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TS  Target strand
NTS  Non-target strand
CBEs  Cytosine base editors
ABEs  Adenine base editors
TadA  tRNA adenosine deaminase
Cryo-EM  Cryo-electron microscopy
Tm  Melting temperature
MD  Molecular dynamics
RMSDs  Root mean square deviations
Rg  Radius of gyration
MST  Microscale thermophoresis
Kd  Equilibrium dissociation constant

Introduction

CRISPR (clustered regularly interspaced short pal-
indromic repeats) systems have been widely used as 
molecular machines for targeted genome editing [1–5]. In 
general, Cas (CRISPR-associated) nucleases induce dou-
ble-stranded breaks (DSBs) at target DNA sites, which 
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Abstract
Adenine base editors (ABEs), consisting of CRISPR Cas nickase and deaminase, can chemically convert the A:T base pair 
to G:C. ABE8e, an evolved variant of the base editor ABE7.10, contains eight directed evolution mutations in its deami-
nase TadA8e that significantly increase its base editing activity. However, the functional implications of these mutations 
remain unclear. Here, we combined molecular dynamics (MD) simulations and experimental measurements to investigate 
the role of the directed-evolution mutations in the base editing catalysis. MD simulations showed that the DNA-binding 
affinity of TadA8e is higher than that of the original deaminase TadA7.10 in ABE7.10 and is mainly driven by electrostatic 
interactions. The directed-evolution mutations increase the positive charge density in the DNA-binding region, thereby 
enhancing the electrostatic attraction of TadA8e to DNA. We identified R111, N119 and N167 as the key mutations for 
the enhanced DNA binding and confirmed them by microscale thermophoresis (MST) and in vivo reversion mutation 
experiments. Unexpectedly, we also found that the directed mutations improved the thermal stability of TadA8e by ~ 12 °C 
(Tm, melting temperature) and that of ABE8e by ~ 9 °C, respectively. Our results demonstrate that the directed-evolution 
mutations improve the substrate-binding ability and protein stability of ABE8e, thus providing a rational basis for further 
editing optimisation of the system.
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are repaired by non-homologous end joining (NHEJ) 
and homology-directed repair (HDR), ultimately lead-
ing to genome modification [2, 6, 7]. However, NHEJ is 
an uncontrollable pathway that usually results in random 
insertion or deletion mutations (indels) [8, 9]. And the 
addition of a donor DNA template can stimulate HDR to 
precisely modify the gene, but this pathway occurs with 
low efficiency [10, 11]. Thus, although the CRISPR sys-
tem is an efficient tool for chemically disrupting genes, 
applications that modify bases at specific DNA sites 
require more precise DNA editing tools [12–14]. For 
example, the largest class of known human pathogenic 
mutations are point mutations, the correction of which 
requires very precise site-specific editing [15, 16].

To avoid unwanted mutations, DNA base editors (BEs) 
have been developed to allow programmable conversion 
of the target base pairs without creating DSBs [17–19]. 
BEs consist of a Cas9 nickase (Cas9n) and a deaminase 
that chemically acts on single-stranded DNA (ssDNA). 
After the single guide RNA (sgRNA) is paired with the 
DNA target strand (TS), a segment of the DNA non-
target strand (NTS) becomes unpaired, and the DNA 
bases within this ssDNA segment are modified by the 
deaminase; at the same time, the Cas nickase cleaves the 
unedited TS, inducing cells to use the edited NTS as a 
template to repair the TS, and ultimately accomplish the 
base editing (Fig. 1A) [17, 18, 20]. To date, two types of 
BEs have been discovered: cytosine base editors (CBEs), 
which convert a C: G base pair into T: A [17, 21], and 
adenine base editors (ABEs), which convert an A: T base 
pair to G: C [18, 22]. It is estimated that approximate 60% 
of human disease-associated point mutations can be cor-
rected by these two BEs. And ABE, in particular, can cor-
rect up to 47% of the mutations [15, 16].

To develop ABEs, Liu and co-workers first used 
directed evolution to screen for variants of fusion pro-
teins consisting of E. coli tRNA adenosine deaminase 
(TadA) and Cas9n, and successfully obtained an active 
BE called ABE7.10 (Fig. 1B) [18]. ABE7.10 contains two 
TadAs: the wild-type tRNA deaminase TadA (wtTadA) 
and the evolved deaminase TadA7.10 from wtTadA, 
and these two TadAs are fused to the SpCas9 nickase 
as wtTadA‒TadA7.10‒Cas9n. It has been shown that in 
the absence of wtTadA, the catalytic (editing) activity 
of the so-called miniABEmax (i.e., TadA7.10‒Cas9n) 
is reduced (Fig. 1C) [18, 23, 24]. In order to increase 
its activity and compatibility with other Cas effectors, 
additional rounds of directed evolution were performed 
and then eight mutations were introduced into TadA7.10, 
resulting in a more active BE with the newly evolved 
TadA called TadA8e (Fig. 1B), namely ABE8e (Fig. 1C) 
[22]. Compared to ABE7.10, ABE8e requires only one 

deaminase (TadA8e), but has the same editing activity as 
in the presence of wtTadA. In vitro, ABE8e deaminates 
DNA at a rate 590- and 1170-fold higher than ABE7.10 
and miniABEmax, respectively and its editing level at 
the same target sites was 3 to 11 times higher than that of 
ABE7.10. Thus, the eight directed-evolution mutations 
in TadA8e of ABE8e significantly improve the catalytic 
activity [22, 23].

As a rational basis, it is important to understand the 
mechanistic and functional roles of the directed-evolution 
mutations in the base editing catalysis of ABEs in order to 
optimise them for more efficient and precise editing by pro-
tein engineering. To this end, Rallapalli et al. have shown 
that the initial mutations reduce the structural flexibility 
and lead to conformational changes in the early-evolved 
TadA [25]. Lapinate et al. have determined the first cryo-
electron microscopy (cryo-EM) structure of ABE8e (PDB 
ID: 6VPC), and showed that the directed-evolution muta-
tions could stabilise the DNA substrate in a constrained, 
transfer RNA-like conformation. Meanwhile, they found 
that TadA8e of ABE8e exists as a homodimer [23]. Indeed, 
in E. coli wtTadA functions as a homodimer, with one 
monomer catalysing deamination and the other monomer 
contributing to the tRNA-substrate binding [26]. Since 
none of the directed-evolution mutations in TadA7.10 
and TadA8e are located in their dimerization interfaces, 
it is likely that the evolved ABE variants reported to date 
retain their ability to dimerise [23]. In other words, mini-
ABEmax and ABE8e could also function in their dimer-
ization forms as Cas9n‒TadA7.10:TadA7.10‒Cas9n and 
Cas9n‒TadA8e: TadA8e‒Cas9n, respectively. Therefore, 
despite many efforts, the functional implications of the 
eight directed-evolution mutations in TadA8e of ABE8e 
remain unclear.

Here, we combined molecular dynamics (MD) simu-
lations and experimental measurements to elucidate the 
chemical roles or effects of the eight directed-evolution 
mutations in TadA8e. Our MD simulations showed that 
the DNA-binding affinity of TadA8e was approximately 
1.9 ~ 8.9 times that of TadA7.10, and electrostatic interac-
tions were the major driving force. The directed-evolution 
mutations significantly increased the positive charge den-
sity in the DNA-binding region, thereby enhancing the 
electrostatic attraction between TadA8e and the single-
stranded DNA substrate. In addition, we found that the 
directed-evolution mutations also improved the thermal 
stability of TadA8e and ABE8e, with a melting tempera-
ture (Tm) increase of 12 °C and 9 °C, respectively. Con-
sequently, these results highlight the functional roles of 
the DNA binding and protein stability in the base editing 
catalysis of ABEs.
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Fig. 1 Overview of adenine base editing. (A) Schematic representa-
tion of how ABE acts on DNA. (B) The directed evolution process of 
TadA8e and the eight directed-evolution mutations in TadA8e that lead 
to increased editing activity of ABE8e. (C) Two realistically function-

ing ABE systems constructed for the simulations. (D) Two virtual ABE 
systems constructed for the simulation comparison with the systems 
in C
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short-range non-bonded interactions were calculated for 
the atom pairs within a 14 Å cut-off, while the long-range 
electrostatic interactions were calculated using the Particle 
Mesh Ewald (PME) method [38]. Finally, 500 ns production 
simulations were performed.

The free energy landscapes were generated using the 
gmx_sham command and plotted with RMSD and Rg as the 
projection components. The mapping method was based on 
the study of Jiang et al. [39].

