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Abstract: The replication of the severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) is
mediated by its main protease (Mpro), which is a plausible therapeutic target for coronavirus disease
2019 (COVID-19). Although numerous in silico studies reported the potential inhibitory effects
of natural products including cannabis and cannabinoids on SARS-CoV-2 Mpro, their anti-Mpro

activities are not well validated by biological experimental data. Herein, a library of minor cannabi-
noids belonging to several chemotypes including tetrahydrocannabinols, cannabidiols, cannabigerols,
cannabichromenes, cannabinodiols, cannabicyclols, cannabinols, and cannabitriols was evaluated for
their anti-Mpro activity using a biochemical assay. Additionally, the binding affinities and molecular
interactions between the active cannabinoids and the Mpro protein were studied by a biophysical
technique (surface plasmon resonance; SPR) and molecular docking, respectively. Cannabinoids
tetrahydrocannabutol and cannabigerolic acid were the most active Mpro inhibitors (IC50 = 3.62 and
14.40 µM, respectively) and cannabigerolic acid had a binding affinity KD = 2.16× 10−4 M). A pre-
liminary structure and activity relationship study revealed that the anti-Mpro effects of cannabinoids
were influenced by the decarboxylation of cannabinoids and the length of cannabinoids’ alkyl side
chain. Findings from the biochemical, biophysical, and computational assays support the growing
evidence of cannabinoids’ inhibitory effects on SARS-CoV-2 Mpro.

Keywords: SARS-CoV-2; COVID-19; main protease (Mpro); minor cannabinoids; decarboxylation;
structure and activity relationship; surface plasmon resonance; binding

1. Introduction

Severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) is the etiological
cause of the coronavirus disease 2019 (COVID-19), which led to a global pandemic due
to its high infection rate and lack of effective treatments to cure this disease [1,2]. To
combat this unprecedented health crisis, the scientific community is rallying to develop
potential treatments for COVID-19 [3]. Among these efforts, in addition to the vaccine,
small molecules including natural products may play an immense role in the management
of this devastating disease. Natural products have been extensively studied for antiviral
effects [4,5] and some are considered as potential interventions for coronavirus-related
infections [6]. The screening of natural products with anti-coronavirus effects is often
conducted in enzyme-based biochemical assays [7], cell-based methods [8], and in vivo
models [9]. Additionally, in silico approaches such as virtual screening of natural product-
based antivirals may offer valuable insights for exploring natural products’ potential as
therapeutic agents against COVID-19 [10].
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Recent pre-clinical studies support that natural products may suppress the growth
of coronavirus via the inhibition of viral RNA replication-related enzymes [6,11]. Among
these enzymes, the SARS main protease (Mpro; also known as 3-chymotrypsin-like protease,
3CLpro) is a key enzyme responsible for mediating virus replication and transcription
by cleaving two replication related polyproteins, namely, polyprotein 1a and polyprotein
1ab [12]. The homology model of SARS-CoV-2 Mpro is known, and its X-ray crystal structure
became available soon after the outbreak of COVID-19, which provides a structural basis
for the discovery of SARS-CoV-2 inhibitors using in silico approaches [12,13]. The crystal
structure of SARS-CoV-2 Mpro that was co-crystallized with the N3 inhibitor was reported
in 2020, which facilitated the discovery of Mpro inhibitors. SARS-CoV-2 Mpro is composed
of three domains including domain I (residues 8-101), domain II (residues 102-184), and
domain III (residues 201-303) [14,15]. Domains I and II are highly conserved, whereas
domain III has more variable regions on the helical area and surface loops. The substrate-
binding site of SARS-CoV-2 Mpro is located in a cleft between domains I and II, which is
the targeting area for several known Mpro inhibitors, including N1 and N3 [14,15].

SARS-CoV-2 Mpro is considered as a viable target for the development of therapeutic
agents for SARS-CoV-2-related infections. Numerous natural products including extracts
of medicinal plants and their phytochemicals have been reported to show inhibitory effects
on SARS-CoV-2 Mpro. Due to the limitation of feasible in vitro assays that were available
at the time of the outbreak of COVID-19, a number of studies utilized in silico molecular
docking methods to identify natural products with the potential binding capacity to the
Mpro protein [16–19]. The recent development of antiviral bioassays using cell-free and
cell-based models facilitated the screening of natural products with anti-Mpro activity.
For instance, several natural products including flavonoids showed inhibitory effects on
SARS-CoV-2 Mpro (in a biochemical assay) and suppressive effects on virus replication
(in a cell-based assay) [18]. In addition, our group has developed a method to evaluate
the anti-Mpro activity of natural products using a combination of an enzymatic assay, a
biophysical tool, namely, surface plasmon resonance (SPR), and a computational assay
(docking) [19]. Based on these combinatorial assays, several natural products including
ellagitannins and gallotannins were identified as promising SARS-CoV-2 Mpro inhibitors.

Notably, published pre-clinical studies support bioactive compounds including cannabi-
noids from the Cannabis species may exert promising antiviral effects [20,21]. For instance,
virtual screening has identified five hits with strong binding energies with substrate-binding
site of SARS-CoV-2 Mpro from a panel of 32 cannabinoids [22]. Further in vitro studies have
revealed that ∆9-tetrahydrocannabinol (∆9-THC) and cannabinol are potent inhibitors against
SARS-CoV-2 Mpro with IC50 values of 10.25 and 7.91 µM, respectively [22]. Additionally, an
in silico study reported that cannabinoids including cannabichromanon, cannabinolic acid,
and cannabinol had a free binding ∆G of −33.63, −23.24, and −21.60 kcal/mol, respectively,
at the active site of SARS-CoV-2 Mpro [23]. However, to date, it remains unclear whether
cannabinoids including the major ones (e.g., cannabidiol; CBD) and other minor ones can
confer antiviral effects via the inhibition of SARS-CoV-2 Mpro. Our group initiated a program
to evaluate the biological effects of a library of cananbinoids, which revealed that cannabinoids,
such as CBD and several minor cannabinoids, confer inhibitory effects against the activities
of a panel enzymes including α-glucosidase [24], caspase-1 [25], and acetylcholinesterases
(A and B) [26]. As continued research efforts, herein, we used a biochemical based enzy-
matic assay to evaluate the anti-Mpro activity of a series of cannabinoids including CBD
and a collection of minor cannabinoids. These minor cannabinoids are in various chemo-
types including tetrahydrocannabinols (THCs), cannabidiols (CBDs), cannabigerols (CBGs),
cannabichromenes (CBCs), cannabinols (CBNs), cannabicyclols (CBLs), cannabitriols (CBTs),
and miscellaneous cannabinoids. In addition, the binding affinities between cannabinoids
and the Mpro protein were characterized by a biophysical technique (i.e., the SPR assay).
Furthermore, we used computational docking experiments to depict the molecular inter-
actions between cannabinoids and the Mpro protein. Based on data from the biochemical,
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biophysical, and computational experiments, a preliminary structure–activity relationship
(SAR) of cannabinoids’ inhibitory effects on SARS-CoV-2 Mpro was also explored.

