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Abstract 
 
The use of antiviral drugs can promote the appearance of mutations in the target protein 
that increase the resistance of the virus to the treatment. This is also the case of 
nirmatrelvir, a covalent inhibitor of the 3CL protease of SARS-CoV-2. In this work we show 
how the by-residue decomposition of noncovalent interactions established between the 
drug and the enzyme, in combination with an analysis of natural occurring mutations, can 
be used to detect potential mutations in 3CL protease conferring resistance to nirmatrelvir. 
We also investigate the consequences of these mutations on the reaction mechanism to 
form the covalent enzyme-inhibitor complex. In particular, we show that the E166V variant 
of the protease shows a smaller affinity by nirmatrelvir and a larger activation free energy 
for the formation of the covalent complex, both factors contributing to an increased 
resistance to the treatment with this drug.  The conclusions derived from our work can be 
used to anticipate the consequences of the introduction of nirmatrelvir in the fitness 
landscape of the virus and to design new inhibitors to prevent resistance mechanisms. 
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1. Introduction 
 
Since the end of 2019, the fight against COVID-19 has been one of the priorities in research. 
Many efforts have been conducted to the development of vaccines1 and antiviral drugs2 
that can be used to prevent or treat this disease. However, the ability of viruses to mutate 
offers them possible ways to escape the action of drugs and vaccines, triggering an evolutive 
battle between therapeutical tools and the virus. New SARS-CoV-2 variants, some of them 
showing partial evasion of vaccines, have already emerged. Omicron variant, for example, 
has been the responsible of most of the latest infection waves across the world.3 Typically, 
new virus strains display frequent mutations in the Spike protein which is the target of 
current vaccines.4  
 
Regarding antiviral drugs, three of them have been already authorized for the treatment of 
COVID-19: remdesivir5, molnupiravir6 and nirmatrelvir.2 The first two are directed against 
the RNA replication process, while the target of the third drug is one of the two proteases 
of the virus: the main or 3CL protease (3CLpro). This dimeric enzyme is key for the replication 
cycle of the virus because it is in charge of cutting the long polyproteins produced after 
translation of the genomic material in 11 positions, recognizing a glutamine residue at the 
P1 site (just before the peptide bond to be hydrolysed).7 Due to the fact that none of the 
known human proteases use this recognition sequence, 3CLpro has attracted considerable 
attention as a target for the development of inhibitors that can act as antivirals with 
reduced side effects.8–11 Many of these compounds are covalent inhibitors that contain an 
electrophilic site able to react with the catalytic cysteine of 3CLpro, Cys145, mimicking the 
behavior of the peptidic substrate. Covalent inhibitors first bind into the active site of the 
protease forming a non-covalent complex (EI) and then react with Cys145 to form a covalent 
complex (E-I): 
 

𝐸 + 𝐼
𝑘!
⇌
𝑘"
	𝐸𝐼		

#!→𝐸 − 𝐼 (1) 

 
Nirmatrelvir, see Scheme 1, contains a nitrile group as a warhead that forms a thioimidate 
after reaction with the thiol group of the catalytic cysteine.12 Nirmatrelvir is associated with 
ritonavir, a compound that boosts its activity, under the commercial name of Paxlovid. This 
drug, developed by Pfizer, is administered orally and received authorization for emergency 
use in December 2021. Paxlovid drastically reduces hospitalization and death in patients 
with risk factors13 although it recently failed to show statistically significant protection for 
standard patients.14  
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Scheme 1. Chemical structure of nirmatrelvir. 

 
The generalized use of nirmatrelvir or other inhibitors of the 3CL protease could be 
threatened by the development of antiviral resistance, acquired after mutations in this 
enzyme. In principle, comparison of the sequences of the main proteases of SARS-CoV-2 
and other viruses belonging to the same sarbecovirus lineage of the b-CoV genus leads to 
the conclusion that this enzyme is highly conserved. For example, SARS-CoV and SARS-CoV-
2 main proteases share 96% of the amino acid sequence and the main residues involved in 
catalysis are fully conserved.15 This would give some credit to the hypothesis that 3CL 
protease is a safe target in terms of evolutive strategies of the virus to escape. However, a 
recent study showed that this conclusion is not maintained when the comparison is 
extended to viruses belonging to other lineages of the b-CoV genus; although the 3CL 
protease is significantly more conserved than the Spike protein, comparison of sequences 
coming from different coronaviruses indicate that this enzyme is also highly mutable.16 The 
conclusion from this study is that the use of nirmatrelvir will probably give place to new 
virus variants with mutations in the 3CL protease conferring resistance to the treatment.  
Analysis of the virus genome sequences from COVID-19 patients also indicates a high 
variability in some positions of this protein, according to mutation summary data from the 
Global Initiative on Sharing Avian Influenza Data (GISAID) CoVsurver app.17 
 
