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Abstract: Kappa-opioid receptor (KOR) antagonists are promising innovative therapeutics for the
treatment of the central nervous system (CNS) disorders. The new scaffold opioid ligand, Compound
A, was originally found as a mu-opioid receptor (MOR) antagonist but its binding/selectivity and
activation profile at the KOR and delta-opioid receptor (DOR) remain elusive. In this study, we present
an in vitro, in vivo and in silico characterization of Compound A by revealing this ligand as a KOR
antagonist in vitro and in vivo. In the radioligand competitive binding assay, Compound A bound at
the human KOR, albeit with moderate affinity, but with increased affinity than to the human MOR
and without specific binding at the human DOR, thus displaying a preferential KOR selectivity profile.
Following subcutaneous administration in mice, Compound A effectively reverse the antinociceptive
effects of the prototypical KOR agonist, U50,488. In silico investigations were carried out to assess
the structural determinants responsible for opioid receptor subtype selectivity of Compound A.
Molecular docking, molecular dynamics simulations and dynamic pharmacophore (dynophore)
generation revealed differences in the stabilization of the chlorophenyl moiety of Compound A
within the opioid receptor binding pockets, rationalizing the experimentally determined binding
affinity values. This new chemotype bears the potential for favorable ADMET properties and holds
promise for chemical optimization toward the development of potential therapeutics.

Keywords: GPCRs; kappa-opioid receptor; antagonists; binding affinity; selectivity; in vivo antago-
nism; molecular docking; molecular dynamics simulations; dynophores

1. Introduction

Opioid receptors belong to the large family of G protein-coupled receptors (GPCRs) [1].
GPCRs are membrane-embedded receptors that share a seven-transmembrane (7TM) helical
structure and elicit a myriad of biological activities upon activation by endogenous or
exogenous ligands [2–4]. Thus, GPCRs are widely addressed targets for drug development
with around one-third of all approved drugs targeting GPCRs [5]. To date, the human opioid
receptor family consists of four receptor subtypes, namely, the kappa-, mu- and delta-opioid
receptors (KOR, MOR and DOR, respectively), and the non-classical nociceptin/orphanin
FQ peptide (NOP) receptor [1,6]. Opioid receptors have a distinct expression pattern
throughout the central and peripheral nervous systems (CNS and PNS) and are involved in
the regulation of pain, response to stress, reward processing and regulation of mood states,
among many other functions [1,6–9].

Over many years, the MOR has been the main pharmacological target for effective
pain relief and treatment of other pathophysiological conditions, such as drug addiction
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and gastrointestinal motility disorders [1,10–12]. However, the MOR is also the target of
the most misused and abused opioid drugs, resulting in an ongoing and rapidly emerging
opioid epidemic worldwide [13,14]. Therefore, the KOR has recently gained increased
attention as a prominent GPCR in the pursuit of novel pharmacotherapies for a variety of
human diseases, due to its role in mediating many physiological and pathophysiological
responses [15]. Activation of the KOR is viewed as a promising strategy for the treatment
of pain, itch and epilepsy, whereas receptor blockade is associated with potential thera-
peutic effects in mood (depression and anxiety) and addictive disorders [16–21]. Selective
ligands for the KOR with diverse scaffolds—such as small molecules and peptides, natural
products and synthetic molecules—and distinct pharmacology were designed [19–24].
Although targeting the KOR in drug discovery is very promising, the KOR is not devoid
of detrimental side effects with receptor activation causing diuresis, dysphoria, sedation,
psychotomimesis and anxiety in humans [15–17]. The small molecule with a morphinan
scaffold, nalfurafine [25], and the peripherally acting peptide analogue, difelikephalin [26]
(Figure 1), are two KOR agonists approved for clinical use as antipruritic drugs [27–29]. In
addition, pain is a key clinical indication for KOR agonists, with experimental and clinical
evidence that the KOR modulates pain processing in the CNS and PNS without the risk of
physical dependence or abuse liability of MOR agonists [30–33].
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Figure 1. Representative selective KOR ligands used in the clinics, as potential therapeutics or
research tools. (A) KOR agonists; (B, top) long-acting KOR antagonists; (B, bottom) short-acting
KOR antagonists.