2. Results

The minor cannabinoids included in the anti-Mpro assay were: THCB (∆9-tetrahydro
cannabibutol), 11-OH-THC 11-nor-∆8-tetrahydrocannabinol-9-Carboxylic acid), THCP (∆9-
tetrahydrocannabiphorol), 11-nor-9-carboxy-THC (11-nor-9-carboxy-∆8-tetrahydrocanna
binol), ∆8-THCA-A (∆8-trans-tetrahydrocannabinolic acid A),THCV (∆9-tetrahydrocanna
bivarinic acid A), THCA-A (∆9-tetrahydrocannabinolic acid A), CBDA (cannabidiolic acid),
CBDB (cannabidibutol), 6α-OH-CBD (6α-hydroxy cannabidiol), CBDAME (cannabidi-
olic acid methyl ester), CBD (cannabidiol), CBDP (cannabidiphorol), CBDV (cannabidi-
varin), CBGA (cannabigerolic acid), CBG (cannabigerol), CBGV (cannabigerovarin), CBGO
(cannabigerorcin), CBGM (cannabigerol monomethyl ether), CBGOA (cannabigerorcinic
acid), CBC (cannabichromene), CBCVA (cannabichromevarinic acid), CBCA (cannabichro
menic acid), CBL (cannabicyclol), CBN (cannabinol), CBND (cannabinodiol), CBT (cannabic-
itran).

2.1. Inhibitory Effects of the THC-Type Cannabinoids on SARS-CoV-2 Mpro

We first evaluated the inhibitory effects of a group of THC-type cannabinoids (10 µM;
Figure 1A), including THCB,11-OH-THC, THCP, 11-nor-9-carboxy-THC, ∆8-THCA-A,
THCV and THCA-A, on the activity of SARS-CoV-2 Mpro. THCB and 11-OH-THC showed
the most active anti-Mpro effect with an inhibition rate of 81.0% and 56.0%, respectively.
Other cannabinoids in this group only showed weak inhibitory effects on SARS-CoV-2
Mpro within a range of inhibition from 2.6% to 13.8%.
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Figure 1. The chemical structures of the THC-type of cannabinoids (A) and their inhibitory effect on
the activity of SARS-CoV-2 Mpro (B). These cannabinoids were tested at a concentration of 10 µM
with the MBP-tagged SARS-CoV-2 Mpro inhibition assay. GC376 was used as the positive control and
each test compound was assayed in triplicate.
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2.2. Inhibitory Effects of the CBG-Type Cannabinoids on SARS-CoV-2 Mpro

Next, CBGA was identified as a SARS-CoV-2 Mpro inhibitor from the CBG-type
cannabinoids (Figure 2A). At a concentration of 10 µM, CBGA inhibited the activity of
SARS-CoV-2 Mpro by 72.87%. The decarboxylated form of CBGA, namely, CBG, showed a
moderate anti-Mpro activity with an inhibition rate of 25.44%. Other CBG-type cannabinoids
were inactive (inhibitory rate < 10%; Figure 2B).
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Figure 2. The chemical structures of the CBG-type of cannabinoids (A) and their inhibitory effect on
the activity of SARS-CoV-2 Mpro (B). These cannabinoids were tested at a concentration of 10 µM
with the MBP-tagged SARS-CoV-2 Mpro inhibition assay. GC376 was used as the positive control and
each test compound was assayed in triplicate.

2.3. Inhibitory Effects of the CBD-Type Cannabinoids on SARS-CoV-2 Mpro

The anti-Mpro activity of the CBD-type cannabinoids (10 µM) including CBDA, CBDB,
6α-OH CBD, CBDAME, CBD, CBDP, and CBDV (chemical structures shown in Figure 3A)
was evaluated. In general, compounds in this group showed weak inhibitory effects on
SARS-CoV-2 Mpro. CBDA, CBDB, 6A-OH CBD, CBDAME, CBD, CBDP and CBDV inhibited
the Mpro activity by 29.4%, 19.38%, 14.68%, 13.71%, 8.74%, 6.55% and 6.87%, respectively.
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Figure 3. The chemical structures of the CBD-type of cannabinoids (A) and their inhibitory effect on
the activity of SARS-CoV-2 Mpro (B). These cannabinoids were tested at a concentration of 10 µM
with the MBP-tagged SARS-CoV-2 Mpro inhibition assay. GC376 was used as the positive control and
each test compound was assayed in triplicates.

2.4. Inhibitory Effects of CBC-Type Cannabinoids on SARS-CoV-2 Mpro

Three CBC-type compounds including CBC, CBCVA and CBCA were tested for their
anti-Mpro activity at 10 µM (chemical structures shown in Figure 4A). Only CBC showed a
moderate inhibitory effect on SARS-CoV-2 Mpro (42.13% inhibition). CBCVA and CBCA
were not active (inhibition rate < 10%; Figure 4B).
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Figure 4. The chemical structures of the CBC-type of cannabinoids (A) and their inhibitory effect on
the activity of SARS-CoV-2 Mpro (B). These cannabinoids were tested at a concentration of 10 µM
with the MBP-tagged SARS-CoV-2 Mpro inhibition assay. GC376 was used as the positive control and
each test compound was assayed in triplicate.
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2.5. Inhibitory Effects of Other Cannabinoids on SARS-CoV-2 Mpro

Four compounds including CBL, CBN, CBND and CBT were tested for their anti-Mpro

activity at 10 µM (chemical structures shown in Figure 5A). CBL and CBN showed a weak
inhibitory effect on SARS-CoV-2 Mpro (31.11% and 28.74% inhibition, respectively), whilst
CBND and CBT were not active (inhibition rate < 10%; Figure 5B).
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Figure 5. The chemical structures of other types of cannabinoids (A) and their inhibitory effect on the
activity of SARS-CoV-2 Mpro (B). These cannabinoids were tested at a concentration of 10 µM with
the MBP-tagged SARS-CoV-2 Mpro inhibition assay. GC376 was used as the positive control and each
test compound was assayed in triplicate.