A study by Pfizer showed that nirmatrelvir remained effective against several virus variants, 
including Omicron that contains a single mutation in 3CLpro (P132H).18 More recent studies 
have directly addressed the question of the evolutive pressure caused by the use of 
nirmatrelvir. One study found that after several rounds of nirmatrelvir treatment, the 3CL 
protease accumulated up to three mutations, at positions L50, E166 and L167, which 
conferred increased resistance to the drug.19  Single mutations increased the half-maximal 
inhibitory concentration (IC50) of the drug by a factor between 4 and 10, while the three 
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combined mutations increased 72-fold this value.19 Another study also found that combined 
mutations L50F and E166V resulted in 80-fold resistance.20 The E166V mutant was also 
identified as a mutation conferring resistance to nirmatrelvir in a yeast-based mutational 
scanning approach.21 Interestingly, position E166 is shown to be strictly conserved in the 
comparison among the sequences of different coronaviruses.16 While mutation of this 
position could, in principle, reduce viral fitness decreasing the enzymatic activity versus 
natural substrates, additional mutations, for example at L50 position, could compensate the 
fitness cost of the E166 mutation.20,22 Position E166 was also identified in an analysis of 
nirmatrelvir resistance among naturally occurring mutations of the 3CL protease.23 This 
study identifies S144, M165, E166, H172 and Q192 as hot spots for nirmatrelvir tolerance, 
because some mutations at these positions are likely to keep the enzymatic activity while 
increasing drug resistance. In a recent study using a chimeric virus the 3CLpro mutants Y54C, 
G138S, L167F, Q192R, A194S and F305L have been shown to present resistance against 
nirmatrelvir and GC376 inhibitors.24 
 
In this study we use simulation tools to study the binding and reactivity of nirmatrelvir in 
3CLpro. We show that the analysis of the contributions of different residues to the formation 
of the noncovalent complex between the enzyme and the inhibitor is useful to identify some 
positions susceptible to mutations that confer resistance to the drug. We further analyse 
the consequences of one of these mutations on the reaction mechanism for the formation 
of covalent complex, to rationalize strategies for the development of new and more 
efficient 3CLpro covalent inhibitors. All in all, our study shows that computational simulations 
are an important tool to be added to the arsenal to fight COVID-19 and to rationalize the 
origin of resistance mechanisms to the treatment with 3CLpro inhibitors. 
 

2. Methods 
 

2.1. Classical Molecular Dynamics Simulations  
 
Michaelis complexes of the wild type 3CLpro protease of SARS-CoV-2 with a peptidic 
substrate and with nirmatrelvir were obtained from our previous simulations.25,26 Briefly, 
these structures were prepared starting from  the crystal structure of the 3CL protease of 
SARS-CoV-2  with PDB code 6Y2F.27 The peptide substrate was built using the Maestro tool28 
with sequence Ac-Ser-Ala-Val-Leu-Gln-Ser-GlyPhe-NMe and placed in the both active sites, 
in agreement with X-ray structures. The same procedure was used to prepare the Michaelis 
complex with nirmatrelvir. Michaelis complexes of the E166V variant, with either the 
peptide substrate or nirmatrelvir in the active sites, were prepared introducing mutations 
with Maestro28 in the wild type structures with the corresponding ligand.  
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The tleap tool of AmberTools1829 was employed to prepare all simulation systems. The 
Michaelis complexes described before, were solvated in a box with buffer region of at least 
12 Å from any protein/substrate atom to the limits of the simulation box. Na+ atoms were 
added to neutralize the charges and PROPKA3.028 was used to determine the most likely 
protonation state of every residue at pH 7.4. All classical MD simulations have been run 
using Amber18.29 The protein was described by means of the ff14SB30 forcefield while water 
molecules were described using TIP3P31 potential. Nirmatrelvir was parametrized using the 
Antechamber program32 available in the AmberTools package. Atomic charges were 
calculated using restrained electrostatic potential (RESP)33 method at the HF/6-31G* level 
of theory. All long-range electrostatic interactions were described using particle mesh 
Ewald method (PME),34 and the cut-off radius was set to 10 Å. SHAKE35 was used to freeze 
the bonds involving hydrogen atoms, allowing the use of a 2 fs time step during simulations. 
For all classical molecular dynamic simulations, Amber18 GPU version of pmemd36,37 was 
employed. Details of the minimization and equilibration procedure are described 
elsewhere.25,26 After thermalization at 300 K,  three replicas 1 µs each in the NVT ensemble 
were run for each system in order to guarantee enough sampling.  
 