Initially, KOR antagonists were widely used as pharmacological tools for studying
the in vitro and in vivo actions upon KOR stimulation [19–21,28,34] The first selective KOR
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antagonists included ligands with a morphinan scaffold structure, i.e., nor-binaltorphimine
(nor-BNI) [35], 5′-guanidinonaltrindole (5′-GNTI) [36] and the 4′-phenylpiperidine deriva-
tive, JDTic [37] (Figure 1). Preclinical studies showed that KOR inhibition or receptor
depletion in the brain resulted in attenuation of depressive, anxiogenic affective and
addictive-like behaviors, thus encouraging the development of selective KOR antagonists
for the treatment of mood and addictive disorders. JDTic was the first selective KOR antag-
onist tested in humans for the treatment of cocaine abuse. However, clinical development
of JDTic was terminated after modest cardiac abnormalities and an unfavorable brain-to-
plasma concentration ratio, indicating poor CNS penetration [38]. Although preclinical and
clinical data provide evidence on the therapeutic potential of KOR antagonists for CNS
disorders, some peculiarities limit their usefulness [35,36]. The main issue with prototypical
KOR antagonists (i.e., nor-BNI, 5′-GNTI and JDTic) is their exceptionally long duration of
action, with multi-week blockades of the KOR activity following systemic administration
after a single minimal dose. At higher doses, the antagonism may be further prolonged
as demonstrated by studies performed with nor-BNI [34,39,40]. Delayed onset of KOR
antagonism and side effects given by transient interaction with other opioid receptors, such
as MOR antagonism after nor-BNI administration, have also been reported [41]. How-
ever, their abnormal long duration of action is, at present, the main concern about the
feasibility of archetypical KOR antagonists. These findings have led to the development
of short-acting KOR antagonists, including the pyrrolidine derivative, JNJ-67953964 (also
known as LY2456302, CERC501 and aticaprant) [42], the quinolone, pyranyl and piperidine
containing small molecule CYM-53003/BTRX-335140 [43] and different peptidic struc-
tures (i.e., zyklophin [44]) [19–21,23,45] (Figure 1). JNJ-67953964 is the first short-acting
selective KOR antagonist shown to be safe in humans after oral administration and as
a monotherapy for the treatment of major depressive disorders and substance use dis-
orders. CYM-53003/BTRX-335140 is a further short-duration KOR antagonist, currently
undergoing a phase 2 clinical trial for major depressive disorders [20,21].

Because of its therapeutic significance, the KOR is among the few GPCRs of which
the X-ray crystal structures were determined both in inactive (Protein Data Bank, PDB-ID:
4DJH) [46] and active states (PDB-ID: 6B73 [47]). More recently, another structure of inactive-
state KOR was solved with JDTic in complex with a Nb6 antibody (PDB-ID: 6VI4 [48]).
The structure elucidation of the KOR and continued development of computational tools
provide novel opportunities for computational modeling studies of receptor dynamics and
for structure-based ligand discovery [49].

In the present study, we report on the in vitro, in vivo and in silico characterization of
a new ligand as a KOR antagonist (Compound A, Figure 2). In an earlier study, Kaserer
et al. [50] performed a 3D pharmacophore-based virtual screening campaign using several
structure-based and ligand-based 3D query pharmacophores to discover novel ligands at
the MOR. Compound A (as ‘compound 3’ in [50], Figure 2) was originally found as an MOR
antagonist with very low binding affinity in the micromolar range to the human MOR. We
have undertaken a comprehensive evaluation of Compound A, where experimental phar-
macological (binding and functional in vitro assays and behavioral nociceptive models) and
computational (in silico methods) approaches were combined, and established Compound
A as a novel KOR antagonist with a structurally distinct scaffold compared to the so far
known KOR ligands. We determined the binding mode of Compound A in complex with
the KOR, as well as the MOR and DOR, and the structural determinants responsible for sub-
type selectivity of Compound A by conducting molecular docking and molecular dynamics
(MD) simulations with subsequent dynophore (dynamic pharmacophore) generation of
Compound A bound to the three classical opioid receptors.
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Figure 2. Structure of Compound A.

2. Results and Discussion
2.1. Compound A Binds at the KOR with Increased Affinity vs. MOR, Lacks Specific Binding at
the DOR, and Displays KOR Antagonism In Vitro

Whereas Compound A was previously described to interact with the human MOR
and to exhibit antagonist properties, albeit with a very reduced binding affinity (inhibi-
tion constant as Ki value of 10.7 µM) [50] (Table 1), its receptor binding/selectivity and
activation profile at the KOR and DOR were not reported. In this study, the binding of
Compound A to the human KOR was evaluated using in vitro radioligand competitive
binding assays with membrane preparations from Chinese hamster ovary cells stably ex-
pressing the human KOR (CHO-hKOR cells) and the specific KOR radioligand [3H]U69,593,
according to the published procedure [51]. As shown in Figure 3A, Compound A produced
a concentration-dependent inhibition of [3H]U69,593 binding displaying relatively mod-
erate affinity at the human KOR (Ki = 1.35 µM), while the reference KOR ligand, U69,593
had a very high affinity in the low nanomolar range (Table 1). Additionally, competi-
tive inhibition by Compound A of [3H]diprenorphine binding at the human DOR was
assessed using in vitro radioligand binding assays with membranes from CHO-hDOR cells.
Compound A displayed no substantial binding at the DOR at the concentration of 10 µM
(% inhibition = 0.31 ± 6.52, n = 4) (Table 1). In the same assay, the r standard DOR ligand,
naltrindole presented a very high affinity (Ki = 0.81 ± 0.04 nM) at the human DOR. Based
on the current in vitro competition binding results, Compound A binds at the human KOR
with increased affinity than to the MOR (ca. 8-fold), and it is devoid of specific binding at
the DOR, therefore, presenting a preferential KOR selectivity profile.

Table 1. In vitro binding affinities and functional activities of Compound A at the human KOR.

