)

2.7% (39.5% , 64)

2.0% (29.6% , 48)

1.4% (19.8% , 32)

0.7% (9.9% , 16)

Sequences: % Total ( % NHEJ, no. )

0.0% (0.0% , 0)

Mutation position distribution of NHE]

A : S . mAA A Ara an ~AAA 4 AV MMM TN
0 35 70 105 140 175 210
Reference amplicon position (bp)

— Insertions

—— Deletions

—— Substitutions

----- Predicted cleavage position

sgRNA




