1.6% (54.8% , 40)

1.3% (43.8% , 32)

1.0% (32.9% , 24)

) 0.6% (21.9% , 16)

0.3% (11.0% , 8)

Sequences % Total ( % NHEJ, no. )

0.0% (0.0% , 0)

Mutation position distribution of NHE]

Mnmm

105 140 175 210
Reference ampllcon position (bp)

— Insertions

—— Deletions

—— Substitutions

----- Predicted cleavage position
SgRNA