Opioid Receptor Binding (Ki, µM) a [35S]GTPγS Binding, KOR b

KOR MOR DOR EC50 (µM) % stim. Ke (µM)

Compound A 1.35 ± 0.32 10.7 ± 4.7 c - d - e - e 1.53 ± 0.38

U69,593 0.0019 ± 0.0004 n.d. n.d. 0.011 ± 0.004 100 n.a.
a Determined in radioligand competitive binding assays using membranes of CHO cell stably expressing the
human KOR (CHO-hKOR). b Determined in the [35S]GTPγS binding assay with membranes of CHO-hKOR cells.
Efficacy (% stim.) is expressed as percentage stimulation relative to the maximum effect of the KOR full agonist
U69,593 (as 100%). c Data from [50]. d No specific binding was detected at 10 µM in the radioligand binding
assays using CHO-hDOR cell membranes. e No stimulation up to 10 µM. n.d. not determined. n.a. not applicable.
Values are means ± SEM of at least three independent experiments performed in duplicate.
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Figure 3. In vitro activity profile of Compound A at the human KOR. (A) Concentration-dependent
inhibition by Compound A and U69,593 of [3H]U69,593 binding to membranes from CHO-hKOR cells
determined in radioligand competitive binding assays. (B) Concentration-dependent stimulation of
[35S]GTPγS binding by Compound A and U69,593, and effect of Compound A on U69,593-stimulated
[35S]GTPγS binding to membranes from CHO-hKOR cells determined in the [35S]GTPγS binding
assays. Values represent means ± SEM of at least 3 independent experiments performed in duplicate.

Next, we have evaluated the in vitro functional activity of Compound A at the human
KOR in the guanosine-5′-O-(3-[35S]thio)-triphosphate ([35S]GTPγS) binding assay, which
measures KOR-mediated G protein activation upon ligand binding to the receptor. Previ-
ously, Compound A was reported as an MOR antagonist [48], but its antagonist potency
was not determined because of its extremely low affinity at the MOR (Table 1) [50]. In this
study, the [35S]GTPγS functional assay was performed with membranes from CHO cells,
stably expressing the human KOR as described previously [51]. As shown in Figure 3B,
Compound A did not increase the [35S]GTPγS binding in membranes from CHO-hKOR
cells, indicating an antagonist profile at the KOR, in contrast to the high potency and
stimulatory effect shown by the prototypical KOR agonist U69,593 (Table 1). Additional
investigations established the antagonist properties of Compound A at the KOR, based
on the rightwards shift (ca. 13-fold) in the U69,593 concentration–response curve in the
presence of 10µM of Compound A (Figure 3B), thus giving an antagonist equilibrium
constant (Ke) of 1.53µM (Table 1). Our present results from the [35S]GTPγS functional assay
establish Compound A as a new KOR ligand with antagonist properties in vitro.

Compound A shows noticeable lower binding affinity and antagonist potency in the
micromolar range to the KOR (Table 1) versus subnanomolar to nanomolar Ki and Ke
values reported for known KOR antagonists (Table S1).

2.2. Subcutaneous Administration of Compound A Antagonized the KOR-Mediated
Antinociception Induced by U50,488 in Mice

Based on the in vitro results, the KOR antagonist activity of Compound A was eval-
uated in vivo in mouse models of visceral pain (acetic acid-induced writhing assay) and
inflammatory pain (the formalin test), according to previously described procedures [51,52].
To this aim, Compound A, administered to mice subcutaneously (s.c.), was assessed for its
capability to antagonize the antinociceptive effect produced by the typical KOR agonist
U50,488 in both pain models (Figure 4). When Compound A (10 mg/kg, 22.7 µmol/kg)
was injected 15 min prior to U50,488 (2 mg/kg, s.c.) in the formalin assay, a significant
and complete reversal of U50,488-induced inhibition of writhing behavior was measured
(Figure 4A), demonstrating a KOR-mediate mechanism. Similarly, pretreatment of mice
with the standard KOR antagonist nor-BNI (10 mg/kg, 13.6 µmol/kg, s.c.) for 24 h be-
fore U50,488 blocked the antinociceptive effect of the KOR agonist in the writhing assay
(Figure 4A). Compound A was about twofold less potent than nor-BNI as a KOR antagonist
in vivo. We further established that pretreatment of mice with Compound A (10 mg/kg,
22.7 µmol/kg s.c.) significantly antagonized the reduction of pain behaviors caused by
U50,488 (1 mg/kg, s.c.) during the inflammatory phase of the formalin test, quantified by
an increase in the amount of time each animal spent licking, biting, lifting and flinching the
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formalin-injected paw (Figure 4B). Thus, we show in two pain models that Compound A
after s.c. administration to mice behaves as a KOR antagonist in vivo.
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Figure 4. In vivo KOR antagonism of Compound A. Antagonism of U50,488-induced antinociception
in mice by Compound A after s.c. administration in (A) the acetic acid-induced writing assay
and (B) the formalin test. (A) In the writhing assay, groups of mice received s.c. control (vehicle),
U50,488 (2 mg/kg) or were s.c. pre-treated with Compound A (10 mg/kg, −15 min) or nor-BNI
(10 mg/kg, −24 h) before U50,488, and the number of writhes were counted for 10 min. Values
represent means ± SEM (n = 5–6 mice per group). (B) In the formalin test, groups of mice received s.c.
control (vehicle), U50,488 (1 mg/kg) or were s.c. pre-treated with Compound A (10 mg/kg, −15 min)
before U50,488, and the duration of pain behavior (time spent licking, biting, lifting and flinching
the formalin-injected paw) was counted for 15 min, starting 15 min after formalin injection. Values
represent means ± SEM (n = 6–8 mice per group). ** p < 0.01 vs. control (vehicle) group; ### p < 0.001
vs. U50.488-treated group; one-way ANOVA with Tukey’s post hoc test.