Binding energy calculations

The g_mmpbsa package was used to calculate the bind-
ing energy between the TadAs and NTS by the molecular 
mechanics Poisson–Boltzmann surface area (MM/PBSA) 
method [40, 41]. The energy components EMM, Gpolar, and 
Gnonpolar of each complex were calculated for the snapshots 
extracted from the MD production simulations from 150 
to 500 ns (350 snapshots). The electrostatic (Eelec), van der 
Waals (EvdW) interactions, and polar solvation energies are 
modeled using a Coulomb, Lennard-Jones (LJ) potential 
function and Poisson–Boltzmann (PB) equation, respec-
tively. The Gpolar was calculated by solving the nonlinear 
PB equation, and the nonpolar energy was calculated by the 
solvent-accessible surface area (SASA) method [42]. The 
dielectric constant of the solvent was set to 80, and four val-
ues (2, 4, 6 and 8) were used for the biomolecules [43]. The 
Python script MmPbSaStat.py was used for the MM-PBSA 
calculation and MmPbSaDecomp.py was used to calculate 
the contributions of individual residues in the TadA.

Protein expression and purification

TadA7.10, TadA7.10-3mut and TadA8e, carrying an N-ter-
minal non-cleavable His6-tag, were expressed in E. coli 
Rosetta (DE3). Cells were grown in LB containing 50 µg/
mL kanamycin and 25 µg/mL chloramphenicol at 37 ℃ to 
an OD600 of approximately 1.0, and were induced with 0.5 
mM IPTG. Growth was continued at 25 ℃ for 12 h. Cells 
were harvested by centrifugation and resuspended in buffer: 
20 mM HEPES pH7.5, 500 mM KCl, 20 mM imidazole, 
10% glycerol, 2 mM β-mercaptoethanol (β-ME) supple-
mented with protease inhibitor 1 mM PMSF, and lysed by 
sonication on ice. After centrifugation at 8,000 rpm for 1 h, 
the supernatant was loaded onto Poly-Prep chromatography 
columns (BIO-RAD) containing Ni-NTA agarose (QIA-
GEN), and proteins were eluted with a gradient of buffer 
supplemented with 500 mM imidazole. The eluted proteins 
were further purified by size exclusion chromatography 
using a Superdex 200 Increase 10/300 GL column devel-
oped in 20 mM HEPES pH7.5, 500 mM KCl buffer. Final 

Materials and methods

Construction of full-length ABE models

The cryo-EM structure of ABE8e (PDB ID: 6VPC) was used 
as the major template to construct all the full-length models 
of ABEs for the MD simulations. The missing atoms and 
loops of the ABE proteins were constructed using homology 
modeling at SWISS-MODEL (https://swissmodel.expasy.
org). The TadA7.10 structure was generated by introducing 
point mutations into the TadA8e structure using the muta-
genesis plugin in PyMOL. The NTS of PDB ID 5F9R was 
used as a template to complement the missing NTS bases in 
6VPC.The DNA building process was as follows: firstly, the 
sgRNA-DNA backbone of the 5F9R structure was superim-
posed onto that of 6VPC. Next, A12-A19 in the NTS strand 
of the superimposed 5F9R were grafted to the correspond-
ing missing C31-G38 positions in the NTS strand of 6VPC, 
and then this grafted NTS was mutated from the sequence 
of 5F9R to that of 6VPC by using the mutagenesis plugin 
in PyMOL. Finally, energy minimization was performed to 
optimize the structural model. Surface electrostatic poten-
tials for TadA8e and TadA7.10 were calculated using the 
APBS, the protein dielectric was set to 4, and the solvent 
dielectric set 80 [27, 28]. All visualisations and interaction 
analyses were performed using ChimeraX [29, 30], GRO-
MACS software [31, 32] and Python script.

MD simulations and analyses

All MD simulations were performed using GROMACS. The 
topology and coordinate files were generated using the pdb-
2gmx program with parameters from the AMBER99BSC1 
force field [33]. The complex was placed in the center of 
a cubic box with an edge length of ~ 15 Å from the protein 
surface to the box boundary, and then solvated with TIP3P 
water molecules [34]. Specific numbers of Na+ and Cl− ions 
were added to the system to neutralize the complex charge 
and the ion concentration was set to 0.15 M. To optimise 
the system, energy minimisation was performed using the 
steepest descent algorithm for a maximum of 2500 steps or 
until the maximum force < 1000 kJ·mol− 1·nm− 1. The sys-
tem was then heated to 310 K for 100 ps with a time step of 
2 fs by constant NVT equilibration.

Constant NPT simulations of 500 ps were then per-
formed to equilibrate the system at a pressure of 1.0 bar. 
The simulated temperature and pressure were maintained at 
310 K and 1.0 bar using the V-rescale temperature and Par-
rinello–Rahman pressure coupling methods, respectively 
[35, 36]. During the simulations, all bonds were constrained 
using the LINCS method [37], and the periodic boundary 
conditions (PBC) were applied in all three dimensions. The 
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Cell Sorter (Sony). Genomic DNA was extracted using the 
TIANamp Genomic DNA Kit (TIANGEN) according to 
the manufacturer’s instructions. Protospacer sequences for 
guide RNA plasmids are described in Supplementary Table 
1. Primers for PCR amplification of target genomic sites are 
listed in Supplementary Tables 2, and amplicons for analy-
ses are listed in Supplementary Table 3.

Results

MD simulations of full-length ABEs

It is well established that enzymatic activity is regulated by 
many factors, including conformational dynamics and sub-
strate-binding affinity [45–48]. Additionally, enzymatic sta-
bility also plays a key role in preserving enzymatic activity 
under varying environmental conditions [49]. To investigate 
the effects of the eight directed mutations on the conforma-
tional dynamics of TadA8e of ABE8e and its interaction 
with DNA, we first constructed two simulation systems for 
the real functional forms of ABE8e and ABE7.10 with addi-
tional, dimerized TadAs. The systems were designated as 
TadA8e: TadA8e‒Cas9n and TadA7.10:TadA7.10‒Cas9n, 
respectively (Fig. 1C, right panel). For comparison, two 
corresponding, virtual ABE systems without the dimer-
ized TadAs were also constructed: TadA8e‒Cas9n and 
TadA7.10‒Cas9n, respectively (Fig. 1D).

To construct these systems, we first used the cryo-EM 
structure (PDB ID: 6VPC) as the protein template to build 
the full-length atomic model of TadA8e:TadA8e‒Cas9n. 
However, the 32-aa peptide linker between Cas9n and 
TadA8e and several NTS bases are missing in the cryo-EM 
structure. To complete the coordinates of these atoms, we 
compared the structure with all available Cas9‒sgRNA‒
DNA ternary complexes in PDB to identify the active 
SpCas9 structures whose sgRNA‒DNA conformations are 
similar to that of 6VPC [50, 51]. Consequently, the NTS of 
the most similar structure (PDB ID: 5F9R) was employed 
as the template to complete the missing NTS bases in 6VPC 
(Fig. S1A). We next constructed the 32-aa peptide linker 
using SWISS-MODEL (https://swissmodel.expasy.org) and 
6VPC as the protein template (Fig. S1B) and thus obtained 
the full-length model consisting of sgRNA, DNA, TadA8e: 
TadA8e‒Cas9n (Fig. S1C). It should be noted that one model 
was also predicted directly by AlphaFold2 with the amino 
acid sequence (Fig. S1B).However, this model was found to 
be significantly different from 6VPC and therefore not used. 
We introduced point mutations into the two TadA8e struc-
tures of TadA8e: TadA8e‒Cas9n using the mutagenesis plu-
gin in PyMOL and then generated the full-length model for 
TadA7.10:TadA7.10‒Cas9n. By removing their dimerized, 

purity was checked by the SDS-PAGE. Eluted proteins were 
flash-frozen in liquid nitrogen and stored at − 80 °C.