2.6. Validation of the SPR Method to Measure the Binding Affinity with SARS-CoV-2
Mpro Protein

We used a label-free biosensor-based SPR assay to study the binding affinities between
cannabinoids and SARS-CoV-2 Mpro protein. First, the experimental conditions of the
SPR model were optimized with the positive controls including compounds Mpro 11a,
Mpro 11b, and Mpro N3, which all showed potent anti-Mpro activity (inhibition > 98% at
10 µM; Supplementary Materials Figure S1). The Mpro protein was properly coated on
the SPR sensor chip. Next, the SPR assays depicted the binding profiles of the inhibitors
Mpro 11a, Mpro 11b (both at 1.56–25 µM), and Mpro N3 (at 1.56–50 µM) with a RU ranging
from 9.5–71.1, 12.4–54.3 and 7.4–26.6, respectively, in the SPR sensorgrams (Figure 6). The
binding parameters including association constant (Ka), dissociation constant (Kd), and
affinity values (KD) of Mpro 11a, Mpro 11b, and Mpro N3 were determined from the SPR
data (Table 1).

Table 1. Mpro protein binding parameters (Ka, Kd, and KD) of known SARS-CoV-2 Mpro inhibitors
obtained from the SPR experiments.

Ligand Ka (1/Ms) Kd (1/s) KD (M)
Mpro 11a 7715 0.1464 1.90 × 10−5

Mpro 11b 7975 0.05533 6.94 × 10−6

Mpro N3 6631 0.02898 4.37 × 10−6

2.7. Decarboxylation of CBGA and CBDA Attenuates the Anti-Mpro Activity

Several cannabinoids with promising activity in the anti-Mpro screening assay were
further evaluated for their binding capacity with the Mpro protein using the SPR assay. In
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addition, a preliminary structure and activity relationship (SAR) for selected cannabinoids
and their anti-Mpro activity was explored. First, the inhibitory effects of a cannabinoid acid
(i.e., CBGA) and its decarboxylated form (CBG) were compared. CBGA showed superior
anti-Mpro activities to CBG at the concentration at 250, 100, 50, 25, 12.5 µM (inhibition rate
of 72.9%, 18.2%, 18.5%, 8.0% and 6.0%, respectively; Figure 7A,B). CBGA had a lower IC50
as compared to CBG (20.7 vs. >250 µM, respectively).

Molecules 2022, 27, x FOR PEER REVIEW 7 of 17 
 

 

 

Figure 6. Validation of the SPR method to measure the binding affinities between the Mpro protein 

and several known SARS-CoV-2 Mpro inhibitors including Mpro 11a (A), Mpro 11b (B), and Mpro N3 

(C). 

Table 1. Mpro protein binding parameters (Ka, Kd, and KD) of known SARS-CoV-2 Mpro inhibitors 

obtained from the SPR experiments. 

Ligand Ka (1/Ms) Kd (1/s) KD (M) 

Mpro 11a 7715 0.1464 1.90 × 10−5 

Mpro 11b 7975 0.05533 6.94 × 10−6 

Mpro N3 6631 0.02898 4.37 × 10−6 

2.7. Decarboxylation of CBGA and CBDA Attenuates the Anti-Mpro Activity 

Several cannabinoids with promising activity in the anti-Mpro screening assay were 

further evaluated for their binding capacity with the Mpro protein using the SPR assay. In 

addition, a preliminary structure and activity relationship (SAR) for selected canna-

binoids and their anti-Mpro activity was explored. First, the inhibitory effects of a canna-

binoid acid (i.e., CBGA) and its decarboxylated form (CBG) were compared. CBGA 

showed superior anti-Mpro activities to CBG at the concentration at 250, 100, 50, 25, 12.5 

μM (inhibition rate of 72.9%, 18.2%, 18.5%, 8.0% and 6.0%, respectively; Figure 7A,B). 

CBGA had a lower IC50 as compared to CBG (20.7 vs. >250 μM, respectively). 

Figure 6. Validation of the SPR method to measure the binding affinities between the Mpro protein and
several known SARS-CoV-2 Mpro inhibitors including Mpro 11a (A), Mpro 11b (B), and Mpro N3 (C).

Molecules 2022, 27, x FOR PEER REVIEW 8 of 17 
 

 

 

Figure 7. Concentration-dependent inhibitory effects of the CBG-type cannabinoids on the Mpro ac-

tivity (evaluated by a biochemical enzyme inhibition assay) and their binding capacity to the Mpro 

protein (measured by the SPR assay). The IC50 values of CBGA (A) and CBG (B) were calculated by 

data from a biochemical assay with the GraphPad Prism8. The binding affinities between CBDA or 

CBD and the Mpro protein were determined by the SPR assay with a representative SPR sensorgram 

of the binding between CBGA (C) or CBG (D) and the Mpro protein. 

Furthermore, the binding affinity of CBGA and CBG was compared by the SPR assay. 

As shown in the SPR sensorgrams, CBGA displayed a typical binding association–disso-

ciation pattern with RU values ranging from 16.6–62.1 (Figure 7C), whilst CBG had a fast 

dissociation phase (Figure 7D). The Mpro protein binding capacity of CBGA and CBG was 

supported by their binding parameters, in which only CBGA had detectable Ka, Kd, and 

KD values (Table 2). 

Table 2. Mpro protein binding parameters (Ka, Kd, and KD) of CBGA and CBG obtained from the SPR 

experiments. 

Ligand Ka (1/Ms) Kd (1/s) KD (M) 

CBGA 389.8 0.01516 3.89 × 10−5 

CBG 12160 1.104 9.01 × 10−5 

In addition, the interactions between the Mpro protein and CBGA and CBG were ex-

plored. Computational docking showed that both CBGA and CBG can fit into the binding 

pocket of the Mpro protein (Figure 8A,B) but they formed distinct molecular bonds with 

the protein. Although the major molecular force in the ligand–protein complex was con-

ventional hydrogen bonding, CBGA was able to form hydrogen bonds via different amino 

acid residues, due to the presence of the carboxylic acid, as compared to CBG (His 41, Met 

49 and Glu 166 vs. Glu 166 and Arg 189, respectively; Figure 8C,D). 

Figure 7. Concentration-dependent inhibitory effects of the CBG-type cannabinoids on the Mpro

activity (evaluated by a biochemical enzyme inhibition assay) and their binding capacity to the Mpro

protein (measured by the SPR assay). The IC50 values of CBGA (A) and CBG (B) were calculated by
data from a biochemical assay with the GraphPad Prism8. The binding affinities between CBDA or
CBD and the Mpro protein were determined by the SPR assay with a representative SPR sensorgram
of the binding between CBGA (C) or CBG (D) and the Mpro protein.
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Furthermore, the binding affinity of CBGA and CBG was compared by the SPR
assay. As shown in the SPR sensorgrams, CBGA displayed a typical binding association–
dissociation pattern with RU values ranging from 16.6–62.1 (Figure 7C), whilst CBG had a
fast dissociation phase (Figure 7D). The Mpro protein binding capacity of CBGA and CBG
was supported by their binding parameters, in which only CBGA had detectable Ka, Kd,
and KD values (Table 2).