2.2. Classical Free Energy calculations 
 
The impact of a possible mutation in the formation of the noncovalent complex between 
the 3CL protease and nirmatrelvir can be formally quantified through effect on the half-
maximal inhibitory concentration (IC50). This magnitude depends on the values of the 
inhibitory (Ki) and Michaelis (Km) constants and substrate concentration ([S]): 

𝐼𝐶!" = 𝐾# %1 +
[𝑆]
𝐾$
+ (2) 

        
An increased value in the mutant (IC’50	>	IC50) indicates a larger resistance to the drug. This 
depends on the effect of the mutation on both constants: 
 

𝐼𝐶´!"
𝐼𝐶!"

=
𝐾´# -1 +

[𝑆]
𝐾´$

.

𝐾# -1 +
[𝑆]
𝐾$
.
> 1 (3) 

 
For small substrate concentration ([S]<<	 𝐾$), the increase is solely determined by the 
change in the inhibitory constant and then by the effect on the inhibitor binding free energy.  
 

𝐼𝐶´!"
𝐼𝐶!"

≈
𝐾´#
𝐾#

= 𝑒
∆&´!,#(∆&!,#

)* > 1 (4) 
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If gi,I is the impact of a mutation in position i to the binding free energy of the inhibitor 
(∆𝐺´!,# − ∆𝐺!,#), then an increase in the half-maximal inhibitory concentration are due to 
those positions that makes the binding free energy more negative gi,I<0.	
	

gi,I	<	0	 (5)	
	 	 	 	 	 	 	 	  
For larger substrate concentrations ([S]>>𝐾$), the change in the half-maximal inhibitory 
concentration depends on the relative effect of the mutation on the Michaelis and the 
inhibitory constants and then on the impact on the inhibitor and substrate binding free 
energies: 
 

𝐼𝐶´!"
𝐼𝐶!"

≈
𝐾´# · 𝐾$
𝐾# · 𝐾´$

=
𝑒
∆&´!,#(∆&!,#

)*

𝑒
∆&´!,$(∆&!,$

)*

> 1 (6) 

  
Introducing also the impact of the mutation on position i to the binding free energy of the 
substrate (gi,S), now the condition for a mutation to increase IC50	is: 
 

gi,S	-gi,I	>	0 (7) 
 
In this work we approximate the values of gi	by the contribution of residue i	to the binding 
free energy of the inhibitor or the substrate. Molecular Mechanics Generalized Born Surface 
Area (MMGBSA) calculations were run using MMPBSA.py script38 available in 
AmberTools18. Ante-MMGBSA.py38 utility was used to create compatible complex, 
receptor and ligand topology files and GB solvation radii were set to mbondi2. The default 
Generalized Born method was applied and salt concentration was set to 0.1 M. In order to 
calculate the contribution of each residue to the binding free energy, full electrostatic and 
van der Waals contributions were considered, instead of using the standard MMPBSA.py 
decomposition scheme that attributes half of the interaction energy to the ligand and the 
other half to the corresponding residue.39 Both decompositions, per residue and side-chain 
options were applied. MMGBSA calculations were carried out for 10000 frames evenly 
extracted from a total of 200 trajectories of 50 ns (a total of 10 µs) ran for the wild type 
3CLpro enzyme in complex with the peptide substrate and with nirmatrelvir. Finally, to 
estimate the statistical uncertainty of each residue’s contribution to the free energy we 
computed the standard deviation of 10 averages, each corresponding to 1000 frames 
covering 1 µs of simulation each. 
 

2.3. QM/MM simulations  
 
Hybrid Quantum Mechanics/Molecular Mechanics (QM/MM)40,41 simulations were used to 
describe the chemical transformation from the noncovalent complex to the covalent one 
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(see eq. (1)). QM/MM calculations were performed using a modified version of Amber18, 
coupled to Gaussian1642 for density functional theory calculations. We selected the M06-
2X functional43 with the 6-31+G* basis set and D3 dispersion corrections44 to describe the 
QM region. This included the side chains of the catalytic dyad (His41 and Cys145), a water 
molecule involved in the reaction mechanism and the backbone atoms of residue P1 and 
the warhead of nirmatrelvir. The cutoff radii for the QM/MM interactions was set equal to 
15 Å. As discussed below, this M062X-D3/MM combination provides results in excellent 
agreement with our previous B3LYPD3/MM calculations, which supports the reliability of 
our QM/MM simulations.26 
 