Microscale thermophoresis (MST)

MST experiments to measure the binding affinities between 
TadAs and the 19-nt DNA substrate were performed on a 
Monolith NT.115 system (NanoTemper Technologies, Ger-
many) using the nano BLUE detector. The MST experi-
ments were performed with 15% LED-power and 40% 
IR-laser power. Laser on and off times were set to 30 s and 
5 s, respectively. The 19-nt DNA labeled with 6-FAM at 
the 5’-end was purchased from Sangon Biotech Co., Ltd. 
(Shanghai, China). The final concentration of 19-nt DNA 
used was 100 nM, and TadAs were diluted in binding buffer 
(20 mM HEPES pH 7.5, 200 mM KCl, 5 mM MgCl2, 1 mM 
DTT, supplemented with 0.05% Tween-20) starting at 2000 
nM at a ratio of 1:1 for 10 concentration gradients. Sam-
ples were incubated for 120 min at room temperature and 
then filled into capillaries (NanoTemper Technologies) for 
the measurements. Measurements were performed at least 
three times, and the resulting data were analysed using the 
MO.Affinity analysis software (NanoTemper Technologies).

Thermal shift assay

The melting temperature Tm of TadA and ABE proteins 
were determined using nano-differential scanning fluorim-
etry (nanoDSF, Nanotemper Prometheus NT.48 system) 
[44]. The temperature was increased from 25 to 95 °C at 
a ramp rate of 1 °C/min. The excitation wavelength was 
set at 280 nm and the instrument monitored the emission 
fluorescence at 350 nm and 330 nm. In the measurements, 
the recorded ratio of the emission intensities (Em350nm/
Em330nm) represents the change in tryptophan fluorescence. 
The Tm value for each experiment of the given TadA and 
ABE proteins was then automatically calculated using the 
PR.ThermControl software by plotting the ratiometric mea-
surement of the fluorescence signal against the increasing 
temperature.

Transfection of HEK293T cells and preparation of 
genomic DNA

HEK293T cells were seeded into 10 cm dish (WHB). 
12–15 h after plating, cells were transfected with 30 µL of 
PEI (Maokang biotechnology) using 7.5 µg of base-editor 
plasmid with green fluorescent protein GFP tag and 2.5 µg 
of guide RNA plasmid. Cells were cultured for 3 d before 
washing with PBS (137.0 mM NaCl, 2.7 mM KCl, 10.0 
mM Na2HPO4, 1.8 mM KH2PO4, pH 7.4). Flow cytometry 
analysis was carried out using a MA900 Multi-Application 
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the residue E59 in the active sites of TadAs and base A26 
of the DNA substrate (Fig. 2B). In TadA8e‒Cas9n, TadA8e: 
TadA8e‒Cas9n and TadA7.10:TadA7.10‒Cas9n, the aver-
age distances from the Cα atom of E59 to the C’4 atom of 
A26 were very similar at ~ 14.1 Å, ~ 15.7 Å and ~ 14.9 Å, 
respectively (Fig. 2B-C). However, the corresponding dis-
tance in TadA7.10‒Cas9n was up to 19.2 Å and significantly 
larger than that in TadA7.10:TadA7.10‒Cas9n (Fig. 2B-C). 
This suggests that the structural stability of TadAs is impor-
tant for their binding to the DNA substrate, and that the 
dimeric form is required to stabilise the fused TadA7.10 for 
its tighter binding to the DNA substrate.

TadA8e has a higher binding affinity for DNA than 
TadA7.10

To test the above hypothesis, we used the g_mmpbsa pro-
gram [40] to calculate the energies for the TadA binding to 
the substrate DNA in the four systems. It is well known that 
the relative dielectric constant of the solute is a key param-
eter in the MM/PBSA calculation of g_mmpbsa [40, 43]. 
Considering that the investigated ABEs are protein-DNA 
systems, to rationalise the comparison, we used four dif-
ferent solute dielectric constants (i.e., 2, 4, 6 and 8) in the 
calculations, where the minimum 2 is commonly used for 
low-polarised proteins [43, 52], and the maximum 8 is the 
DNA dielectric constant [53]. The calculated binding ener-
gies of TadA to the ssDNA substrate (i.e., non-target strand, 
NTS) of the four simulated systems are shown in Fig. S4.

Given that the MM/PBSA calculation is well suited to 
ranking binding affinities that depend on relative values 
[43], we set the absolute energy value of TadA‒Cas9n as 
a unit of 1.0 and then converted the energies of the other 
systems in Fig. S4 into energy ratios of this unit. Using the 
dielectric constant 6 as an example, for TadA7.10 or TadA8e 
the energy ratios indicate that the binding affinities of TadA: 
TadA‒Cas9n and TadA‒Cas9n are comparable (Fig. 3A), 
suggesting that dimerization does not significantly affect 
the substrate binding. However, when comparing TadA7.10 
with TadA8e, we found that the binding energies of TadA8e 
are 1.9 ~ 8.9 times those of TadA7.10 at all four dielectric 
constants (Fig. S4), strongly supporting that TadA8e has 
a higher DNA binding affinity for the DNA substrate than 
TadA7.10. Thus, TadA8e appears to be able to bind the 
DNA substrate in a monomeric form. Again, the eight-direc-
tion mutations also enhance the DNA binding capability of 
TadA8e, thereby enabling it to bind firmly to the substrate.

To determine the main forces driving the TadA8e binding 
to DNA, we further analysed the components of the bind-
ing energies. As shown in Fig. 3B and S5A, the binding is 
mainly driven by the electrostatic attractions. The improve-
ment in the binding energy of TadA8e is attributed to the 

the models for TadA7.10‒Cas9n and TadA8e‒Cas9n were 
constructed. Finally, energy minimization was performed to 
refine the atomic coordinates of all four models.

Using the above full-length models, four simulation sys-
tems were constructed as described in Materials and Meth-
ods. Each system comprised approximately 630,000 atoms. 
To obtain equilibrated structures for the subsequent analy-
ses, for each system all-atom MD simulations of approxi-
mately 500 ns were performed. To assess whether the 
systems were equilibrated, we calculated root mean square 
deviations (RMSDs) of the ABE backbone atoms using 
their initial structures as the references. As shown in Fig. 
S2, the RMSDs of the four systems showed no significant 
changes after about 150-ns simulations, indicating that the 
simulated ABE complexes were equilibrated. Therefore, the 
MD complex structures of the four systems after the 150-ns 
simulations were used for the analyses.

The structure of TadA8e is more stable than that of 
TadA7.10

As shown in Fig. S1C, only the first TadA that was fused 
to Cas9n is responsible for the deamination, whereas the 
second, dimerized TadA does not directly interact with the 
DNA substrate [23]. Therefore, we mainly analysed the con-
formational dynamics of the Cas9n-fused TadA and its inter-
actions with the DNA substrate in TadA8e: TadA8e‒Cas9n 
or TadA7.10:TadA7.10‒Cas9n. First, we investigated the 
conformational stability of the fused TadA7.10 and TadA8e 
by projecting their free energy landscapes onto two com-
ponents: RMSD and radius of gyration (Rg). As shown in 
Fig. 2A, the fused TadA7.10 in TadA7.10:TadA7.10‒Cas9n 
possesses three deep energy wells, suggesting that TadA7.10 
contains multiple dominant conformations. In contrast, the 
fused TadA8e in TaA8e: TadA8e‒Cas9n has only one deep 
well, suggesting that TadA8e has a single, more stable con-
formation than the fused TadA7.10. This suggests that the 
eight directed-evolution mutations enhance the conforma-
tional stability of TadA8e.

Similar to dimeric TadA8e, monomeric TadA8e in 
TadA8e‒Cas9n also has one deep well of -14.1 kBT, which 
is comparable to that of dimeric TadA8e (~ -14.8 kBT), 
indicating that the conformational stabilities of TadA8e are 
similar in both monomeric and dimeric forms (Fig. S3). In 
contrast, monomeric TadA7.10 in TadA7.10‒Cas9n has two 
deep wells of about -12.1 kBT, higher than that (-14.5 kBT) 
in the dimeric form, suggesting that the second TadA7.10 
stabilises the first TadA7.10 fused to Cas9n. Again, the 
monomeric TadA7.10 without the eight directed-evolution 
mutations is a more flexible compared to TadA8e.

To explore the effects of the TadA structural stability on 
substrate recruitment, we calculated the distances between 
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DNA binding region of TadA8e is more attractive to DNA, 
thereby increasing the binding affinity.

Directed-evolution mutations increase positive 
charge density of DNA binding region

Given that TadA8e was obtained by mutating eight residues 
of TadA7.10, it can be reasonably assumed that the higher 
DNA-binding affinity of TadA8e is a consequence of these 
mutations. In order to quantitatively characterise the contri-
butions of the mutations to the DNA binding, we calculated 
the binding energy difference (ΔΔG) for each amino acid 
between TadA7.10 and TadA8e. As an illustrative example, 
the results of the dielectric constant of 6 are presented in 
Fig. 4A and Fig. S6A. For the first TadA fused to Cas9n, 

enhanced electrostatic attractions. In order to elucidate the 
structural basis for the difference in electrostatic interactions 
between TadA8e and TadA7.10, we calculated their surface 
electrostatic potentials using the APBS program [28].