Table 2. Mpro protein binding parameters (Ka, Kd, and KD) of CBGA and CBG obtained from the
SPR experiments.

Ligand Ka (1/Ms) Kd (1/s) KD (M)
CBGA 389.8 0.01516 3.89 × 10−5

CBG 12160 1.104 9.01 × 10−5

In addition, the interactions between the Mpro protein and CBGA and CBG were
explored. Computational docking showed that both CBGA and CBG can fit into the
binding pocket of the Mpro protein (Figure 8A,B) but they formed distinct molecular bonds
with the protein. Although the major molecular force in the ligand–protein complex was
conventional hydrogen bonding, CBGA was able to form hydrogen bonds via different
amino acid residues, due to the presence of the carboxylic acid, as compared to CBG (His
41, Met 49 and Glu 166 vs. Glu 166 and Arg 189, respectively; Figure 8C,D).
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protein and CBGA and CBG (A) and the zoom-in view of the ligand-protein interaction with CBGA
(shown in golden) and CBG (shown in black) stacked with each other (B). Molecular forces formed
between CBGA (C) or CBG (D) and the Mpro protein.
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The estimated binding energies, including the free energy of binding, intermolecular
energy, total internal energy, and torsional free energy, suggested that CBG’s binding
energies were lower than CBGA’s (Table 3).

Table 3. Binding energies between CBGA or CBG and the Mpro protein predicted by the molecular
docking experiments.

Predicted Binding Energies CBGA (kcal/mol) CBG (kcal/mol)
Free binding energy −4.61 −4.85

Intermolecular energy −8.48 −8.13
Total internal energy −2.29 −1.27
Torsional free energy 3.88 3.28

A similar SAR pattern, in which the decarboxylation decreased the anti-Mpro activity
of cannabinoids, was observed in another pair of cannabinoids: CBDA and CBD. CBDA
inhibited the Mpro activity by 101.43%, 84.75%, 29.40% and 11.88% at concentrations of
250, 50, 10 and 2 µM, respectively (Figure 9A). CBD only showed weak inhibitory effects
on SARS-CoV-2 Mpro at higher concentrations (250, 50 and 10 µM) by 23.03%, 13.23%
and 6.10%, respectively. The SPR assay detected the binding capacity of CBDA and CBD
with RUs ranging from 4.3–50.6 and 10.9–71.0 (Figure 9C,D) and their binding parameters
(Table 4).
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Figure 9. Concentration-dependent inhibitory effects of the CBD-type cannabinoids on the Mpro

activity (evaluated by a biochemical enzyme inhibition assay) and their binding capacity to the Mpro

protein (measured by the SPR assay). The IC50 values of CBDA (A) and CBD (B) were calculated by
data from a biochemical assay with the GraphPad Prism8. The binding affinities between CBDA or
CBD and the Mpro protein were determined by the SPR assay with a representative SPR sensorgram
of the binding between CBdA (C) or CBD (D) and the Mpro protein.
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Table 4. Mpro protein binding parameters (Ka, Kd, and KD) of CBDA and CBD obtained from the
SPR experiments.

Ligand Ka (1/Ms) Kd (1/s) KD (M)
CBDA 12160 1.104 9.08 × 10−5

CBD 533.3 0.04173 7.83 × 10−5

Data from the molecular docking experiments illustrated the potential impact of the
decarboxylation of CBDA on the ligand–protein interactions (Figure 10). CBDA and CBD
both have several common molecular forces (such as van der Waals, hydrogen bond, alkyl,
and Pi alkyl) that contributed to the ligand-protein binding. CBDA and CBD formed
hydrogen bonds at the same locations on chain A (e.g., Asn 142 and His 164, and Glu
166, respectively; Figure 10C,D). The molecular docking study predicted that this pair of
compounds had a similar binding capacity whilst CBD had lower binding energies than
CBDA (Table 5).
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Figure 10. The overall view of the computational docking depicted interactions between the Mpro

protein and CBDA and CBD (A) and the zoom-in view of the ligand-protein interaction with CBDA
(shown in golden) and CBD (shown in black) stacked with each other (B). Molecular forces formed
between CBDA (C) or CBD (D) and the Mpro protein.
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Table 5. Binding energies between CBDA or CBD and the Mpro protein predicted by the molecular
docking experiments.

Predicted Binding Energies CBDA (kcal/mol) CBD (kcal/mol)
Free binding energy −6.51 −6.85

Intermolecular energy −9.49 −9.24
Total internal energy −2.39 −1.29
Torsional free energy 2.98 2.39

3. Discussion

The antiviral effects of cannabis and cannabinoids against SARS-CoV-2, along with
their mechanisms of action, have been studied. Two carboxylated cannabinoids, namely,
CBGA and CBDA, were reported to block the infection of a pseudovirus expressing the
SARS-CoV-2 spike protein in a cellular model with human epithelial cells, suggesting that
cannabinoids may prevent the SARS-CoV-2 virus from entering cells [27]. Cannabis extracts
and the major cannabinoid, CBD, may also confer preventive effects against SARS-CoV-2
by modulating the expression of the angiotensin-converting enzyme 2 (ACE2), which is a
pathway for the virus entering human cells, as shown in artificial 3D human models of oral,
airway and intestinal tissues [28]. Apart from the virus spike protein and ACE2, the 3CL
Mpro is also a critical molecular target for the prevention of the replication of SARS-CoV-2.
The anti-Mpro potential of a handful of cannabinoids including ∆9-THCA, ∆9-THC, CBN,
CBD and CBDA was studied using in silico methods (by molecular dynamic simulation
and docking) [22]. However, the understanding of minor cannabinoids’ effects on the SARS-
CoV-2 3CL Mpro is limited by some shortcomings, such as a lack of experimental evidence
and a confined selection of minor cannabinoids. Data from our current study provided
experimental evidence to support previously reported inhibitory effects of cannabinoids
against the SARS-CoV-2 3CL Mpro. These compounds (at 10 µM) showed a wide range
of inhibition capacity from promising (e.g., TCHB and CBGA; inhibition rate > 70%) to
moderate (inhibition rate < 40%) effects, along with the majority of cannabinoids showed
insignificant inhibitory effects (inhibition < 5%). Varied anti-Mpro effects observed in
the enzyme inhibition assay suggest that the biological activity of cannabinoids may be
influenced by their chemical structures. This was confirmed by their binding affinity to
the Mpro protein obtained from the SPR binding assay, where cannabinoids with different
chemical moieties (e.g., carboxylic acid) showed distinct binding capacities (Figures 7
and 9).