In order to explore the free energy landscape associated with the chemical reaction, the 
Adaptive String Method (ASM)45,46 developed in our research group was employed. 
According to this method, N replicas of the system, that correspond to the nodes of the 
string, are evolved following the mean force acting on each node while being kept 
equidistant. In this way the nodes converge to the minimal free energy path (MFEP) in the 
space spanned by the selected collective variables (CVs). For the reaction under study we 
selected as CVs the distances of all the bonds being broken or formed during the 
transformation (see Scheme 2). Once the string converged, a single path-CV (s) is defined 
to drive the system along the MFEP. Along this path-CV, the free energy profiles are 
obtained using umbrella sampling (US)47 and later integrated using WHAM.48  For the 
reaction of nirmatrelvir with the wild type and E166V variants of the SARS-CoV-2 3CLpro 
enzyme, each string was composed of 96 nodes. The simulations for each node were 
propagated using a time step of 1 fs until the RMSD of the string nodes dropped to 0.1 
amu1/2·Å for at least 2 ps. US simulations were then carried out around each converged 
node of the string accumulating 10 ps of data collection for each window. Force constants 
and positions of the nodes, employed to bias the ASM and US simulations, were determined 
on-the-fly to ensure a probability density distribution of the reaction coordinate that was 
as homogeneous as possible.45 Replica exchange between neighboring string nodes was 
attempted every 50 steps to improve the convergence.  
 

 
 
Scheme 2. Collective Variables (CVs) employed to study the reaction mechanism of nirmatrelvir with 3CLpro. 
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3. Results 

 
3.1. Analysis of the Noncovalent Complex.  

 
As explained in the methodological section we used the MMGBSA scheme to calculate the 
contributions of each residue of the 3CLpro enzyme to the binding of a peptidic substrate 
(gi,S) and of nirmatrelvir (gi,I	). Figure 1 display the average values of the contribution of each 
residue to the total MMGBSA binding free energy of the inhibitor and the difference 
between substrate and inhibitor contributions, as obtained after a total of 10 µs of 
simulations. Only positions with gi,I		smaller than -0.5 kcal·mol-1 are displayed. The complete 
list of values and their statistical errors are given in Table S1, while those represented in 
Figure 1 are given in Table 1.  
 

 
Figure 1. Representation of the contribution of each residue of 3CLpro enzyme to the binding free energy of 
nirmatrelvir as determined from MMGBSA calculations (gi,I, in blue) and the differential contribution to the 
binding of a peptidic substrate and nirmatrelvir (gi,S-	gi,I, in orange). Only those residues with gi,I	<	0.5 kcal·mol-
1 are shown. Free energies are given in kcal·mol-1. Positions whose mutation was experimentally found to 
increase resistance are highlighted in darker colours.  
 
Interestingly, up to seven of the positions that have been experimentally characterized as 
contributing to increase resistance to nirmatrelvir19,20,23,24 appear in the list of 23 residues 
that fulfil the condition gi,I	<	-0.5	kcal·mol-1. In Figure 1 these positions are highlighted with 
darker colours. This suggests that this criterium could be useful to predict potential 
mutations of 3CLpro that could confer SARS-CoV-2 resistance to treatments with 
nirmatrelvir. We will now discuss the positions appearing in this list.  
 
 

g i
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Table 1. Contribution of each residue to the MMGBSA binding free energy of nirmaltrelvir (gI) and the natural 
substrate (gS) in the active site of wild type 3CLpro. Side-chain only contributions are also provided (gI,sc and 
gS,sc)  Values are given in kcal·mol-1. Only those residues with gnir < -0.5 kcal·mol-1 are presented here while the 
whole list and their statistical errors are given in Table S1.  
 

Residue gI	 gI,sc	 gS	 gS,sc	

L27  -0.79 -0.64 -2.26 -1.67 

H41 -2.96 -2.92 -6.50 -6.29 

M49 -3.13 -2.68 -3.61 -3.04 

L50 -0.59 -0.44 -0.40 -0.26 

F140  -4.02 -1.36 -4.66 -1.24 

L141  - 2.25 -0.93 -0.25 -0.76 

N142  -3.09 -2.17 -9.08 -6.00 

G143 -2.54 -0.15 -5.31 -0.79 

S144 -1.15 -0.64 -2.67 -0.84 

C145  -2.97 -1.74 -4.47 -2.29 

H163 -6.65 -6.51 -7.32 -7.16 

H164  -6.20 -1.15 -6.38 -1.39 

M165 -7.66 -4.69 -7.70 -4.78 

E166  -13.10 -8.42 -15.14 -7.17 

L167  -1.75 -1.14 -2.10 -1.50 

P168  -1.04 -0.66 -4.26 -3.28 

H172 -1.39 -0.97 -1.10 -0.81 

N187  -2.37 -1.71 -2.72 -2.15 

R188 -0.76 -0.82 -0.72 -0.68 

Q189 -4.13 -2.84 -8.30 -6.56 

T190  -0.97 -0.38 -6.09 -0.84 

Q192  -0.76 -0.73 -1.39 -0.47 

 
 
H41, C145 and H163 are essential residues for the activity of this enzyme. These three 
residues are strictly conserved among CoVs,16 although, as discussed before, this criterium 
alone is not enough to discard possible mutations. Of these three residues, the first two 
form the catalytic dyad responsible for the protease activity, while the third one is part of 
the S1 site that recognizes the presence of glutamine in the peptidic substrate.25 Analysis of 
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natural occurring mutations show that these three residues are needed for the enzymatic 
activity and that mutations in these position are not frequent because they led to inactive 
enzymes or to enzymes with decreased activity.23 
 
