Mutation position distribution

88.5% (3869)

)

70.8% (3095)

53.1% (2321)

Sequences % (no

35.4% (1547)

17.7% (773)

0.0% (0) w

0 25 50 75 100 125 150
Reference amplicon position (bp)

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