It should be noted that several discrepancies were observed in this study. First,
although data from the SPR assay showed that cannabinoids with strong anti-Mpro activity
(for instance, CBGA) were able to bind to the Mpro protein, an exception was observed
where the binding affinity of the most active cannabinoid, namely, THCB (IC50 = 3.62 µM),
was not able to be measured in the SPR assay. This is similar to one of the positive controls,
GC376, which also showed a potent enzyme inhibitory effect (IC50 = 0.61 µM) but no
binding was detected in the SPR assay, whereas other positive controls’ binding profiles
were measured using the same SPR binding protocol (Figure 11).
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Figure 11. The concentration-dependent anti-Mpro activity of THCB (A) and the positive control
GC376 (B) measured by a biochemical assay.

Several factors may have contributed to this observation. For example, it is possible
that THCB and GC376 had a different binding pocket (as compared to the other positive
controls) on the Mpro protein, where the surface of the binding pocket may not be displayed
on the SPR sensor chip properly. This requires further method development for the SPR
assay with different instrumental conditions (e.g., types of sensor chips and protein coating
approach). Alternatively, other biophysical tools, such as isothermal titration calorimetry
and saturation transfer differentiation-based nuclear magnetic resonance, may be applied to
confirm the binding affinity between the active cannabinoids and the Mpro protein. Second,
a discrepancy was observed in the inhibitory effects of cannabinoids obtained from the
biochemical assay and from the in-silico predictions. Data from the biochemical assay
showed that the decarboxylated cannabinoids, e.g., CBG and CBD, had weaker inhibitory
effects against the SARS-CoV-2 3CL Mpro as compared to their respective carboxylated
precursors, CBGA and CBDA (Figures 7 and 9). However, this was in contradiction to their
computational predicted inhibition constant, where CBG was more active than CBGA, as
well as CBD was more active and CBDA. Additionally, the docking-based ligand–protein
interactions from our current study were compared with previously reported data, in which
two pairs of cannabinoids (CBD-CBDA and CBG-CBGA) had similar binding energies [23].
The contradictions in data from the docking studies and biochemical assays suggest that,
although it is common to use computational docking to explore the inhibitory effects of
natural products (i.e., minor cannabinoids in this study), it is critical to use experimental
assays to validate results from the computational assays to avoid false positive results.
Third, apart from the impact of decarboxylation on cannabinoids, only a preliminary SAR
pattern was observed in the current study, where the length of the alkyl sidechain on the
structures of the THC-type and CBD-type cannabinoids may influence their anti-Mpro

activity. For instance, THCB and CBDB (also known as THC-C4 and CBD-C4, respectively)
showed stronger anti-Mpro activity, whilst THCV (also known as THC-C2) and CBDV (CBD-
C2) had weaker anti-Mpro activity, as compared to THC and CBD, respectively. However, it
is not clear (1) the most favorable length of the alkyl side chain for cannabinoids’ inhibitory
effects on the SARS-CoV-2 Mpro, and (2) whether this SAR pattern can be applied to
other chemotypes of cannabinoids. Several factors should be considered for addressing
these issues. Although a commercially available anti-Mpro assay and a docking model
were used in the current study, the parameters of these assays should be optimized for
further evaluations of the impact of the length of the alkyl side chain of cannabinoids on
their anti-Mpro activities. For example, the dynamic changes in the enzyme-inhibition
assay should be monitored after adding the substrate solution for a better understanding
of the test compounds’ inhibitory patterns. In addition, further studies including the
chemical synthesis and biological evaluations of cannabinoids derivatives are warranted to
better elucidate the SAR of cannabinoids on the SARS-CoV-2 Mpro enzyme. The impact
of subgroups of different chemotypes of cannabinoids and their chemical features on the
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anti-Mpro activity should be further examined. For instance, the THC-type of cannabinoids
(with one additional cyclized oxygen-containing ring as compared to the two 6-carbon rings
for the CBD-type compounds) seemed to be more active than the CBD analogs. This may
be attributed to the stronger molecular interactions between the THC-type cannabinoids
and the Mpro protein. Moreover, the presence of specific chemical moieties, such as the
prenyl or geranyl groups, may have contributed to the anti-Mpro activity of the CBG-type
of cannabinoids. This is not surprising given that reported studies support that these
functional groups may lead to enhanced biological activity [29,30]. However, limited
access to structurally diverse natural cannabinoids can be a barrier to the full elucidation
of their SAR on the SARS-CoV-2 Mpro. Future investigations including the synthesis of
cannabinoid analogs for further anti-Mpro evaluations are warranted. Nevertheless, our
findings from biochemical (enzyme inhibition assay) and biophysical (the SPR binding
assay)-based methods provide useful insights into the overall inhibition capacity of minor
cannabinoids against the activity of SARS-CoV-2 3CL Mpro. Moreover, several minor
cannabinoids were identified as promising inhibitors of the SARS-CoV-2 Mpro, which
supports cannabinoids’ potential as lead compounds for the development of preventive
and/or therapeutic strategies for COVID-19.

4. Materials and Methods
4.1. Minor Cannabinoids

Cannabinoids including the major cannabinoid (CBD) and minor cannabinoids, as
well as the Mpro inhibitors including (Mpro 11a, Mpro 11b, and Mpro 3N) were obtained
from Cayman Chemical Company (Ann Arbor, MI, USA).

4.2. Enzyme Inhibition Assay

A SARS-CoV-2 3CL main protease (MBP-tagged) assay kit was purchased from BPS
Bioscience (San Diego, CA, USA) and used as we reported [31]. In brief, the assay buffer
was prepared by adding dithiothreitol, and then the protease enzyme was diluted to a
concentration of 3–5 ng/µL. Next, diluted protease enzyme solution was added to a 96-well
microplate with the test samples and the positive controls. The assay buffer was added to
the wells as blank. The stock solutions of cannabinoids were prepared with the 1× assay
buffer. In the first round of screening, cannabinoids were prepared in a stock solution
(10 mM in DMSO) and diluted to a final concentration of 10 µM (DMSO concentration was
no greater than 0.1%). Three known 3CL Mpro inhibitors including Mpro 11a, Mpro 11b and
Mpro N3 at a concentration of 10 µM were used as the positive controls. The enzyme was
incubated with test compounds at room temperature. The reaction was started by adding
the substrate solution to each well followed by recording the optical density of each well
using a SpectraMax M2 plate reader at an excitation wavelength of 360 nm and a detection
wavelength of 460 nm for 4 hr. Data were expressed as the mean ± standard deviation
from three replicates of experiments. GraphPad Prism8 (GraphPad Software, La Jolla, CA,
USA) was used to generate the graphics and calculate the IC50 values.