The seven positions that have been experimentally characterized as possible spots for 
mutations conferring resistance are L50, S144 (strictly conserved among b-CoVs, but not in 
all CoVs), M165, E166 (strictly conserved among CoVs), L167, H172 and Q192 (the two last 
also strictly conserved among CoVs). They all appear in the list of residues contributing to 
the binding free energy of nirmatrelvir with a free energy contribution below -0.5 kcal·mol-
1. For these residues the side chain contribution is a significant fraction of the free energy 
term, more than 50% in all cases (see Table 1). In addition, for most of them there are no 
significant differences between their contribution to the binding free energy of the 
substrate and of nirmatrelvir. The only two exceptions are E166 and S144, that contribute 
significantly more to the binding of the substrate than to nirmatrelvir (see Figure 1 and 
Table 1). E166 is the residue contributing most to the binding of both the peptidic substrate 
and nirmatrelvir. This contribution is mostly due to three hydrogen bond interactions 
established with the substrate, two thorough the backbone (both the NH and CO moieties 
of this residue form hydrogen bonds with the substrate) and one between the carboxylate 
group of the side chain and the substrate P1 group.25 In this sense, E166A and E166V 
mutations, found after growing the virus in the presence of nirmatrelvir, increase the virus 
resistance to the treatment. The E166A variant shows a 10-fold increase in IC50, while the 
enzymatic activity is reduced approximately by the same factor.19 The E166V variant 
showed up to 260-fold nirmatrelvir resistance, as measure by the viral EC50.20 This 
mutation also reduces the enzymatic activity with the natural substrate.22 In the E166V and 
E166A mutants the side chain carboxylate group at position 166 is substituted by an alkyl 
group, losing one hydrogen bond interaction with the P1 group of the substrate (see Figure 
2). According to our MMGBSA calculations (see Table 1), the side chain of residue E166 
contributes with -8.42 ± 0.13 kcal·mol-1 to the binding of nirmatrelvir, a quantity larger, in 
absolute terms, than the contribution to the binding of the peptide substrate, -7.17 ± 0.16 
kcal·mol-1. This would explain the impact of its mutation on the increased resistance and 
the decreased natural activity observed experimentally. One should take into account that 
this quantity is probably overestimated due to the limitations of the MMGBSA approach: i) 
specific solvent interactions of the carboxylate group are accounted by means of continuum 
model estimations; ii) the geometry of the active site is not allowed to relax during the 
unbinding process. In fact, our simulations of the E166V mutant show that the loss of the 
hydrogen bond interaction between the side chain of residue 166 and the g-lactam ring (P1 
group) of nirmatrelvir is not the only effect contributing to the differences between the wild 
type and the mutant variants. The E166 residue in the wild type 3CLpro keeps a persistent 
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salt-bridge interaction with the N-terminal group of the other protomer. In 3CLpro the N-
finger of one protomer is known to play an active role pre-organizing the active site of the 
other protomer for catalysis.49 This interaction contributes to the integrity of the active site 
and to the stability of the dimer, the active form of the enzyme. In the E166V variant this 
salt-bridge is lost and the N-finger moves aways from the enzymatic S1 site, as observed in 
Figure 2. Distributions of distances between the centers of mass of residue 166 and the N-
terminal group obtained from MD simulations of wild type and E166V variants are provided 
in Figure S1. 
 

 
 
Figure 2. Hydrogen bonds interactions formed between residue 166 and nirmatrelvir in wild type 3CLpro (left) 
and in E166V variant (right).  Nirmatrelvir is represented with carbon atoms in pink. The N-finger of the 
other protomer is depicted in blue.  
 
Regarding S144, this residue is strictly conserved among b-CoVs, but not in all CoVs.16 This 
residue makes part of the oxyanion hole, together with G143 and C145, that stabilizes the 
negative charge being developed on the carbonyl oxygen atom of the target peptide bond 
during the formation of the acylenzyme complex.25 Analysis of the 15 most frequent 
naturally appearing mutants at this position shows that ten of them present a significant 
reduction in enzymatic activity and only five still had comparable activity as the wild type 
enzyme. These five mutants showed also increased drug resistance to nirmatrelvir.23  
 
From the remaining positions displaying the largest contributions to nirmatrelvir binding, 
one can select additional candidates for potential mutations that could confer drug 
resistance to the virus. L141 could be an interesting candidate because it is the only residue 
of the list that contributes more to the binding free energy to nirmatrelvir than to the 
peptidic substrate, so, in principle, its mutation could confer resistance to nirmatrelvir 
without significantly affecting the enzymatic activity with the natural substrate. This residue 
is part of the P1 site and then used to recognize the substrate. However, this residue is not 
strictly conserved and it can be found substituted by I, V or M in other CoVs.16  The GISAID 
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data also indicates that its deletion is the most frequent spontaneous mutation, although, 
in general, this position shows a low number of naturally occurring mutations until now.17 
It must be taken into account that baseline mutations might appear in the databases just 
due to errors in the sequencing process. 
 
