Mutation position distribution

38.2% (18156)

~

Nno.

— 30.6% (14525)

22.9% (10893)

15.3% (7262)

Sequences: % Total

7.6% (3631)

o) A A JMM
0.0% (O)O 40 80 120 160 200 240
Reference amplicon position (bp)

—— Combined Insertions/Deletions/Substitutions
----- Predicted cleavage position

SgRNA

Quantification window