4.3. Surface Plasmon Resonance

The 3CL Mpro protease from coronavirus SARS was purchased from Sigma-Aldrich
(St. Louis, MO, USA). The SPR binding measurements were conducted using a Biacore
T200 instrument (GE Healthcare, Marlborough, MA, USA) as we reported [31,32]. An SPR
sensor chip (PEG coated chip) was activated by a modified amine coupling method. Mpro

was diluted to 40 µg/mL in an acetate buffer (10 mM; pH 5.0) and coated on the flow
cell 2 channel after the injection of the N-(3-dimethylaminopropyl)-N′-ethylcarbodimide
hydrochloride/N-hydroxysuccinimide mixture for 30 s. The contact time of Mpro on the
chip was set to 2100 s and the flow rate was 10 µL/min. A blank immobilization was
conducted on Flow cell 1. Three injections of NaOH (50 mM) were performed to remove
the unbound Mpro protein followed by three cycles of start-up of running buffer injections.
The running buffer was phosphate buffered saline (PBS; 10 mM; pH 7.4) containing 3%
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of DMSO. The stock solutions of cannabinoids were prepared in 2× fold dilutions from
75 to 4.68 µM in running buffer. The sample cycles consisted of steps including sample
injection, a buffer flow (i.e., association phase and dissociation phase), and a regeneration
pulse (with NaOH; 50 mM) to remove bound analytes on flow cell 2. Solvent correction
cycles consisting of eight correction points (2.5% to 3.8% of DMSO) were performed at
intervals during the assays to compensate for the differences raised from solvent changing.

4.4. Molecular Modeling

The crystal structure of the SARS-CoV Mpro protein was retrieved from the protein data
bank (PDB ID: 7CAM) with a resolution of 2.85 A◦. The Chimera 11.3 software was used to
prepare protein for further analysis [33]. The chemical structures of the cannabinoids were
obtained from PubChem and the molecular operating environment (MOE) was used to
build the 3D structure of ligands. The PDBQT format for protein and ligands was prepared
for docking using the Autodock 4.2 algorithm. Pre-calculated grid maps were obtained by
adjusting the x/y/z center entries to ensure the ligand was located in the binding pocket
as defined by N9 [13]. Next, docking parameters were obtained by Lamarckian genetic
algorithm. The binding energy was calculated as estimated by the following formula: Free
energy of binding = [(1) + (2) + (3) − (4)], where (1) was the final intermolecular energy,
(2) was the final total internal energy, (3) was the torsional free energy, and (4) was the
unbound systems. The ligand-target complex with the lowest binding energy was written
in a pdb format and the Discovery Studio 4.5 software (Accelrys Inc., San Diego, CA, USA)
was used to analyze the interactive residues.

5. Conclusions

In summary, the inhibitory effects of a collection of cannabinoids on SARS-CoV-2 3CL
Mpro were screened by a biochemical assay. Several minor cannabinoids (e.g., THCB and
CBGA) showed promising anti-Mpro activity. In addition, we observed that decarboxylated
cannabinoids, such as CBG and CBD, showed undermined inhibition capacity, as compared
to the precursing cannabinoid acids (i.e., CBGA and CBDA, respectively). This SAR was
supported by the binding affinities between these cannabinoids and the Mpro protein ob-
tained from the SPR assays. Furthermore, the impact of the length of the alkyl side chain of
cannabinoids on their anti-Mpro activity was explored. Our study is the first to evaluate the
anti-Mpro activity of minor cannabinoids and their mechanisms of action, which contribute
to a better understanding of cannabinoids’ potential roles in the management of COVID-19.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/molecules27186127/s1. Figure S1: The Mpro inhibitory effects of
known inhibitors of SARS-CoV-2 Mpro.

Author Contributions: Conceptualization, H.M. and N.P.S.; methodology, C.L. and A.C.; formal
analysis, C.L. and H.L.; investigation, C.L., T.P. and H.L.; data curation, C.L., T.P. and H.L.; writing—
original draft preparation, C.L., T.P. and H.L.; writing—review and editing, N.P.S. and H.M.; visual-
ization, C.L. and H.L.; supervision, H.M. All authors have read and agreed to the published version
of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Raw data obtained in this study are available from the corresponding
authors upon reasonable request.

Acknowledgments: The Biacore T200 instrument was available through the Rhode Island Institu-
tional Development Award (IDeA) Network of Biomedical Research Excellence from the National
Institute of General Medical Sciences of the National Institutes of Health under grant number
P20GM103430.

https://www.mdpi.com/article/10.3390/molecules27186127/s1
https://www.mdpi.com/article/10.3390/molecules27186127/s1


Molecules 2022, 27, 6127 15 of 16

Conflicts of Interest: The authors declare no conflict of interest.

Sample Availability: Samples of the compounds are not available from the authors.

References
1. Li, H.; Liu, S.M.; Yu, X.H.; Tang, S.L.; Tang, C.K. Coronavirus disease 2019 (COVID-19): Current status and future perspectives.

Int. J. Antimicrob. Agents 2020, 55, 105951. [CrossRef] [PubMed]
2. Guan, W.; Ni, Z.; Hu, Y.; Liang, W.; Ou, C.; He, J.; Liu, L.; Shan, H.; Lei, C.; Hui, D.S.C.; et al. Clinical characteristics of coronavirus

disease 2019 in China. N. Engl. J. Med. 2020, 382, 1708–1720. [CrossRef] [PubMed]
3. Dong, L.; Hu, S.; Gao, J. Discovering drugs to treat coronavirus disease 2019 (COVID-19). Drug Discov. Ther. 2020, 14, 58–60.