As illustrated in Fig. 3C and S5B, the surface potentials 
indicate that the DNA binding region of TadA8e exhibits 
a higher positive charge density than that of TadA7.10. In 
TadA7.10, the loop comprising residues 157‒167 is far from 
the active site, whereas in TadA8e it is closer to the active 
site. The results in the segment of R153‒K161 upstream of 
this loop forming a continuous positively charged surface 
with the region around the active site, thereby increasing 
the positively charged area in the DNA binding region. 
Compared to TadA7.10, the electrostatic potential in the 

Fig. 2 The conformational states 
of TadA7.10 and TadA8e in the 
MD simulations. (A) Free energy 
landscapes of TadAs projected 
onto RMSD of the protein 
backbone atoms and radius of 
gyration (Rg), where kB is the 
Boltzmann constant and T is the 
simulation temperature (310 K). 
(B) Time-dependent distances 
and corresponding distributions 
of the Cα atom of TadA E59 at 
the active site to the C4’ atom of 
the substrate A26. (C) The initial 
and equilibrium conformations of 
TadA. The distances from Cα of 
TadA E59 to C4’ of the substrate 
A26 (blue dotted lines)
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N119 of the first TadA8e (Fig. S6B). Consequently, N119 
in the second TadA8e is also in close proximity to the DNA 
substrate. And the mutation from D to N is beneficial in 
eliminating the repulsive electrostatic interactions. In con-
trast, R111 in the second TadA8e is slightly away from the 
DNA substrate and its energy contribution is slightly lower 
than that of the first TadA (Fig. S6B). It is likely that these 
mutations in both TadA8e proteins could enhance the DNA 
binding.

We next examined the effects of the mutations on the 
surface distributions of the electrostatic potentials of 
TadA8e. As shown in Fig. 4B, R111 in TadA8e increases 
the positively charged area within the DNA binding region, 

T111R, D119N and D167N are the mutations with the most 
significant energy contributions (ΔΔG < -20 kcal/mol). 
Once again, electrostatic interactions are the main compo-
nent of the energy contributions. Obviously, the mutations 
from D to N at both residues 119 and 167 eliminate the elec-
trostatic repulsions to DNA; and the positively charged resi-
due R111 could directly increase the electrostatic attractions 
to DNA (Table 1).

Similarly, for the second TadA in dimerization with the 
first, T111R and D119N also have the largest contributions 
(Fig. 4A). Somewhat differently, N119 in TadA8e contrib-
utes the most, probably due to the trans-dimerization of two 
TadA8e proteins, with the second N119 remaining close to 

Fig. 3 The binding energies and surface electrostatic potentials of 
the TadA-DNA complexes. (A) The binding energy ratios of TadA to 
DNA substrate, using the absolute values of TadA-Cas9n as the unit 
of 1. Data are presented as the mean ± SD. (B) The energy terms of 
TadA with the DNA substrate using the absolute values of the VDW 

energy of TadA7.10:TadA7.10 as the unit of 1. Data are presented as 
mean ± SD. (C) The surface electrostatic potentials of TadA calculated 
by APBS, on a scale from − 3 to 3 kBT/ec. Red represents negative 
electrostatic potential, blue represents positive electrostatic potential, 
and white is neutral

 

1 3

  257  Page 8 of 15



Directed-evolution mutations enhance DNA-binding affinity and protein stability of the adenine base editor…

Fig. 4 Identification of key mutations for the DNA binding. (A) ΔΔG 
per residue between TadA7.10 and TadA8e in the TadA: TadA‒Cas9n 
systems. (B) The surface electrostatic potentials of the mutations. 
Mutation residues are shown as yellow sticks. Red represents negative 
electrostatic potential, blue represents positive electrostatic potential, 

and white is neutral. The distances from the Cα atom of residue 119 to 
the Cα atom of residue 167 are shown as green dotted lines. (C) Time-
dependent distances and corresponding distributions from the Cα atom 
of residue 119 to the Cα atom of residue 167
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As shown in Fig. 5A, the MST results indicated that the 
equilibrium dissociation constants (Kd) of TadA7.10 and 
TadA7.10-3mut were 106.1 and 38.5 nM, respectively. This 
suggests that the DNA-binding affinity of TadA7.10-3mut 
is approximately 2.8 times that of TadA7.10, which pro-
vides strong evidence that the residues R111/N119/N167 in 
TadA8e could increase its DNA-binding affinity. To further 
assess the DNA-binding effects of R111, N119 and N167 on 
editing activity, we performed an in vivo reversion muta-
tion experiment. Four ABE8e variants were constructed as 
follows: ABE8e-R111T, ABE8e-N119D, ABE8e-N167D 
and ABE8e-N119D-N167D. Then, we used the generated 
mutants to target three gene loci in HEK293T cells, after 
which Sanger sequencing and EditR analysis were per-
formed [55].

The reversion mutation results indicated a significant 
reduction in the activity of ABE8e-R111T (Fig. 5B), consis-
tent with previous studies that its deamination rate is com-
parable to that of ABE7.10 [23]. Meanwhile, the activity 
of ABE8e-N167D is almost the same, and that of ABE8e-
N119D decreased slightly (Fig. 5B). However, when both 
N119 and N167 were mutated back to those in ABE7.10, the 
activity of ABE8e-N119D-N167D decreased dramatically 
(Fig. 5B). These results suggest a coupled effect between 
these two residues, in agreement with our calculations. We 
also tested the effect of D147Y and found that the activity 
of ABE8e-D147Y was only minimally affected (Fig. 5B). 
Although the mutation form Y147 to D is energetically 
unfavourable, the single mutation appeared to have a lim-
ited effect on the activity, suggesting a potential coupling 
role with other mutations.

The computational results presented in Fig. 2 indi-
cate that the mutations have an impact on the stability 
of TadA8e and ABE8e. To investigate this further, ther-
mal shift assays were conducted using nanoscale differ-
ential scanning fluorimetry (nanoDSF) [44] to measure 
the melting temperatures (Tm) of the purified TadA7.10, 
TadA8e, miniABEmax and ABE8e proteins, respectively. 
The UV absorption peaks of size exclusion chromatogra-
phy indicated that the molecular weights of the TadA pro-
teins were in the range of 44.0–29.0 kDa. Given that the 

highlighting its key role in DNA binding. In TadA7.10, 
electrostatic repulsion between D119 and D167 results in 
the peptide of R153–K161 moving away from the active 
site, thereby disrupting the continuous surface of positive 
potentials (Fig. 4B). In TadA8e, D119 and D167 have been 
mutated to N, and the repulsions between them are elimi-
nated, allowing N167 to approach N119. This then causes 
the peptide of R153–K161 and R111 to form a continu-
ous surface of positive potentials, expanding the positively 
charged area in the DNA-binding region of TadA8e.

To further confirm that the distance from residues 119 to 
167 in TadA7.10 is greater than that in TadA8e, we calcu-
lated their distances in TadA7.10 and TadA8e, respectively. 
As anticipated, the distances between residues 119 and 167 
in the two simulated systems of TadA7.10 were 27.8 Å and 
30.3 Å, respectively, which are considerably larger than 
those in corresponding systems of TadA8e (14.6 Å and 17.6 
Å, respectively) (Fig. 4C), indicating a close correlation 
between these two residues in TadA8e.

Experimental verifications of key mutations on 
binding and protein stability

To verify the key roles of T111R, D119N and D167N in 
enhancing the DNA-binding affinity, we constructed a 
TadA7.10 mutant with R111/N119/N167 and designated it 
as TadA7.10-3mut. Subsequently, the proteins of TadA7.10 
and TadA7.10-3mut were expressed and purified, microscale 
thermophoresis (MST) measurements were performed to 
determine their DNA-binding affinities. Given that TadA 
acts only on ssDNA [23], to test whether the NTS in the 
structure 6VPC is a single-stranded DNA, we first predicted 
its secondary structure via the RNAStructure website (http://
rna.urmc.rochester.edu/RNAstructureWeb/) [54], and found 
that the NTS may form a base-paired structure (Fig. S7A). 
So, five bases were mutated at either end of the NTS and 
obtained a 19-nt ssDNA ( T T C T C T T C CA C T T T C T T T T) 
as the substrate used in the MST measurements. The error 
between the fluorescence intensities of all capillaries was 
found to be no greater than 10%, with a range of 1200–1320 
(Fig. S7B). Data points outside this range were excluded.

