RefSeq Oligo name Oligo DNA pairs®® PAM® Position O\ larget OFF-target o
score score
NM_001880.4 (ATF2) hATF2_sgRNA_2 for 3'-caccGATGACACTGTCATTACGTGC -5 TGG exonb5 27.43 46.75 -1
hATF2_sgRNA 2 rev 5'-aaacGCACGTAATGACAGTGTCATC -3 +1

a Bbsil restriction site overhang: forward cacc, reverse aaac; ? additional G-C pair for U6 transcription; ¢ PAM: protospacer adjacent motif
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Supplementary Figure 2



