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Base-Editor C-to-G editing efficiency C-to-G purity of target editing motif preference editing window Ref.
GBE averaging 24.14% 29.7%~92.2% N.A. cé (101
CGBE1 averaging 14.4% N.A. AT-rich C5-C7(C6) (14
miniCGBE1 averaging 13% N.A. AT-rich C5-C7(C6) (14
CGBE 15.4%+7% 68%+14% WCW/ACC/GCT C2-C10(C5-C7) (15]
GBE2.0 averaging 30.88% 35.57%~92.92% N.A. C3-C9(C6) 18]
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