Mutation position distribution

1.1% (737)

~

Nno.

— 0.8% (590)

% Total

0.6% (442)

0.4% (295)

Sequences:

0.2% (147)

AAARa N RARRAY T\l AN

0) .‘L ‘AL\)J.“A A M
0.0% (O)O 40 80 120 160 200 240
Reference amplicon position (bp)

—— |Insertions
— Deletions
—— Substitutions
----- Predicted cleavage position
SgRNA
Quantification window