Table 1 Energy contributions of the eight directed-evolution mutations to the NTS binding (kcal⋅mol− 1)
Mutation MM Polar Apolar Total

TadA7.10 TadA8e TadA7.10 TadA8e TadA7.10 TadA8e TadA7.10 TadA8e
A109S -1.97 -1.34 1.01 0.73 -0.18 -0.04 -1.14 -0.65
T111R -0.75 -44.40 0.27 20.27 -0.02 -0.30 -0.50 -24.43
D119N 25.23 -0.31 -0.89 0.07 0.00 0.00 24.34 -0.24
H122N -0.08 -0.45 0.04 0.14 0.00 0.00 -0.05 -0.31
Y147D -0.07 34.48 0.10 -3.38 -0.01 0.00 0.01 31.10
F149Y -3.79 -4.28 0.22 2.56 -0.40 -0.31 -3.97 -2.03
T166I 0.11 -0.09 0.08 -0.01 0.00 0.00 0.19 -0.11
D167N 34.09 -0.27 -2.84 0.09 -0.04 0.00 31.20 -0.18
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experimental evidence that TadA8e and ABE8e have 
higher thermostability than TadA7.10 and miniABEmax. 
Thus, we unexpectedly discovered that the eight directed-
evolution mutations also significantly improved the ther-
mal stability of TadA8e and ABE8e. This implies that the 
mutations also optimised the physicochemical properties 
of the proteins, which are also important for the enzy-
matic activity of ABE8e.

molecular weight of the TadA monomer is approximately 
18.7 kDa, this suggests that the TadA proteins form 
dimers (Fig. 6A-B). Thermal shift assays showed that 
the Tm of TadA8e is ~ 83.0 oC, while that of TadA7.10 is 
about 71.1oC. Similarly, that of ABE8e is ~ 69.0 oC, while 
that of miniABEmax is about ~ 59.9 oC (Fig. 6C). Thus, 
the thermal stability of TadA8e and ABE8e is increased 
by ~ 12 oC (Tm) and ~ 9 oC, respectively. This provides 

Fig. 5 Experimental verification of the key mutations. (A) MST mea-
surements for TadA7.10 and TadA7.10-3mut (R111/N119/N167). The 
Kd values of TadA7.10 and TadA7.10-3mut are 106.1 and 38.5 nM, 
respectively. Data are presented as mean ± SD of three independent 
experiments. (B) Base editing efficiencies for ABE8e, ABE8e-R111T, 
ABE8e-N119D, ABE8e-N167D, ABE8e-R111T-N119D and ABE8e-
D147Y at three genomic sites in HEK293T cells. The targets As and 

Ts are shown in red, with a subscripted number indicating their relative 
position to the PAM (NGG PAM is counted as + 21 to + 23), and the 
PAM sequence is shown in blue. Editing efficiencies were analyzed by 
Sanger sequencing and EditR calculation. For all plots, dots represent 
individual biological replicates and bars represent the mean ± SD of 
three independent biological replicates
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reported key mutation T111R [23], our study identified two 
other important amino acids that enhance substrate binding: 
N119 and N167. A number of studies have shown a posi-
tive correlation between the substrate-binding affinity and 
the nuclease activity [56–61]. For instance, the DNA-bind-
ing affinity and specificity of the zinc finger nucleases are 
the main determinants of their effective activity in human 
cells [57]. Similarly, the high affinity of activation-induced 
deaminase (AID) for DNA substrates is essential for its effi-
cient deamination [60]. In accordance with the findings of 
our study, Rallapalli et al. also demonstrated that the D108N 
mutation of the early-evolved TadA enhances its early edit-
ing kinetics by increasing the substrate binding [25]. As we 
have pointed out, back mutation of the key DNA-binding 
residues R111/N119/N167 to the original residues dramati-
cally reduced the editing activity of ABE8e. All these results 
suggest that the high affinity of TadA8e for the target DNA 
may be an important determinant of its base editing activity.

Certainly, further studies are needed to elucidate the rela-
tionship between the DNA-binding affinity and the base 
editing activity. For example, a direct and precise quanti-
fication of the contribution of DNA binding affinity to the 
base editing activity of ABE8e is still lacking, which limits 
our comprehensive understanding of the ABE8e activity 
mechanism by the targeted mutations. Meanwhile, as also 
shown in a previous study [23], TadA8e is a multi-turnover 
enzyme, i.e., after deaminating an adenosine substrate, it 
immediately dissociates from it and then binds to a new 
adenosine for the next round of deamination. Consequently, 
thermodynamically stable TadA8e-substrate complexes are 
not formed. Therefore, it has been difficult to conduct reli-
able MST experiments to measure the binding affinity of 
TadA8e for the substrate. Undoubtedly, new experimental 

Discussion

In this study, we combined MD simulations and experi-
mental measurements to investigate the role of the eight 
directed-evolution mutations in the TadA8e deaminase. 
The MD simulations showed that TadA8e exhibits higher 
DNA-binding affinity than TadA7.10, and the electrostatic 
interactions were identified as the main driving force. 
The directed-evolution mutations were found to increase 
the positive charge density in the DNA-binding region of 
TadA8e, thereby increasing the electrostatic attractions with 
the NTS. Among the eight mutations, three were identified 
as key mutations (R111/N119/N167) for the DNA binding 
and verified by the experiments. Furthermore, we also dis-
covered that the directed-evolution mutations significantly 
improved the thermal stability of TadA8e and ABE8e. Col-
lectively, our data demonstrate that the base editing activi-
ties of ABEs are closely related to the DNA-binding affinity 
and protein stability.

As demonstrated by our simulations, TadA8e exhibits 
comparable DNA binding energy to the dimerised TadA8e: 
TadA8e, indicating that dimerisation may not be a prerequi-
site for binding to the DNA substrate. Consequently, remov-
ing dimerisation not only increases the number of functional 
ABEs, but also enhances the probability of targeting a site 
that is challenging to access by the dimerised TadA8e.The 
removal of of dimerisation could be a promising direction 
for future optimisation of ABEs.

Therefore, due to the enhanced DNA binding induced by 
the directed-evolution mutations, only one TadA8e deami-
nase is sufficient for ABE8e to attract the NTS of DNA 
to its active site. In addition to confirming the previously 

Fig. 6 Thermal stability of 
TadA7.10, TadA8e, mini-
ABEmax and ABE8e. (A) The 
UV absorption peaks of size 
exclusion chromatography for 
TadA7.10 and TadA8e. (B) The 
SDS-PAGE of TadA7.10, TadA8e 
and TadA7.10-3mut purified 
from E. coli Rosetta (DE3) cells. 
(C) First-order derivatives of 
the nano-differential scanning 
fluorimetry (nanoDSF) curves for 
TadA and ABE. The curves show 
that TadA7.10:TadA7.10 has a Tm 
of 71.1 °C, TadA8e: TadA8e has 
a Tm of 83.0 °C, miniABEmax 
has a Tm of 59.9 °C and ABE8e 
has a Tm of 69.0 °C

 

1 3

  257  Page 12 of 15



Directed-evolution mutations enhance DNA-binding affinity and protein stability of the adenine base editor…

Conflict of interest The authors declare that they have no competing 
interests.

Open access This article is licensed under a Creative Commons At-
tribution 4.0 International License, which permits use, sharing, ad-
aptation, distribution and reproduction in any medium or format, as 
long as you give appropriate credit to the original author(s) and the 
source, provide a link to the Creative Commons licence, and indicate 
if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless 
indicated otherwise in a credit line to the material. If material is not 
included in the article’s Creative Commons licence and your intended 
use is not permitted by statutory regulation or exceeds the permitted 
use, you will need to obtain permission directly from the copyright 
holder. To view a copy of this licence, visit http://creativecommons.
org/licenses/by/4.0/.

Open Access  This article is licensed under a Creative Commons 
Attribution 4.0 International License, which permits use, sharing, 
adaptation, distribution and reproduction in any medium or format, 
as long as you give appropriate credit to the original author(s) and the 
source, provide a link to the Creative Commons licence, and indicate 
if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless 
indicated otherwise in a credit line to the material. If material is not 
included in the article’s Creative Commons licence and your intended 
use is not permitted by statutory regulation or exceeds the permitted 
use, you will need to obtain permission directly from the copyright 
holder. To view a copy of this licence, visit http://creativecommons.
org/licenses/by/4.0/.