2.3. Modeling Inactive KOR Based on X-ray Crystal Structure 4DJH including Refinement of
Transmembrane Helix 1

A comparison of the three inactive state X-ray crystal structures of the KOR, MOR
and DOR (PDB-IDs: 4DJH [44], 4DKL [53], and 4N6H [54], respectively) reveals an overall
similar global fold with the exception of the extracellular half of transmembrane helix (TM)
1. Although the MOR and DOR share a similar conformation of this helix, the extracellular
half of TM1 is strongly bent outwards at the KOR (8.3 Å between the KOR and DOR, and
7.3 Å between the KOR and MOR; measured between Cα of residue 1.30 at the top of TM1
for each receptor pair). The inactive structure of the KOR (PDB-ID: 4DJH) was crystallized
as a parallel dimer with the dimer interface consisting of TM1, 2 and 8 [46], i.e., the KOR
TM1 conformation is likely influenced by the second receptor within the cell unit of the
crystal structure. To ensure consistency with the global fold of the opioid receptors under
investigation, and to remove potential artefacts from dimer crystallization, we remodeled
the TM1 region of the KOR crystal structure. Thus, we modeled the upper half of TM1
(S55-V72) based on the DOR crystal structure (PDB-ID: 4N6H [54], 66.7% similarity within
this region) as described in the Section 3. We thus obtained coordinates for the KOR that
are based on the crystal structure but include a refined upper TM1 region.

2.4. Docking Reveals Stabilizing Interactions between the Chlorophenyl Moiety of Compound A
and the KOR Responsible for the Highest Subtype Affinity

To investigate the mechanistic determinants of the different experimentally deter-
mined binding affinities of Compound A to the classical opioid receptor subtypes, we
performed docking experiments of Compound A into the prepared crystal structures of
the MOR (PDB-ID: 4DKL [53]), DOR (PDB-ID: 4N6H [54]) and the KOR model (based
on PDB-ID: 4DJH [46]). We docked Compound A into the orthosteric binding pocket of
the three opioid receptors as described in the Section 3. In our docking experiments, the
morpholine group of Compound A deeply protrudes into the orthosteric binding pocket,
establishing an ionic interaction between the positively charged nitrogen of the morpholine
moiety and the carboxylate of D3.32 (KOR: D1383.32, MOR: D1493.32 and DOR: D1283.32,
superscripts denote Ballesteros–Weinstein numbering [55]) that is known to be crucial for
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ligand binding [46,47,56,57]. The phenyl group of Compound A points towards TM5 and
TM6, establishing extensive lipophilic contacts to residues within TM3, TM5 and TM6,
while the chlorophenyl moiety further extends toward the extracellular side and points
toward TM2 and TM3 (Figure 5). The non-conserved residue K1082.63 in TM2 in the DOR
extends further into the binding pocket than the respective residues in the KOR (V1182.63)
and MOR (N1292.63), causing a shift of Compound A toward TM5 and TM6 in the DOR
compared to the KOR and MOR.
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Figure 5. Binding mode of Compound A at the KOR, MOR and DOR. (A) Compound A binds within
the orthosteric pocket in the extracellular half of the receptors. (B) Compound A shares an overall
similar orientation within the receptors. The residues 7.28–7.41 are not shown for better visualization.

Development of 3D pharmacophores of the opioid receptor–Compound A complexes
reveals a different number of interactions between the chlorophenyl moiety and the sub-
pocket (residues 2.63, 2.67, 2.68, 2.69, 3.29, part of extracellular loop, ECL2) that accom-
modates this chlorophenyl moiety (Figure 6). The KOR establishes the most interactions,
specifically three, followed by two interactions in the MOR and only one in the DOR
(Table 2). In the KOR, the chlorophenyl moiety binds to the subpocket via two hydrophobic
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contacts (V1882.63, V207ECL2) and a halogen bond towards N1222.67. These interactions
likely improve the affinity of Compound A at the KOR (Ki = 1.35 µM, Table 1). Con-
versely, at the MOR, the chlorophenyl moiety of Compound A is only stabilized by two
hydrophobic contacts with a threonine side chain methyl group (T22045.51/ECL2). This likely
causes the decreased affinity of Compound A towards the MOR (Ki = 10.7 µM, Table 1)
compared to the KOR. In the DOR, the positively charged K1082.63 deeply points into
the subpocket towards the chlorophenyl moiety of Compound A. The close proximity
between the chlorophenyl moiety of Compound A and K1082.63 (3.5 Å, measured between
the primary amine nitrogen of K1082.63 and the closest carbon of the chlorophenyl of Com-
pound A) likely contributes to the absence of binding of Compound A in concentrations
up to 10 µM to the DOR. Additionally, the phenyl ring of the chlorophenyl moiety of
Compound A does not participate in any interactions with the DOR, in contrast to the KOR
and MOR. Only the chlorine forms a hydrophobic contact with V197ECL2. Table 2 shows all
protein–ligand interactions from our docking experiments for comparison.

Pharmaceuticals 2022, 15, 680  9  of  22 
 

 

 

Figure 6. Protein–ligand interactions. (A) Global view of Compound A bound to the KOR. (B) Pro‐

tein–ligand interactions at the KOR. (C) Protein–ligand interactions at the MOR. (D) Protein–ligand 

interactions at the DOR. Blue stars indicate positive charges, yellow spheres lipophilic contacts, pink 

arrows halogen bond donors and red arrows hydrogen bond acceptors. The residues 313–319 in the 

KOR, 314–327  in  the MOR and 276–279 as well as 296–307  in  the DOR are not shown  for better 

visualization. 