L27 and R188 are two residues contributing similarly to the binding of nirmatrelvir and to 
the peptidic substrate. L27 is strictly conserved among all CoVs and contributes to the 
binding interaction with the P1 group of nirmatrelvir and also with the P1’ group of the 
peptidic substrate.26 R188 seems a better candidate for mutations because this residue 
varies significantly among CoVs: its position can be found occupied by other positively 
charged residues (K), neutral (Q or A) and even negatively charged (E). Naturally occurring 
mutations reported by the GISAID web page indicates that the most frequent change in this 
position is its deletion. This residue makes a significant contribution to binding through its 
side chain, presenting similar contributions to the binding of the substrate and the drug. 
Thus, mutations at this position could improve the viral resistance to nirmatrelvir, but 
probably also affecting its natural activity.  
 
Other possible hot spots for mutations conferring nirmatrelvir resistance are M49 and 
H164, which interact significantly with the drug through their side chains. However, the 
most frequent natural mutations of these residues have been shown not to present 
significantly improved resistance to nirmatrelvir, even if some of them have a slightly 
improved enzymatic activity compared to the wild type variant.23 
 
Finally, D187, F140 and G143 are less likely to present mutations that simultaneously confer 
resistance and keep the enzymatic activity. These residues establish key interactions to 
keep the integrity of the enzymatic structure (such as the salt-bridge between D187 and 
R40) or to bind the natural substrate at different stages of the reaction (F140 at the 
reactants state and G143 at the transition state).25 None of these positions is prone to 
frequent mutations according to GISAID data, (the most frequent is D187 deletion 
appearing in less than 0,008% of the sequences). However, a recent computational high-
throughput protein design study identified F140I and G143D as potential mutations 
conferring resistance to nirmatrelvir.50  
 
3.2. Formation of the Covalent Complex 
 
We also analyse the impact of potential mutations in the formation of the covalent complex 
due to the reaction of nirmatrelvir with the catalytic cysteine, C145. We compare the 
reaction free energy profile obtained for the wild type enzyme to that obtained for the 
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E166V mutant, selected because of its large impact on the binding of the drug, as discussed 
above. This mutation also displays a significant increase in the resistance of SARS-CoV-2 to 
the treatment with nirmatrelvir. While the impact of this mutation on the binding free 
energy associated to the formation of the noncovalent complex has been discussed, the 
possible impact on the reaction mechanism for the formation of the covalent complex 
remains to be clarified. 
 
Figure 3 shows the behavior of relevant distances for the chemical reaction between 
nirmatrelvir and 3CLpro, both for the wild type and E166V variants. These include the 
distances between the C145-Sg atom and the H41-Ne atom (Figure 3a), which is associated 
to the proton transfer needed to activate the catalytic dyad forming an Ion Pair (IP), and the 
distance between the C145-Sg atom and the nitrogen atom of nirmatrelvir warhead (Figure 
3b), which is associated to the nucleophilic attack leading to the thioimidate complex. In 
both cases we observe a bimodal distribution that can be explained considering that the 
side chain of C145 can be found in two different conformations (trans and gauche).49,25 
Interestingly, our simulations show a slight decrease in the population of reactive 
conformers, those showing a shorter distance between the nitrogen atom of nirmatrelvir 
warhead and C145-Sg atoms, in the E166V mutant. The loss of a hydrogen bond between 
the E166 side chain and the P1 group of the substrate in the mutant also mismatches other 
interactions established between the drug and the enzyme. Figure 3c shows the distribution 
of distances found between the NH amide moiety of the P1 group of nirmatrelvir and the 
C145-Sg atom, in the wild type and E166V variants of SARS-CoV-2 3CLpro. In the mutant the 
distances found in the simulations are longer, reflecting a slightly worse binding pose of the 
substrate for catalysis. As discussed below, this has consequences on the reaction free 
energy profile, because the S···HN interaction contribute to the stabilization of the negative 
charge developed on the sulphur atom when the IP state is reached. 
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Figure 3. Probability distributions of the distances between: 3a) the Sg-H atom of C145 and the Ne atom of 
H41 (wild type and E166V variants in green and blue colors); 3b) the Sg atom of C145 and the electrophilic 
carbon atom of the inhibitor and 3c) the Sg atom of C145 and the amide N-H moiety of the P1 group of 
nirmatrelvir.  
 