[CrossRef]
4. Kitazato, K.; Wang, Y.; Kobayashi, N. Viral infectious disease and natural products with antiviral activity. Drug Discov. Ther. 2007,

1, 14–22.
5. El Sayed, K.A. Natural products as antiviral agents. Stud. Nat. Prod. Chem. 2000, 24, 473. [CrossRef]
6. Islam, M.T.; Sarkar, C.; El-Kersh, D.M.; Jamaddar, S.; Uddin, S.J.; Shilpi, J.A.; Mubarak, M.S. Natural products and their derivatives

against coronavirus: A review of the non-clinical and pre-clinical data. Phytother. Res. 2020, 34, 2471–2492. [CrossRef] [PubMed]
7. Park, J.; Park, R.; Jang, M.; Park, Y.I.; Park, Y. Coronavirus enzyme inhibitors-experimentally proven natural compounds from

plants. J. Microbiol. 2022, 60, 347–354. [CrossRef]
8. Khoury, M.; Rocco, P.R.M.; Phinney, D.G.; Krampera, M.; Martin, I.; Viswanathan, S.; Nolta, J.A.; LeBlanc, K.; Galipeau, J.; Weiss,

D.J. Cell-based therapies for coronavirus disease 2019: Proper clinical investigations are essential. Cytotherapy 2020, 22, 602–605.
[CrossRef]

9. Yuan, L.; Tang, Q.; Cheng, T.; Xia, N. Animal models for emerging coronavirus: Progress and new insights. Emerg. Microbes Infect.
2020, 9, 949–961. [CrossRef]

10. Narkhede, R.R.; Pise, A.V.; Cheke, R.S.; Shinde, S.D. Recognition of natural products as potential inhibitors of COVID-19 main
protease (Mpro): In-silico evidences. Nat. Prod. Bioprospect. 2020, 10, 297–306. [CrossRef]

11. Orhan, I.E.; Senol Deniz, F.S. Natural products as potential leads against coronaviruses: Could they be encouraging structural
models against SARS-CoV-2? Nat. Prod. Bioprospect. 2020, 10, 171–186. [CrossRef] [PubMed]

12. Ullrich, S.; Nitsche, C. The SARS-CoV-2 main protease as drug target. Bioorg. Med. Chem. Lett. 2020, 30, 127377. [CrossRef]
[PubMed]

13. Zhang, L.; Lin, D.; Sun, X.; Curth, U.; Drosten, C.; Sauerhering, L.; Becker, S.; Rox, K.; Hilgenfeld, R. Crystal structure of
SARS-CoV-2 main protease provides a basis for design of improved a-ketoamide inhibitors. Science 2020, 368, 409–412. [CrossRef]
[PubMed]

14. Jin, Z.; Du, X.; Xu, Y.; Deng, Y.; Liu, M.; Zhao, Y.; Zhang, B.; Li, X.; Zhang, L.; Peng, C.; et al. Structure of Mpro from SARS-CoV-2
and discovery of its inhibitors. Nature 2020, 582, 289–293. [CrossRef]

15. Saied, E.M.; El-Maradny, Y.A.; Osman, A.A.; Darwish, A.M.G.; Nahas, H.H.A.; Niedbała, G.; Piekutowska, M.; Abdel-Rahman,
M.A.; Balbool, B.A.; Abdel-Azeem, A.M. A comprehensive review about the molecular structure of severe acute respiratory
syndrome coronavirus 2 (SARS-CoV-2): Insights into natural products against COVID-19. Pharmaceutics 2021, 13, 1759. [CrossRef]

16. Adem, S.; Eyupoglu, V.; Sarfraz, I.; Rasul, A.; Ali, M. Identification of potent COVID-19 main protease (Mpro) inhibitors from
natural polyphenols: An in silico strategy unveils a hope against CORONA. Preprints 2020. [CrossRef]

17. Khan, M.T.; Ali, A.; Wang, Q.; Irfan, M.; Khan, A.; Zeb, M.T.; Zhang, Y.J.; Chinnasamy, S.; Wei, D.Q. Marine natural compounds
as potents inhibitors against the main protease of SARS-CoV-2—A molecular dynamic study. J. Biomol. Struct. Dyn. 2020, 39,
3627–3637. [CrossRef]

18. Tallei, T.E.; Tumilaar, S.G.; Niode, N.J.; Fatimawali, F.; Kepel, B.J.; Idroes, R.; Effendi, Y. Potential of plant bioactive compounds as
SARS-CoV-2 main protease (Mpro) and spike (S) glycoprotein inhibitors: A molecular docking study. Preprints 2020. [CrossRef]

19. Kumar, A.; Choudhir, G.; Shukla, S.K.; Sharma, M.; Tyagi, P.; Bhushan, A.; Rathore, M. Identification of phytochemical inhibitors
against main protease of COVID-19 using molecular modeling approaches. J. Biomol. Struct. Dyn. 2020, 39, 3760–3770. [CrossRef]

20. Tagne, A.M.; Pacchetti, B.; Sodergren, M.; Sodergren, M.; Cosentino, M.; Marino, F. Cannabidiol for viral diseases: Hype or hope?
Cannabis Cannabinoid Res. 2020, 5, 121–131. [CrossRef] [PubMed]

21. Hill, K.P.; Hill, K.P. Cannabinoids and the coronavirus. Cannabis Cannabinoid Res. 2020, 5, 118–120. [CrossRef] [PubMed]
22. Raj, V.; Park, J.G.; Cho, K.H.; Choi, P.; Kim, T.; Ham, J.; Lee, J. Assessment of antiviral potencies of cannabinoids against

SARS-CoV-2 using computational and in vitro approaches. Int. J. Biol. Macromol. 2021, 168, 474–485. [CrossRef] [PubMed]
23. Altyar, A.E.; Youssef, F.S.; Kurdi, M.M.; Bifari, R.J.; Ashour, M.L. The role of Cannabis Sativa, L. as a source of cannabinoids against

Coronavirus 2 (SARS-CoV-2): An in silico study to evaluate their activities and ADMET properties. Molecules 2022, 27, 2797.
[CrossRef] [PubMed]

24. Ma, H.; Li, H.; Liu, C.; Seeram, N.P. Evaluation of cannabidiol’s inhibitory effect on alpha-glucosidase and its stability in simulated
gastric and intestinal fluids. J. Cannabis Res. 2021, 3, 20. [CrossRef] [PubMed]