Compound A is a weak opioid receptor binder with affinity values in the micromolar 

range (Table 1). To rationalize the  low binding affinity, we performed a comparison of 

Compound A and the co‐crystallized high‐affinity ligands from the inactive crystal struc‐

tures used for docking (KOR: JDTic, MOR: β‐FNA, and DOR: naltrindole) in complex with 

the opioid receptors (Figure 7). This comparison reveals that the co‐crystallized ligands 

are  shifted  toward TM5/TM6  in  their  corresponding  complexes with  respect  to Com‐

pound A. Their bulky ring systems, containing a phenol group in all three ligands, are the 

moieties closest to TM5/TM6 and the hydroxyl groups of the phenol moieties take part in 

water‐mediated hydrogen bonds connecting the co‐crystallized ligands to TM3/TM5 and 

TM6  (KOR:  Y1393.33,  K2275.39  and H2916.52; MOR:  K2355.39  and H2996.52, DOR:  Y1293.33, 

K2145.39and H2786.52). The phenyl group of Compound A does not participate  in water‐

mediated hydrogen bonds as it does not point as far toward TM5/TM6 and contains no 

functional group capable of hydrogen bonding. A phenol moiety that interacts with TM5 

Figure 6. Protein–ligand interactions. (A) Global view of Compound A bound to the KOR.
(B) Protein–ligand interactions at the KOR. (C) Protein–ligand interactions at the MOR. (D) Protein–
ligand interactions at the DOR. Blue stars indicate positive charges, yellow spheres lipophilic contacts,
pink arrows halogen bond donors and red arrows hydrogen bond acceptors. The residues 313–319
in the KOR, 314–327 in the MOR and 276–279 as well as 296–307 in the DOR are not shown for
better visualization.
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Table 2. Protein–ligand interactions between Compound A and the opioid receptors, KOR, MOR and
DOR, derived from docking experiments.

Receptor Interaction Functional Group Involved Residues

KOR

Ionic interaction Morpholine nitrogen D1383.32

Halogen bond Chlorine N1222.67

Hydrophobic contacts
Chlorophenyl V207ECL2

V1182.63

2-Methylpyrrole Y3127.35

Phenyl moiety
I2906.51

I2946.55

I3167.39

MOR

Ionic interaction Morpholine nitrogen D1493.32

Hydrogen bond Morpholine oxygen N1523.35

Hydrophobic contacts
Chlorophenyl T22045.51/ECL2

2-Methylpyrrole I3247.39

Phenyl moiety
M1533.36

V3026.55

I3247.39

DOR

Ionic interaction
+ hydrogen bond Morpholine nitrogen D1283.32

Hydrogen bond Morpholine oxygen N1313.35

Hydrophobic contacts
Chlorophenyl V197ECL2

2-Methylpyrrol V3047.39

Phenyl moiety

Y1293.33

M1323.36

V2175.42

V2816.55

Compound A is a weak opioid receptor binder with affinity values in the micromolar
range (Table 1). To rationalize the low binding affinity, we performed a comparison
of Compound A and the co-crystallized high-affinity ligands from the inactive crystal
structures used for docking (KOR: JDTic, MOR: β-FNA, and DOR: naltrindole) in complex
with the opioid receptors (Figure 7). This comparison reveals that the co-crystallized
ligands are shifted toward TM5/TM6 in their corresponding complexes with respect to
Compound A. Their bulky ring systems, containing a phenol group in all three ligands, are
the moieties closest to TM5/TM6 and the hydroxyl groups of the phenol moieties take part
in water-mediated hydrogen bonds connecting the co-crystallized ligands to TM3/TM5 and
TM6 (KOR: Y1393.33, K2275.39 and H2916.52; MOR: K2355.39 and H2996.52, DOR: Y1293.33,
K2145.39and H2786.52). The phenyl group of Compound A does not participate in water-
mediated hydrogen bonds as it does not point as far toward TM5/TM6 and contains no
functional group capable of hydrogen bonding. A phenol moiety that interacts with TM5 is
a common feature for opioids [47] and its absence in Compound A likely contributes to its
low binding affinity. Additionally, it was previously reported that the presence of a phenol
group is more important in the MOR than in the KOR [47], which is in accordance with the
higher affinity of Compound A to the KOR compared to the MOR.
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and Compound A in the DOR. Water molecules are shown as spheres without hydrogens.