Regarding the formation of the covalent complex, we computed the free energy profiles 
corresponding to the reaction of nirmatrelvir with the wild type and E166V 3CLpro variants 
using the Adaptive String Method, as described in the methodological section. The M06-
2XD3/MM free energy profiles are shown in Figure 4a and 4d together with the evolution 
of the relevant bond distances that change significantly during the chemical process (Figure 
4b and 4e) and a representation of the corresponding Transition States (TSs), Figures 4c and 
4f. Regarding the results obtained for the wild type enzyme, both the energetic and 
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structural descriptions of the process are very close to that previously obtained at the 
B3LYPD3/MM level.26 We have shown that the inhibition reaction in wild type enzyme with 
nirmatrelvir involves two consecutive stages.26 The first one is the activation of the catalytic 
dyad after the proton transfer from C145 to H41 to form the IP, a metastable species. Then 
the reaction continues with a proton transfer from H41 to the nitrogen atom of the nitrile 
warhead and the nucleophilic attack of the activated C145 to the electrophile carbon atom 
of the warhead to form a thioimidate. A water molecule is recruited to act as a proton 
shuttle between H41 and the nitrile warhead. This water molecule occupies the same 
position than the amide nitrogen atom of the targeted peptide bond in the natural substrate 
of the protease (see Figure S2). The same stages are now observed in the evolution of the 
bond distances obtained along the MFEPs in the wild type enzyme at the M06-2XD3 level 
(see Figure 4b). The only difference between the B3LYPD3 and M06-2XD3 results is that the 
water mediated proton transfer is slightly more asynchronous in the second case, the 
transfer from H41 to the water molecule anticipating the proton transfer from the water to 
the nitrogen atom of the nitrile group. The free energy barrier obtained at both DFT levels 
is also quite similar (16.3 and 14.6 kcal·mol-1 using B3LYP and M06-2X functionals, 
respectively). 
 
The geometrical evolution of the reaction process obtained for the E166V variant is also 
very similar, with no significant differences with respect to the wild type results (compare 
Figures 4b and 4e). This confirms that the reaction mechanism remains unaltered upon 
mutation. The free energy profiles obtained along the path collective variable are 
qualitatively similar in both cases (Figures 4a and 4d) but the E166V variant presents a larger 
free energy barrier (18.0 kcal·mol-1 in the mutant versus 14.6 kcal·mol-1 in the wild type). 
The increase of almost 4 kcal·mol-1 in the free energy cost is already observed in the 
formation of the IP, which has a relative free energy with respect to the reactants of 2.1 and 
6.5 kcal·mol-1 in the wild type and mutant versions, respectively. Similar differences in the 
free energy profiles are observed at the B3LYPD3/MM level (see Figure S3).The increased 
free energy cost is attributed to impaired interactions of nirmatrelvir in the active site of 
the mutant due to the loss of the hydrogen bond interaction between the P1 g-lactam ring 
and the side chain of residue 166 in the mutant. As showed above, this slightly modifies 
changes the positioning of the NH amide group of P1 that establishes a weaker interaction 
with the thiol C145 group.  The average geometries of the wild type and mutant TSs are also 
similar (see Figures 4c and 4f) and correspond to the water mediated proton transfer from 
H41 to the nitrile group, coupled to the nucleophilic attack of the sulphur atom to the nitrile 
carbon atom. In the wild type 3CLpro the TS is slightly more advanced along the path 
collective variable, showing a more advanced proton transfer from H41 to the water 
molecule, while the proton transfer from this water to the nitrile group has still not 
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progressed significantly. Instead, in the mutant enzyme, the TS displays less advanced 
proton transfers from H41 to the water molecule and from this molecule to the nitrile group 
of nirmatrelvir. Finally, the reaction free energy is similar in both variants of the enzyme, 
corresponding to a clearly exergonic process (-14.0 and -13.7 kcal·mol-1, respectively). 
Clearly, the mismatch of the binding pose caused by the mutation (reflected in the S···HN 
interaction, Figure 3c) plays a more important role in the intermediate stages of the 
reaction, when a larger negative charge is developed on the sulphur atom than in the 
product state.  
 

 
Figure 4. Formation of the thioimidate covalent product of nirmaltrelvir with the 3CLpro enzyme. (4a) 
M062X-D3/6-31+G*/MM free energy profile along the path-CV for the formation of the covalent E-I 
complex from the noncovalent (EI) one in the wild type enzyme. (4b) Evolution of the selected CVs 
along the MFEP. Blue: C-N, orange: H-Ne, green: Hw-Ow, black: Sg-H, yellow: N-Hw, red: Sg-C, purple: 
Ow-H. (4c) Representation of the TS in the wild type enzyme. The values of the distances correspond 
(in Å) to the coordinates of the MFEP. (4d) M062X-D3/6-31+G*/MM free energy profile in the E166V 
mutant. (4b) Evolution of the selected CVs along the MFEP in the E166V mutant. (4c) Representation 
of the TS in the E166V mutant.  
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These results show that mutations have an impact, not only in the binding free energy but 
also in the kinetics of the covalent inhibition process. Mismatching drug-protein 
interactions can also have significant impact on the activation free energy barrier for the 
formation of the covalent bond between the 3CLpro enzyme and their inhibitors. Increasing 
the activation free energy reduces the inactivation rate constant, which in turn decreases 
the efficiency of the covalent inhibitor. 
 