References

1. Jiang W, Bikard D, Cox D, Zhang F, Marraffini LA (2013) RNA-
guided editing of bacterial genomes using CRISPR-Cas systems. 
Nat Biotechnol 31:233–239. https://doi.org/10.1038/nbt.2508

2. Mali P, Yang L, Esvelt KM, Aach J, Guell M, DiCarlo JE, Nor-
ville JE, Church GM (2013) RNA-guided human genome engi-
neering via Cas9. Science 339:823–826. https://doi.org/10.1126/
science.1232033

3. Doudna JA, Charpentier E (2014) The new frontier of genome 
engineering with CRISPR-Cas9. Science 346:1258096. https://
doi.org/10.1126/science.1258096

4. Komor AC, Badran AH, Liu DR (2017) CRISPR-based technolo-
gies for the manipulation of eukaryotic genomes. Cell 168:20–36. 
https://doi.org/10.1016/j.cell.2016.10.044

5. Zhu Z, Weng S, Zheng F, Zhao Q, Xu Y, Wu J, Phenomics (2023) 
https://doi.org/10.1007/s43657-023-00112-2

6. Cho SW, Kim S, Kim JM, Kim J-S (2013) Targeted genome engi-
neering in human cells with the Cas9 RNA-guided endonuclease. 
Nat Biotechnol 31:230–232. https://doi.org/10.1038/nbt.2507

7. Cong L, Ran FA, Cox D, Lin S, Barretto R, Habib N, Hsu PD, Wu 
X, Jiang W, Marraffini LA (2013) Multiplex genome engineering 
using CRISPR/Cas systems. Science 339:819–823. https://doi.
org/10.1126/science.1231143

8. Adikusuma F, Piltz S, Corbett MA, Turvey M, McColl SR, Helbig 
KJ, Beard MR, Hughes J, Pomerantz RT, Thomas PQ (2018) 
Large deletions induced by Cas9 cleavage. Nature 560:E8–E9. 
https://doi.org/10.1038/s41586-018-0380-z

9. Kosicki M, Tomberg K, Bradley A (2018) Repair of double-strand 
breaks induced by CRISPR–Cas9 leads to large deletions and 
complex rearrangements. Nat Biotechnol 36:765–771. https://
doi.org/10.1038/nbt.4192

approaches are needed for future functional and mechanistic 
studies of ABE8e. In addition, further computational studies 
to predict new mutations that may improve binding affinity 
will also be an interesting extension of this work.

In conclusion, ABEs are important molecular machines 
for precise genome editing. Directed evolution has been 
an important approach to their optimisation. Therefore, it 
is very important to elucidate the molecular origin of the 
directed-evolution mutations in order to further optimise 
ABEs. Our study elucidates the functional consequences of 
the eight directed-evolution mutations in the base editing 
catalysis of ABE8e. We demonstrate that these mutations 
increase the DNA-binding affinity and protein stability, 
which contribute to the improved base editing activity of 
ABE8e. Our findings provide new insights into the optimi-
sation of BEs, highlight the importance of understanding 
the molecular mechanisms underlying directed evolution, 
and thus provide a rational basis for further catalytic opti-
misation of the system for higher efficiency and specificity. 
Indeed, higher editing efficiency allows for a reduction in 
the required dose of enzyme for gene therapy, thereby reduc-
ing the potential side-effects and improving the economic 
feasibility of treatment. Furthermore, efficient base editors 
are powerful tools for studying gene function, leading to the 
discovery of new diagnostic markers or therapeutic targets. 
In addition, efficient base editors are more precise and faster 
than conventional breeding methods, which promises to 
accelerate the breeding of new species adapted to environ-
mental challenges.

Supplementary Information The online version contains 
supplementary material available at https://doi.org/10.1007/s00018-
024-05263-7.

Acknowledgements We thank the Shanghai Supercomputer Center 
for providing computational resources.

Author contributions Conceptualization: H.Z. and Q.H. Methodol-
ogy: H.Z., L.W., Y.W. and M.S. Investigation: H.Z., X.J. and Q.Q. Vi-
sualization: H.Z., L.W. and Q. H. Supervision: Q.H. Writing (original 
draft): H.Z. and Q.H. Writing (review and editing): H.Z. and Q.H.

Funding This work was supported by the National Key Research and 
Development Program of China (2021YFA0910604), and the National 
Natural Science Foundation of China (31971377).

Data availability All data needed to evaluate the conclusions in the 
paper are present in the paper and/or the Supplementary information. 
Additional data related to this paper may be requested from the authors.

Declarations

Ethics approval and consent to participate Not applicable.

Consent for publication Not applicable.

1 3

Page 13 of 15   257 

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1038/nbt.2508
https://doi.org/10.1126/science.1232033
https://doi.org/10.1126/science.1232033
https://doi.org/10.1126/science.1258096
https://doi.org/10.1126/science.1258096
https://doi.org/10.1016/j.cell.2016.10.044
https://doi.org/10.1007/s43657-023-00112-2
https://doi.org/10.1038/nbt.2507
https://doi.org/10.1126/science.1231143
https://doi.org/10.1126/science.1231143
https://doi.org/10.1038/s41586-018-0380-z
https://doi.org/10.1038/nbt.4192
https://doi.org/10.1038/nbt.4192
https://doi.org/10.1007/s00018-024-05263-7
https://doi.org/10.1007/s00018-024-05263-7


H. Zhu et al.

base editors. Sci Adv 6:eaaz2309. https://doi.org/10.1126/sciadv.
aaz2309

26. Losey HC, Ruthenburg AJ, Verdine GL (2006) Crystal structure 
of Staphylococcus aureus tRNA adenosine deaminase TadA in 
complex with RNA. Nat Struct Mol Biol 13:153–159. https://doi.
org/10.1038/nsmb1047

27. Dolinsky TJ, Nielsen JE, McCammon JA, Baker NA (2004) PDB-
2PQR: an automated pipeline for the setup of Poisson-Boltzmann 
electrostatics calculations. Nucleic Acids Res 32:W665–667. 
https://doi.org/10.1093/nar/gkh381

28. Jurrus E, Engel D, Star K, Monson K, Brandi J, Felberg LE, 
Brookes DH, Wilson L, Chen J, Liles K (2018) Improvements 
to the APBS biomolecular solvation software suite. Protein Sci 
27:112–128. https://doi.org/10.1002/pro.3280

29. Goddard TD, Huang CC, Meng EC, Pettersen EF, Couch GS, 
Morris JH, Ferrin TE (2018) UCSF ChimeraX: Meeting modern 
challenges in visualization and analysis. Protein Sci 27:14–25. 
https://doi.org/10.1002/pro.3235

30. Pettersen EF, Goddard TD, Huang CC, Meng EC, Couch GS, 
Croll TI, Morris JH, Ferrin TE (2021) UCSF ChimeraX: structure 
visualization for researchers, educators, and developers. Protein 
Sci 30:70–82. https://doi.org/10.1002/pro.3943

31. Pronk S, Páll S, Schulz R, Larsson P, Bjelkmar P, Apostolov 
R, Shirts MR, Smith JC, Kasson PM, van der Spoel D, Hess B, 
Lindahl E (2013) GROMACS 4.5: a high-throughput and highly 
parallel open source molecular simulation toolkit. Bioinformatics 
29:845–854. https://doi.org/10.1093/bioinformatics/btt055

32. Abraham MJ, Murtola T, Schulz R, Páll S, Smith JC, Hess B, 
Lindahl E (2015) GROMACS: high performance molecular sim-
ulations through multi-level parallelism from laptops to super-
computers. SoftwareX 1–2:19–25. https://doi.org/10.1016/j.
softx.2015.06.001

33. Ivani I, Dans PD, Noy A, Pérez A, Faustino I, Hospital A, Walther 
J, Andrio P, Goñi R, Balaceanu A, Portella G, Battistini F, Gelpí 
JL, González C, Vendruscolo M, Laughton CA, Harris SA, Case 
DA, Orozco M (2016) Parmbsc1: a refined force field for DNA 
simulations. Nat Methods 13:55–58. https://doi.org/10.1038/
nmeth.3658

34. Price DJ, Brooks CL (2004) A modified TIP3P water potential 
for simulation with Ewald summation. J Chem Phys 121:10096–
10103. https://doi.org/10.1063/1.1808117