2.5. Molecular Dynamics Simulations Reveal the Most Durable and Frequent Interaction Pattern
of the Chlorophenyl Moiety of Compound A in the KOR Complex

To further investigate our static binding hypotheses, we performed molecular dynam-
ics (MD) simulations and developed dynamic 3D pharmacophore models (dynophores [58]).
The dynamic evaluation confirms our static hypothesis as it reveals the most durable and
frequent interactions for the chlorophenyl moiety of Compound A in the KOR complex.
The chlorophenyl moiety of Compound A participates in hydrophobic contacts in 99.1%
and 98.4% (values for the chlorine and the chlorophenyl plane, respectively) of the sim-
ulation time (Table 3). Additionally, the chlorophenyl moiety is stabilized by a halogen
bond in 13.3% of the simulation time that is not present in the complexes with the MOR
and DOR (Table 3). These interaction patterns of the chlorophenyl moiety likely contribute
to the affinity of Compound A measured at the KOR being the highest out of the three
investigated complexes. In complex with the MOR, Compound A is also stabilized by
hydrophobic contacts in the vast majority of the simulation time (99.8% and 99.2% for the
chlorine and the chlorophenyl plane, respectively), but lacks the additional stabilization
by halogen bonding (Table 3). The missing halogen bond appears to decrease the affinity
of Compound A towards the MOR. At the DOR, Compound A does not only lack the
halogen bond but also engages in less frequent hydrophobic contacts in total (100% and
83.2% for the chlorine and the chlorophenyl plane, respectively) compared to the KOR and
MOR (Table 3), which likely explains the experimentally measured absence of affinity at the
DOR. The difference in the stabilization of the chlorophenyl moiety at the opioid receptor
complexes by hydrophobic contacts is even more pronounced when considering the total
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number of hydrophobic contacts. In the KOR and MOR, a similar absolute number of
hydrophobic contacts within the whole trajectories was counted (KOR: 4730, MOR: 5243),
while there were fewer contacts detected in the DOR complex (3277, corresponding to
69.3% of the contact number counted at the KOR). This discrepancy further rationalizes the
experimentally measured differences in the binding affinity of Compound A towards the
three opioid receptor subtypes. The dynamic pharmacophores of Compound A within the
opioid receptor complexes are shown in Figure 8.

Table 3. Frequency of interactions between the chlorophenyl ring of Compound A and the opioid
receptors.

Receptor Interaction Functional
Group Mean Frequency (n = 3)

KOR
Hydrophobic contacts Chloride 99.1%

Halogen bond Chloride 13.3%
Hydrophobic contacts Chlorophenyl 98.4%

MOR
Hydrophobic contacts Chloride 99.8%
Hydrophobic contacts Chlorophenyl 99.2%

DOR
Hydrophobic contacts Chloride 100%
Hydrophobic contacts Chlorophenyl 83.2%
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In order to address the protein and ligand conformational stability, we performed root
mean square deviation (RMSD) calculations for the opioid receptors and Compound A,
as well as heavy atom root mean square fluctuation (RMSF) calculations for the receptors
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over the simulation time. The information is presented in the Supplementary Materials
(Figures S1–S9). To track the receptor compactness along the simulations, we calculated
the radius of gyration of the receptors over the simulation time (Figures S10–S12). The
radius of gyration values remains stable over the trajectory, indicating steady receptor
compactness. In order to monitor the correct protein folding over the course of the MD sim-
ulations, we calculated the solvent accessible surface areas (SASA) values of the receptors
(Figures S13–S15). No strong increase in the SASA values was found, indicating that no
protein unfolding processes could be observed.

2.6. Compound A Shows Favorable Physicochemical Properties and Is a CNS Penetrant
KOR Antagonist

Evaluation of pharmacokinetic properties represents a key feature in today’s drug
discovery, particularly in predicting response profiles in vivo of bioactive molecules [59,60].
We have calculated and compared the partition coefficients (clogP) and distribution coeffi-
cients at pH 7.4 (clogD7.4) of Compound A and various small molecules KOR antagonists
(Table 4). In general, compounds with higher hydrophobicity, i.e., larger clogP and clogD7.4
values, are expected to readily cross the blood–brain barrier [61]. According to the clogP
and the clogD7.4, Compound A shows favorable physicochemical features and a better
capability to enter the CNS compared to the known KOR antagonists, that show increased
hydrophilicity at physiological pH.

Table 4. Calculated logP and logD7.4 of Compound A and various small molecules KOR antagonists.

Ligand clogP a clogD7.4
a

Compound A 4.2 4.09
nor-BNI 3.13 1.55
5′-GNTI 1.72 −0.55

JDTic 3.43 1.78
JNJ-67953964 4.97 3.24

CYM-53003/BTRX-335140 3.82 2.37
a Calculated using Percepta software (version 2021, ACD/Labs, Toronto, Canada) [62].

Further calculations based on chemical properties of Compound A, including AD-
MET properties and bioavailability (BOILED-Egg plot [63]), are presented in the Sup-
plementary Materials (Figures S16 and S17, Table S2). The calculations were performed
using the open access SwissADME web tool [64]. Compound A was predicted to have
high gastrointestinal absorption and to readily pass the blood–brain barrier but also as a
permeability–glycoprotein substrate.

3. Materials and Methods
3.1. Chemicals and Reagents

Radioligands [3H]U69,593 (49.3 Ci/mmol), [3H]diprenorphine (33.9 Ci/mmol) and
[35S]GTPγS (1250 Ci/mmol) were purchased from PerkinElmer (Boston, MA, USA). Guano-
sine diphosphate (GDP), GTPγS, U69,593, U50,488, diprenorphine, tris(hydroxymethyl)
aminomethane (Tris), 2-[4-(2-hydroxyethyl)piperazin-1-yl]ethanesulfonic acid (HEPES),
bovine serum albumin (BSA), formalin, nor-BNI and cell culture media and supplements
were obtained from Sigma-Aldrich Chemicals (St. Louis, MO, USA). All other chemicals
were of analytical grade and obtained from standard commercial sources. Compound
A was obtained from Maybridge Chemical Co., Ltd. (Cornwall, UK) as in [50], and was
prepared as 1 mM stock in 0.5% acetic acid solution and further diluted to working concen-
trations in the appropriate medium.

