Sequences % (no.)

Mutation position distribution

100.0% (1529)

80.0% (1223)

60.0% (917)

40.0% (611)

20.0% (305)

0.0% (0) -—rr—r——————————————— |
0 20 40 o0 80 100 120 140

Reference amplicon position (bp)
—— Combined Insertions/Deletions/Substitutions
----- Predicted cleavage position
SgRNA