35. Berendsen HJC, Postma JPM, Vangunsteren WF, Dinola A, Haak 
JR (1984) Molecular-Dynamics with coupling to an external bath. 
J Chem Phys 81:3684–3690. https://doi.org/10.1063/1.448118

36. Parrinello M, Rahman A (1981) Polymorphic transitions in sin-
gle-crystals - a new molecular-dynamics method. J Appl Phys 
52:7182–7190. https://doi.org/10.1063/1.328693

37. Hess B, Bekker H, Berendsen HJC, Fraaije JGEM (1997) 
LINCS: a linear constraint solver for molecular simulations. 
J Comput Chem 18:1463–1472. https://doi.org/10.1002/
(Sici)1096-987x(199709)18:12<1463::Aid-Jcc4>3.3.Co;2-L

38. Darden T, York D, Pedersen L (1993) Particle Mesh Ewald - an 
N.Log(N) method for Ewald sums in large systems. J Chem Phys 
98:10089–10092. https://doi.org/10.1063/1.464397

39. Jiang X, Qin Q, Zhu H, Qian J, Huang Q (2023) Structure-guided 
design of a trivalent nanobody cluster targeting SARS-CoV-2 
spike protein. Int J Biol Macromol 256:128191. https://doi.
org/10.1016/j.ijbiomac.2023.128191

40. Kumari R, Kumar R, Consortium OSDD, Lynn A (2014) g_
mmpbsa—A GROMACS tool for high-throughput MM-PBSA 
calculations. J Chem Inf Model 54:1951–1962. https://doi.
org/10.1021/ci500020m

41. Homeyer N, Gohlke H (2012) Free energy calculations by the 
molecular mechanics Poisson – Boltzmann surface area method. 
Mol Inf 31:114–122. https://doi.org/10.1002/minf.201100135

10. Paquet D, Kwart D, Chen A, Sproul A, Jacob S, Teo S, Olsen KM, 
Gregg A, Noggle S, Tessier-Lavigne M (2016) Efficient introduc-
tion of specific homozygous and heterozygous mutations using 
CRISPR/Cas9. Nature 533:125–129. https://doi.org/10.1038/
nature17664

11. Jasin M, Rothstein R (2013) Repair of strand breaks by homolo-
gous recombination. Cold Spring Harb Perspect Biol 5:a012740. 
https://doi.org/10.1101/cshperspect.a012740

12. Shan Q, Wang Y, Li J, Zhang Y, Chen K, Liang Z, Zhang K, Liu 
J, Xi JJ, Qiu J-L (2013) Targeted genome modification of crop 
plants using a CRISPR-Cas system. Nat Biotechnol 31:686–688. 
https://doi.org/10.1038/nbt.2650

13. Mali P, Aach J, Stranges PB, Esvelt KM, Moosburner M, Kosuri 
S, Yang L, Church GM (2013) CAS9 transcriptional activators 
for target specificity screening and paired nickases for coopera-
tive genome engineering. Nat Biotechnol 31:833–838. https://doi.
org/10.1038/nbt.2675

14. Hsu PD, Scott DA, Weinstein JA, Ran FA, Konermann S, Agar-
wala V, Li Y, Fine EJ, Wu X, Shalem O (2013) DNA target-
ing specificity of RNA-guided Cas9 nucleases. Nat Biotechnol 
31:827–832. https://doi.org/10.1038/nbt.2647

15. Landrum MJ, Lee JM, Riley GR, Jang W, Rubinstein WS, Church 
DM, Maglott DR (2014) ClinVar: public archive of relationships 
among sequence variation and human phenotype. Nucleic Acids 
Res 42:D980–D985. https://doi.org/10.1093/nar/gkt1113

16. Landrum MJ, Lee JM, Benson M, Brown G, Chao C, Chitipiralla 
S, Gu B, Hart J, Hoffman D, Hoover J (2016) ClinVar: public 
archive of interpretations of clinically relevant variants. Nucleic 
Acids Res 44:D862–D868. https://doi.org/10.1093/nar/gkv1222

17. Komor AC, Kim YB, Packer MS, Zuris JA, Liu DR (2016) Pro-
grammable editing of a target base in genomic DNA without 
double-stranded DNA cleavage. Nature 533:420–424. https://doi.
org/10.1038/nature17946

18. Gaudelli NM, Komor AC, Rees HA, Packer MS, Badran AH, 
Bryson DI, Liu DR (2017) Programmable base editing of A• T to 
G• C in genomic DNA without DNA cleavage. Nature 551:464–
471. https://doi.org/10.3389/fgene.2018.00021

19. Komor AC, Zhao KT, Packer MS, Gaudelli NM, Waterbury AL, 
Koblan LW, Kim YB, Badran AH, Liu DR (2017) Improved base 
excision repair inhibition and bacteriophage Mu Gam protein 
yields C: G-to-T: a base editors with higher efficiency and prod-
uct purity. Sci Adv 3:eaao4774. https://doi.org/10.1126/sciadv.
aao4774

20. Nishimasu H, Ran FA, Hsu PD, Konermann S, Shehata SI, 
Dohmae N, Ishitani R, Zhang F, Nureki O (2014) Crystal struc-
ture of Cas9 in complex with guide RNA and target DNA. Cell 
156:935–949. https://doi.org/10.1016/j.cell.2014.02.001

21. Li X, Wang Y, Liu Y, Yang B, Wang X, Wei J, Lu Z, Zhang Y, 
Wu J, Huang X (2018) Base editing with a Cpf1–cytidine deami-
nase fusion. Nat Biotechnol 36:324–327. https://doi.org/10.1038/
nbt.4102

22. Richter MF, Zhao KT, Eton E, Lapinaite A, Newby GA, Thuro-
nyi BW, Wilson C, Koblan LW, Zeng J, Bauer DE (2020) Phage-
assisted evolution of an adenine base editor with improved Cas 
domain compatibility and activity. Nat Biotechnol 38:883–891. 
https://doi.org/10.1038/s41587-020-0453-z

23. Lapinaite A, Knott GJ, Palumbo CM, Lin-Shiao E, Richter MF, 
Zhao KT, Beal PA, Liu DR, Doudna JA (2020) DNA capture by 
a CRISPR-Cas9–guided adenine base editor. Science 369:566–
571. https://doi.org/10.1126/science.abb1390

24. Grünewald J, Zhou R, Iyer S, Lareau CA, Garcia SP, Aryee MJ, 
Joung JK (2019) CRISPR DNA base editors with reduced RNA 
off-target and self-editing activities. Nat Biotechnol 37:1041–
1048. https://doi.org/10.1038/s41587-019-0236-6

25. Rallapalli KL, Komor AC, Paesani F (2020) Computer simulations 
explain mutation-induced effects on the DNA editing by Adenine 

1 3

  257  Page 14 of 15

https://doi.org/10.1126/sciadv.aaz2309
https://doi.org/10.1126/sciadv.aaz2309
https://doi.org/10.1038/nsmb1047
https://doi.org/10.1038/nsmb1047
https://doi.org/10.1093/nar/gkh381
https://doi.org/10.1002/pro.3280
https://doi.org/10.1002/pro.3235
https://doi.org/10.1002/pro.3943
https://doi.org/10.1093/bioinformatics/btt055
https://doi.org/10.1016/j.softx.2015.06.001
https://doi.org/10.1016/j.softx.2015.06.001
https://doi.org/10.1038/nmeth.3658
https://doi.org/10.1038/nmeth.3658
https://doi.org/10.1063/1.1808117
https://doi.org/10.1063/1.448118
https://doi.org/10.1063/1.328693
https://doi.org/10.1002/(Sici)1096-987x(199709)18:12<1463::Aid-Jcc4>3.3.Co;2-L
https://doi.org/10.1002/(Sici)1096-987x(199709)18:12<1463::Aid-Jcc4>3.3.Co;2-L
https://doi.org/10.1063/1.464397
https://doi.org/10.1016/j.ijbiomac.2023.128191
https://doi.org/10.1016/j.ijbiomac.2023.128191
https://doi.org/10.1021/ci500020m
https://doi.org/10.1021/ci500020m
https://doi.org/10.1002/minf.201100135
https://doi.org/10.1038/nature17664
https://doi.org/10.1038/nature17664
https://doi.org/10.1101/cshperspect.a012740
https://doi.org/10.1038/nbt.2650
https://doi.org/10.1038/nbt.2675
https://doi.org/10.1038/nbt.2675
https://doi.org/10.1038/nbt.2647
https://doi.org/10.1093/nar/gkt1113
https://doi.org/10.1093/nar/gkv1222
https://doi.org/10.1038/nature17946
https://doi.org/10.1038/nature17946
https://doi.org/10.3389/fgene.2018.00021
https://doi.org/10.1126/sciadv.aao4774
https://doi.org/10.1126/sciadv.aao4774
https://doi.org/10.1016/j.cell.2014.02.001
https://doi.org/10.1038/nbt.4102
https://doi.org/10.1038/nbt.4102
https://doi.org/10.1038/s41587-020-0453-z
https://doi.org/10.1126/science.abb1390
https://doi.org/10.1038/s41587-019-0236-6


