
Supplementary Table 1. Summary of numbers of RNA edits observed in all RNA-seq experiments



Supplementary Table 2.  Summary of numbers of BE-induced self-edits and gRNA edits 



The ABE 7.10 variant, on which ABEmax is based, was derived through a successive series 
of engineering steps with different variants numbered sequentially as alterations were 
made1. The second (wild-type) TadA domain was added to ABE 2.6 and then the 
subsequent 47 iterations of optimization that led to ABE 7.10 were performed on a dimeric 
TadA architecture (Extended Data Fig. 1 of Ref. 1). ABE 2.1 (which lacked the additional 
wild-type TadA) possessed comparable editing efficiencies to the heterodimeric architecture 
of the same variant, ABE 2.10 (Fig. 3a of Ref. 1). Thus, even at this early stage of the 
engineering process, the additional wild-type TadA domain was not required to enable 
programmable A-to-G DNA base editing. In addition, the subsequent 47 stages of directed 
evolution and optimization leading to the final variant ABE 7.10 might have yielded a TadA* 
variant with greatly improved DNA editing capabilities that might therefore even less 
dependent on the presence of a linked TadA domain. Finally, because ABEmax is a codon 
optimized version of the ABE7.10 variant, it is possible that the enhanced expression of this 
base editor might partially rescue a moderate loss of DNA base editing activity.

Reference:
1. Gaudelli, N. M. et al. Programmable base editing of A*T to G*C in genomic DNA 
without DNA cleavage. Nature 551, 464-471, doi:10.1038/nature24644 (2017).
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Doublet 
exclusion 

Gating on 
population

Gating for 
GFP+ cells

Population 
histogram

Contour plot

Population 
statistics

Population 
statistics

Experiment
details/date

FACS Raw Data Analysis Legends

BD FACSDiva 6.1.3
Batch Analysis

Please find attached representative FACS plot data (batch analysis output) 
demonstrating how control and base editor expressing HEK293T cells were 
sorted. All data were generated at the MGH Molecular Pathology Flow Cytometry 
Core Facility on a BD FACSAria II cytometer using BD FACSDiva software 
(version 6.1.3). We exclusively sorted GFP+ cells. 
The depicted dot plots were used for doublet exclusion as well as gating for the 
cell population and the GFP+ cells being sorted. FITC (x-axis) is a fluorochrome 
that closely matches the spectral characteristics of GFP. 

Supplementary Note 2. FACS gating examples for GFP cell sorting conditions.



HEK293T Negative Control (no transfection)

HEK293T All GFP+
nCas9 Control for ABE



HEK293T All GFP+
ABEmax treated

HEK293T All GFP+
miniABEmax treated



HEK293T Top 5%-matched
nCas9 Control for CBE

5% population with GeoMean (MFI) 
matched to top 5% BE-treated cells (see next slide)

HEK293T Top 5%
CBE-treated

Top 5% signal population & GeoMean (MFI) 
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