4. Conclusions 
 
Mutations may confer viruses a mechanism of resistance to treatments developed to 
combat their infections. In the case of SARS-CoV-2, one of the antiviral treatmentscontains 
an active principle, nirmatrelvir, targeted against the main or 3CL protease of the virus. 
Nirmatrelvir has been designed as a covalent inhibitor, forming a covalent bond between 
its nitrile warhead and the catalytic cysteine of the enzyme. Several experimental studies 
have already identified several positions in the 3CLpro enzyme whose mutation increase the 
tolerance of the virus to the presence of this covalent inhibitor.19-21,24 However, the detailed 
mechanisms by which these mutations increase viral resistance are still unknown, in 
particular the consequences for the formation of the covalent complex. In this work we 
have used Molecular Dynamics simulations and free energy methods to investigate the 
impact of possible mutations in the resistance mechanism of SARS-CoV-2 to nirmatrelvir, 
analyzing the impact on binding and on the chemical reaction between the enzyme and the 
drug. 
 
Using a per residue MMGBSA free energy decomposition scheme we found that most of 
the enzymatic positions whose mutations were experimentally found to confer resistance 
to nirmatrelvir contribute significantly to the protein-ligand binding free energy. This 
suggests that this strategy may be a valid criterium to identify hot spots for potentially 
mutations increasing the resistance of SARS-CoV-2 to the treatment with nirmatrelvir. In 
particular, the E166 position contributes to the binding of the drug and of the natural 
substrate, establishing up to three hydrogen bond interactions, two through the backbone 
and one between the carboxylate group of the side chain and the P1 group of the substrate. 
Its mutation to valine results in an increased resistance to the drug but also in a decreased 
enzymatic efficiency towards its natural function, efficiency that could be recovered after a 
second mutation. MMGBSA results show that the E166 residue contributes significantly to 
the binding free energy of nirmatrelvir to form the noncovalent complex with the enzyme. 
In addition, Molecular Dynamics simulations show that the E166V mutation can also reduce 
the stability of the active dimer, because of the loss of the interaction between residue 166 
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and the N-terminal group of the other protomer. The so-called N-finger is known to 
participate in the S1 pocket of the accompanying protomer. Our MMGBSA calculations have 
also allowed us to identify other positions for possible mutations conferring resistance to 
nirmatrelvir. In particular, L141, R188, F140 and G143 seem to be good candidates to suffer 
mutations improving the viral fitness to the pressure due to the use of nirmatrelvir. 
 
We have also investigated the effect of the E166V mutation on the formation of the 
covalent complex between nirmatrelvir and the 3CLpro enzyme. According to our QM/MM 
simulations the reaction mechanism remains essentially unaltered after mutation, but the 
kinetics of the process are slowed down. The loss of the hydrogen bond between residue 
166 and the P1 group of the drug slightly changes the binding pose of nirmatrelvir in the 
active site, increasing then the free energy cost to reach the IP and the reaction TS. Instead, 
the reaction free energy is not substantially altered. 
 
In this work we have analyzed only the effect of single mutations on the two stages of the 
covalent inhibition process, the formation of the noncovalent complex and the reaction to 
form the covalent complex. The information provided by these simulations is useful to 
understand the impact of mutations and to assist in the development of new inhibitors that 
could help fighting against new variants of the virus that could escape the action of 
nirmatrelvir. One should keep in mind that many residues play a similar role during the 
natural proteolytic activity of the enzyme and during the formation of the enzyme-inhibitor 
covalent complex.  Then, single mutations that increases resistance may also reduce the 
enzymatic activity, resulting in non-transmissible viruses. However, the natural substrate is 
a polyprotein chain, much bulkier than nirmatrelvir or other drugs, which opens the 
possibility that additional mutations, taking place beyond the active site, could restore the 
natural enzymatic activity while keeping an enhanced resistance to the drug. This scenario 
has been already observed experimentally and should be also considered from a 
computational perspective in order to provide additional tools to fight COVID-19.  
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acylation of a peptide substrate and nirmatrelvir in the active site of 3CLpro; B3LYPD3/MM 
free energy profiles for the reaction of nirmatrelvir with the wild type and E166V variants 
of 3CLpro. 
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