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C12-279-sgRNA guide
|GTGAGCAAGGGCGAGGAGCTGTTC
1234567

ccatGGAACGGCTCGGAGATCATCATTGCGNNNNNNNgtgagcaagggcgaggagctgttcaccg

ggtaCCTTGCCGAGCCTCTAGTAGTAACGCNNNNNNNcaCtcgttcccgctcctcgacaagtggc

CCTTGCCGAGCCTCTAGTAGTAACGC|
C12-279-sgRNA-Rev guide

FIG. 3
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CTCCCCATTCCATGAGCATGCAGAGGTGAGTATACAGACCTTCGAGGGTTGTTTTGGTTT Reference

PAM CATGAGCATGCAGAGGTGAGTAT
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N1 N2 N3 N4 N5 N6 N7
T 14 21 4 27 16 32 22
A 0 32 05 60 22 17 24
G 85 26 NalN 12 33 27 25
C NaN 18 NaN NaN 28 23 28

FIG.9
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WeblLogo 0.0.0

N1 N2 N3 N4 N5 N6 N7
T 33 33 28 31 61 62 30
G 34 33 32 30 17 14 35
C 21 20 16 21 9 10 19
A 9 13 22 17 11 12 15
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WeblLogo 0.0.0

N1 N2 N3 N4 N5 N6 N7
T 36 18 19 34 30 27 28
C 22 12 11 19 22 24 23
G 28 15 14 26 30 25 25
A 11 53 53 20 16 22 22

FIG. 13
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WeblLogo 0.0.0

N1 N2 N3 N4 N5 N6 N7
T 22 0 0 23 23 22 24
G 25 0 0 23 25 27 23
C 24 0 0 24 24 23 25
A 27 08 08 28 26 26 26
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FIG. 22

Predicted cleavage position
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