
 
 

Figure S4 Detection of BE-PLUS activity in endogenous genes by deep sequencing. 
Deep sequencing assay of C-to-T conversions in all 7 endogenous loci. The target 
sequences of the 7 genomic loci targeted by BE-PLUS and BE3 are shown (top). PAM 
sequence are indicated in blue, and Cs are indicated in red. The positions of Cs in the 
protospacer are indicated by numbers. The chromosome distribution and gene names 
of each editing site is shown (left). The base editing of 7 genomic sites for BE-PLUS 
and BE3 were analysed by high-throughput sequencing. 


