Mutation position distribution

36.3% (34434)

~

Nno.

— 29.1% (27547)

21.8% (20660)

14.5% (13773)

Sequences: % Total

7.3% (6886)

o . O . S S S S S S RSN S S SN SN SN SN SN M S N SN SN S S SN S S SN S S S SN M S SN M S B SN S S S S S S S

UGS |

0 40 80 120 160 200 240
Reference amplicon position (bp)

0.0% (0)

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

SgRNA

Quantification window