3.2. Cell Cultures and Cell Membrane Preparation

CHO cells stably expressing the human opioid receptors (CHO-hKOR and CHO-hDOR
cell lines) were kindly provided by Lawrence Toll (SRI International, Menlo Park, CA).
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CHO-hKOR cells were grown at 37 ◦C in Dulbecco’s Modified Eagle’s Medium (DMEM)
culture medium and supplemented with 10% fetal bovine serum (FBS),
0.1% penicillin/streptomycin, 2 mM L-glutamine and 0.4 mg/mL geneticin (G418).
CHO-hDOR cells were grown at 37 ◦C in DMEM/Ham’s F12 culture medium and supple-
mented with 10% FBS, 0.1% penicillin/streptomycin, 2 mM L-glutamine and 0.4 mg/mL
geneticin (G418). All cell cultures were maintained in a humidified atmosphere of 95% air
and 5% CO2. Membranes from CHO-hOR cells were prepared as previously described [51].
Briefly, CHO-hOR cells grown at confluence were removed from the culture plates by scrap-
ing, homogenized in 50 mM Tris-HCl buffer (pH 7.7) using a Dounce glass homogenizer,
then centrifuged once and washed by an additional centrifugation at 27,000× g for 15 min
at 4 ◦C. The final pellet was resuspended in 50 mM Tris-HCl buffer (pH 7.7) and stored at
−80 ◦C until use. Protein content of cell membrane preparations was determined by the
method of Bradford using BSA as the standard [65].

3.3. Competitive Radioligand Binding Assays

In vitro binding assays were conducted on human opioid receptors stably transfected
into CHO cells according to the published procedures [51]. Assays were performed in
50 mM Tris-HCl buffer (pH 7.4) in a final volume of 1 mL. Cell membranes (20 µg) were
incubated with various concentrations of test compounds of [3H]U69,593 (0.4 nM) or
[3H]diprenorphine (0.2 nM) for labeling KOR or DOR, respectively, for 60 min at 25 ◦C.
Non-specific binding was determined using 10 µM U69,593 or 1 µM diprenorphine. After
incubation, reactions were terminated by rapid filtration through Whatman GF/C glass
fiber filters. Filters were washed three times with 5 mL of ice-cold 50 mM Tris-HCl buffer
(pH 7.4) using a Brandel M24R cell harvester (Brandel, Gaithersburg, MD, USA). Radioac-
tivity retained on the filters was counted by liquid scintillation counting using a Beckman
Coulter LS6500 (Beckman Coulter Inc., Fullerton, CA, USA). Inhibition constant (Ki, nM)
values were determined by the method of Cheng and Prusoff [66] from concentration–
response curves by nonlinear regression analysis using the GraphPad Prism 5.0 Software
(GraphPad Prism Software Inc., San Diego, CA, USA). All experiments were performed in
duplicate and repeated at least three times with independently prepared samples.

3.4. [35S]GTPγS Binding Assays

Binding of [35S]GTPγS to membranes from CHO stably expressing the human KOR
was conducted according to the published procedure [51]. Cell membranes (15 µg) in 20 mM
HEPES buffer (pH 7.4) supplemented with 10 mM MgCl2 and 100 mM NaCl were incubated
with 0.05 nM [35S]GTPγS, 10 µM GDP and various concentrations of test compounds in a
final volume of 1 mL for 60 min at 25 ◦C. Non-specific binding was determined using 10 µM
GTPγS, and the basal binding was determined in the absence of test ligand. Samples were
filtered over Whatman GF/B glass fiber filters and counted as described for competitive
radioligand binding assays. The increase in [35S]GTPγS binding above the basal activity
was used to determine potency (EC50, in nM) and efficacy (as % stimulation of maximum
stimulation with respect to the reference KOR full agonist, U69,593, which was set as 100%)
from concentration–response curves by nonlinear regression analysis using the GraphPad
Prism 5.0 Software (GraphPad Prism Software Inc., San Diego, CA, USA). To determine
the KOR antagonist potency of Compound A, the Schild analysis was performed, where
a concentration–response curve for U69,593 was obtained by assessing the [35S]GTPγS
binding to CHO-hKOR cell membranes in the presence or absence of Compound A. The
equilibrium dissociation constant (Ke) was calculated from the equation Ke = [a]/(D − 1),
where “a” is the concentration of antagonist, and DR is the ratio of EC50 values of U69,593
in the presence and absence of Compound A. All experiments were performed in duplicate
and repeated at least three times with independently prepared samples.
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3.5. Animals and Drug Administration

Experiments were performed in male CD1 mice (8–10 weeks old, 30–35 g body weight)
purchased from Janvier Labs (Le Genest-Saint-Isle, France). All animal care and experi-
mental procedures were in accordance with the ethical guidelines for the animal welfare
standards of the European Communities Council Directive (2010/63/EU) and were ap-
proved by the Committee of Animal Care of the Austrian Federal Ministry of Science and
Research. Mice were group-housed in a temperature-controlled specific pathogen free
room with a 12 h light/dark cycle and with free access to food and water. U50,488 and
nor-BNI were prepared in sterile physiological saline (0.9%). Compound A was prepared
in 1% acetic acid solution in sterile physiological saline (0.9%). Test compounds or vehicle
(saline) were administered s.c. in a volume of 10 µL/g body weight.