25. Liu, C.; Li, H.; Xu, F.; Jiang, X.; Ma, H.; Seeram, N.P. Cannabidiol protects human skin keratinocytes from hydrogen-peroxide-
induced oxidative stress via modulation of the caspase-1-IL-1β axis. J. Nat. Prod. 2021, 84, 1563–1572. [CrossRef] [PubMed]

http://doi.org/10.1016/j.ijantimicag.2020.105951
http://www.ncbi.nlm.nih.gov/pubmed/32234466
http://doi.org/10.1056/NEJMoa2002032
http://www.ncbi.nlm.nih.gov/pubmed/32109013
http://doi.org/10.5582/ddt.2020.01012
http://doi.org/10.1016/S1572-5995(00)80051-4
http://doi.org/10.1002/ptr.6700
http://www.ncbi.nlm.nih.gov/pubmed/32248575
http://doi.org/10.1007/s12275-022-1499-z
http://doi.org/10.1016/j.jcyt.2020.04.089
http://doi.org/10.1080/22221751.2020.1764871
http://doi.org/10.1007/s13659-020-00253-1
http://doi.org/10.1007/s13659-020-00250-4
http://www.ncbi.nlm.nih.gov/pubmed/32529545
http://doi.org/10.1016/j.bmcl.2020.127377
http://www.ncbi.nlm.nih.gov/pubmed/32738988
http://doi.org/10.1126/science.abb3405
http://www.ncbi.nlm.nih.gov/pubmed/32198291
http://doi.org/10.1038/s41586-020-2223-y
http://doi.org/10.3390/pharmaceutics13111759
http://doi.org/10.20944/preprints202003.0333.v1
http://doi.org/10.1080/07391102.2020.1769733
http://doi.org/10.20944/preprints202004.0102.v1
http://doi.org/10.1080/07391102.2020.1772112
http://doi.org/10.1089/can.2019.0060
http://www.ncbi.nlm.nih.gov/pubmed/32656344
http://doi.org/10.1089/can.2020.0035
http://www.ncbi.nlm.nih.gov/pubmed/32656343
http://doi.org/10.1016/j.ijbiomac.2020.12.020
http://www.ncbi.nlm.nih.gov/pubmed/33290767
http://doi.org/10.3390/molecules27092797
http://www.ncbi.nlm.nih.gov/pubmed/35566148
http://doi.org/10.1186/s42238-021-00077-x
http://www.ncbi.nlm.nih.gov/pubmed/34162444
http://doi.org/10.1021/acs.jnatprod.1c00083
http://www.ncbi.nlm.nih.gov/pubmed/33955754


Molecules 2022, 27, 6127 16 of 16

26. Puopolo, T.; Liu, C.; Ma, H.; Seeram, N.P. Inhibitory effects of cannabinoids on acetylcholinesterase and butyrylcholinesterase
enzyme activities. Med. Cannabis Cannabinoids 2022, 5, 85–94. [CrossRef]

27. Van Breemen, R.B.; Muchiri, R.N.; Bates, T.A.; Weinstein, J.B.; Leier, H.C.; Farley, S.; Tafesse, F.G. Cannabinoids block cellular
entry of SARS-CoV-2 and the emerging variants. J. Nat. Prod. 2022, 85, 176–184. [CrossRef]

28. Wang, B.; Kovalchuk, A.; Li, D.; Ilnytskyy, Y.; Kovalchuk, I. In Search of Preventative Strategies: Novel anti- inflammatory
high-CBD Cannabis sativa extracts modulate ACE2 expression in COVID-19 gateway tissues. Preprint 2020, 1–12. [CrossRef]

29. Sun, H.; Li, Y.; Zhang, X.; Lei, Y.; Ding, W.; Zhao, X.; Wang, H.; Song, X.; Yao, Q.; Zhang, Y.; et al. Synthesis, α-glucosidase
inhibitory and molecular docking studies of prenylated and geranylated flavones, isoflavones and chalcones. Bioorg. Med. Chem.
Lett. 2015, 25, 4567–4571. [CrossRef]

30. Chen, X.; Mukwaya, E.; Wong, M.S.; Zhang, Y. A systematic review on biological activities of prenylated flavonoids. Pharm. Biol.
2014, 52, 655–660. [CrossRef]

31. Li, H.; Xu, F.; Liu, C.; Cai, A.; Dain, J.A.; Li, D.; Seeram, N.P.; Cho, B.P.; Ma, H. Inhibitory effects and surface plasmon resonance-
based binding affinities of dietary hydrolyzable tannins and their gut microbial metabolites on SARS-CoV-2 main protease.
J. Agric. Food Chem. 2021, 69, 12197–12208. [CrossRef] [PubMed]

32. Liu, C.; Cai, A.; Li, H.; Deng, N.; Cho, B.P.; Seeram, N.P.; Ma, H. Characterization of molecular interactions between cannabidiol
and human plasma proteins (serum albumin and γ-globulin) by surface plasmon resonance, microcalorimetry, and molecular
docking. J. Pharm. Biomed. Anal. 2022, 214, 114750. [CrossRef] [PubMed]

33. Yang, H.; Xie, W.; Xue, X.; Yang, K.; Ma, J.; Liang, W.; Zhao, Q.; Zhou, Z.; Pei, D.; Ziebuhr, J.; et al. Design of wide-spectrum
inhibitors targeting coronavirus main proteases. PLoS Biol. 2005, 3, e324. [CrossRef]

http://doi.org/10.1159/000524086
http://doi.org/10.1021/acs.jnatprod.1c00946
http://doi.org/10.20944/preprints202004.0315.v1
http://doi.org/10.1016/j.bmcl.2015.08.059
http://doi.org/10.3109/13880209.2013.853809
http://doi.org/10.1021/acs.jafc.1c03521
http://www.ncbi.nlm.nih.gov/pubmed/34586788
http://doi.org/10.1016/j.jpba.2022.114750
http://www.ncbi.nlm.nih.gov/pubmed/35398615
http://doi.org/10.1371/journal.pbio.0030324

	Identification of SARS-CoV-2 Main Protease Inhibitors from a Library of Minor Cannabinoids by Biochemical Inhibition Assay and Surface Plasmon Resonance Characterized Binding Affinity
	Identification of SARS-CoV-2 Main Protease Inhibitors from a Library of Minor Cannabinoids by Biochemical Inhibition Assay and Surface Plasmon Resonance Characterized Binding Affinity
	Creative Commons License
	Authors
	Creative Commons License


	Introduction 
	Results 
	Inhibitory Effects of the THC-Type Cannabinoids on SARS-CoV-2 Mpro 
	Inhibitory Effects of the CBG-Type Cannabinoids on SARS-CoV-2 Mpro 
	Inhibitory Effects of the CBD-Type Cannabinoids on SARS-CoV-2 Mpro 
	Inhibitory Effects of CBC-Type Cannabinoids on SARS-CoV-2 Mpro 
	Inhibitory Effects of Other Cannabinoids on SARS-CoV-2 Mpro 
	Validation of the SPR Method to Measure the Binding Affinity with SARS-CoV-2 Mpro Protein 
	Decarboxylation of CBGA and CBDA Attenuates the Anti-Mpro Activity 

	Discussion 
	Materials and Methods 
	Minor Cannabinoids 
	Enzyme Inhibition Assay 
	Surface Plasmon Resonance 
	Molecular Modeling 

	Conclusions 
	References