Directed-evolution mutations enhance DNA-binding affinity and protein stability of the adenine base editor…

53. Cuervo A, Dans PD, Carrascosa JL, Orozco M, Gomila G, Fuma-
galli L (2014) Direct measurement of the dielectric polarization 
properties of DNA. Proc Natl Acad Sci U S A 111:E3624–E3630. 
https://doi.org/10.1073/pnas.1405702111

54. Reuter JS, Mathews DH (2010) RNAstructure: software for RNA 
secondary structure prediction and analysis. BMC Bioinform 
11:129. https://doi.org/10.1186/1471-2105-11-129

55. Kluesner MG, Nedveck DA, Lahr WS, Garbe JR, Abrahante JE, 
Webber BR, Moriarity BS (2018) EditR: a method to Quantify 
Base Editing from Sanger sequencing. CRISPR J 1:239–250. 
https://doi.org/10.1089/crispr.2018.0014

56. Tang YH, Hsu SCN, Chen PY, Liou ST, Chen HT, Wu CH, 
Kao CL (2018) Importance of binding affinity for the activity 
of a metallodendritic chemical nuclease. Pharmaceutics 10:258. 
https://doi.org/10.3390/pharmaceutics10040258

57. Cornu TI, Thibodeau-Beganny S, Guhl E, Alwin S, Eichtinger M, 
Joung JK, Cathomen T (2008) DNA-binding specificity is a major 
determinant of the activity and toxicity of zinc-finger nucleases. 
Mol Ther 16:352–358. https://doi.org/10.1038/sj.mt.6300357

58. Rossetti M, Merlo R, Bagheri N, Moscone D, Valenti A, Saha 
A, Arantes PR, Ippodrino R, Ricci F, Treglia I, Delibato E, van 
der Oost J, Palermo G, Perugino G, Porchetta A (2022) Enhance-
ment of CRISPR/Cas12a trans-cleavage activity using hairpin 
DNA reporters. Nucleic Acids Res 50:8377–8391. https://doi.
org/10.1093/nar/gkac578

59. Gong S, Yu HH, Johnson KA, Taylor DW (2018) DNA unwind-
ing is the primary determinant of CRISPR-Cas9 activity. Cell Rep 
22:359–371. https://doi.org/10.1016/j.celrep.2017.12.041

60. Wang M, Yang Z, Rada C, Neuberger MS (2009) AID upmutants 
isolated using a high-throughput screen highlight the immunity/
cancer balance limiting DNA deaminase activity. Nat Struct Mol 
Biol 16:769–776. https://doi.org/10.1038/nsmb.1623

61. Bransteitter R, Pham P, Scharff MD, Goodman MF (2003) Acti-
vation-induced cytidine deaminase deaminates deoxycytidine 
on single-stranded DNA but requires the action of RNase. Proc 
Natl Acad Sci U S A 100:4102–4107. https://doi.org/10.1073/
pnas.0730835100

Publisher’s Note Springer Nature remains neutral with regard to juris-
dictional claims in published maps and institutional affiliations.

42. Levy RM, Zhang LY, Gallicchio E, Felts AK (2003) On the nonpo-
lar hydration free energy of proteins: surface area and continuum 
solvent models for the solute – solvent interaction energy. J Am 
Chem Soc 125:9523–9530. https://doi.org/10.1021/ja029833a

43. Hou T, Wang J, Li Y, Wang W (2011) Assessing the performance 
of the MM/PBSA and MM/GBSA methods. 1. The accuracy of 
binding free energy calculations based on molecular dynamics 
simulations. J Chem Inf Model 51:69–82. https://doi.org/10.1021/
ci100275a

44. Real-Hohn A, Groznica M, Löffler N, Blaas D, Kowalski H (2020) 
nanoDSF: in vitro label-free method to monitor picornavirus 
uncoating and test compounds affecting particle stability. Front 
Microbiol 11:1442. https://doi.org/10.3389/fmicb.2020.01442

45. Damry AM, Jackson CJ (2021) The evolution and engineering 
of enzyme activity through tuning conformational landscapes. 
Protein Eng Des Sel 34:gzab009. https://doi.org/10.1093/protein/
gzab009

46. Secundo F (2013) Conformational changes of enzymes upon 
immobilisation. Chem Soc Rev 42:6250–6261. https://doi.
org/10.1039/c3cs35495d

47. Corbella M, Pinto GP, Kamerlin SCL (2023) Loop dynamics 
and the evolution of enzyme activity. Nat Rev Chem 7:536–547. 
https://doi.org/10.1038/s41570-023-00495-w

48. Ooka H, Chiba Y, Nakamura R (2023) Thermodynamic principle 
to enhance enzymatic activity using the substrate affinity. Nat 
Commun 14:4860. https://doi.org/10.1038/s41467-023-40471-y

49. Eijsink VG, Gåseidnes S, Borchert TV, van den Burg B (2005) 
Directed evolution of enzyme stability. Biomol Eng 22:21–30. 
https://doi.org/10.1016/j.bioeng.2004.12.003

50. Jiang F, Taylor DW, Chen JS, Kornfeld JE, Zhou K, Thompson 
AJ, Nogales E, Doudna JA (2016) Structures of a CRISPR-Cas9 
R-loop complex primed for DNA cleavage. Science 351:867–
871. https://doi.org/10.1126/science.aad8282

51. Huai C, Li G, Yao R, Zhang Y, Cao M, Kong L, Jia C, Yuan H, 
Chen H, Lu D, Huang Q (2017) Structural insights into DNA 
cleavage activation of CRISPR-Cas9 system. Nat Commun 
8:1375. https://doi.org/10.1038/s41467-017-01496-2

52. Furini S, Barbini P, Domene C (2013) DNA-recognition process 
described by MD simulations of the lactose repressor protein on 
a specific and a non-specific DNA sequence. Nucleic Acids Res 
41:3963–3972. https://doi.org/10.1093/nar/gkt099

1 3

Page 15 of 15   257 

https://doi.org/10.1073/pnas.1405702111
https://doi.org/10.1186/1471-2105-11-129
https://doi.org/10.1089/crispr.2018.0014
https://doi.org/10.3390/pharmaceutics10040258
https://doi.org/10.1038/sj.mt.6300357
https://doi.org/10.1093/nar/gkac578
https://doi.org/10.1093/nar/gkac578
https://doi.org/10.1016/j.celrep.2017.12.041
https://doi.org/10.1038/nsmb.1623
https://doi.org/10.1073/pnas.0730835100
https://doi.org/10.1073/pnas.0730835100
https://doi.org/10.1021/ja029833a
https://doi.org/10.1021/ci100275a
https://doi.org/10.1021/ci100275a
https://doi.org/10.3389/fmicb.2020.01442
https://doi.org/10.1093/protein/gzab009
https://doi.org/10.1093/protein/gzab009
https://doi.org/10.1039/c3cs35495d
https://doi.org/10.1039/c3cs35495d
https://doi.org/10.1038/s41570-023-00495-w
https://doi.org/10.1038/s41467-023-40471-y
https://doi.org/10.1016/j.bioeng.2004.12.003
https://doi.org/10.1126/science.aad8282
https://doi.org/10.1038/s41467-017-01496-2
https://doi.org/10.1093/nar/gkt099

	Directed-evolution mutations enhance DNA-binding affinity and protein stability of the adenine base editor ABE8e
	Abstract
	Introduction
	Materials and methods
	Construction of full-length ABE models
	MD simulations and analyses
	Binding energy calculations
	Protein expression and purification
	Microscale thermophoresis (MST)
	Thermal shift assay
	Transfection of HEK293T cells and preparation of genomic DNA

	Results
	MD simulations of full-length ABEs
	The structure of TadA8e is more stable than that of TadA7.10
	TadA8e has a higher binding affinity for DNA than TadA7.10
	Directed-evolution mutations increase positive charge density of DNA binding region
	Experimental verifications of key mutations on binding and protein stability

	Discussion
	References