3.6. Acetic Acid-Induced Writhing Assay

Writhing was induced in mice by intraperitoneal (i.p.) injection of a 0.6% acetic acid
aqueous solution as described previously [51]. Following a habituation period of 15 min
to individual transparent observation chambers, mice were s.c. administered U50,488
(2 mg/kg) or control (vehicle), and after 25 min (5 min prior to testing) each animal received
i.p. injection of acetic acid solution. The number of writhes was counted during a 10 min
observation period. For the antagonism study, Compound A (10 mg/kg) and nor-BNI
(10 mg/kg) were s.c. administered 15 min and 24 h, respectively, before U50,488 (2 mg/kg,
s.c.), and writhing behavior was assessed as described above.

3.7. Formalin Test

The formalin test was performed as described previously [52]. Following a habituation
period of 15 min to individual transparent observation chambers, mice were s.c. adminis-
tered U50,488 (1 mg/kg) or control (vehicle), 5 min prior injection of 20 µL of 5% formalin
aqueous solution to the plantar surface of the right hindpaw. The time (in s) each animal
spent licking, biting, lifting and flinching the formalin-injected paw (pain behavior) was
recorded in 5 min intervals between 15 and 30 min after the injection of formalin (Phase
II reaction). For the antagonism study, Compound A (10 mg/kg) was s.c. administered
15 min before U50,488 (1 mg/kg, s.c.), and pain behavior was assessed as described above.

3.8. Data and Statistical Analysis

Experimental data were graphically processed and statistically analyzed using the
GraphPad Prism Software (GraphPad Prism Software Inc., San Diego, CA, USA) and are
presented as means ± SEM. Data were statistically evaluated using one-way ANOVA
with Tukey’s post hoc test for multiple comparisons between the treatment groups, with
significance set at p < 0.05.

3.9. Protein Preparation

The inactive-state X-ray crystal structures of the three opioid receptors were retrieved
from the protein data bank (PDB [67]) with PDB-ID: 4DJH for KOR [46], PDB-ID: 4DKL
for MOR [53] and PDB-ID: 4N6H for DOR [53]). The structure preparation was carried out
in a Molecular Operating Environment (MOE v2020.0901) [68] and focused on the chain
with the better resolution out of the two chains in the KOR dimer (PDB-ID: 4DJH). Firstly,
we deleted the unresolved parts of the chains as well as fusion proteins (T4 lysozyme in
KOR and MOR, b562RIL (BRIL) in DOR). To restore the human receptors to wild-type we
used the human wild-type sequence obtained from the UniProt-Databank [69] to revert
thermostabilizing mutations in the DOR and KOR (human DOR: P41143, S37P; human
KOR: P41145, L135I). The PDB-ID: 4DKL (MOR, [53]) encodes the mouse MOR. Thus, we
reverted four mouse-specific residues in the MOR to the human wild-type MOR residues
using the UniProt-ID: P35372 (V68I, N139T, V189I, I308V). Broken loops due to unresolved
parts of ECL3 and ICL3 of the KOR as well as of ICL3 of the MOR were modeled using the
loop modeler function while missing side chain atoms were generated using the protein
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builder, both integrated into MOE. Subsequently, Ramachandran outliers [70] and atom
clashes were resolved using energy minimization with the OPLS-AA force field [71].

Due to the dimerization of the KOR chains within a cell unit (PDB-ID: 4DJH), the
extracellular portion of TM1 is bent outwards along the receptor’s longitudinal axis. Hence,
we restored the global fold of the KOR-TM1 structure during the protein preparation to
achieve a conformation comparable to the global folds of the MOR and DOR. For this
purpose, a homology model of the upper half of the KOR-TM1 (S55-V72 according to
UniProt-ID P41145) was built using the homology modeling tool implemented in MOE
(v2020.0901) [68] with the DOR (PDB-ID: 4N6H) serving as a template. Within the homology
model generation ten intermediate models were built at 300 K using the OPLS-AA force
field [71] and scored according their electrostatic solvation energy [72]. The best-scored
model was chosen for further geometric refinement yielding in the final model used in this
study. The homology model was subsequently fused to the KOR inactive X-ray crystal
structure (PDB-ID: 4DJH). The geometric properties of the TM1 homology model (fused to
the KOR X-ray crystal structure) and surrounding residues were again optimized using
energy minimization with the OPLS-AA force field [71]. Furthermore, the conformations of
neighboring Y3207.46 and Q1152.60 were aligned according to the respective conformations
in the DOR (Y3087.43, Q1052.60), using the rotamer tool within MOE v2020.0901 [68].

At the MOR inactive crystal structure (PDB-ID: 4DKL), the residue Y1302.64 adopts a
conformation bend towards the TM1, which is not comparable to the DOR crystal structure
(PDB-ID: 4N6H) and our KOR model. We surmise a single missing water molecule in the
TM1 and TM2 region in the MOR crystal structure responsible for the conformation shift
as the OH group in the corresponding Y1092.64 establishes a water-mediated hydrogen
bond to the hydroxyl group in Y561.39 at the high-resolution DOR crystal structure, which
cannot be seen in the lower resolution MOR crystal structure. As we assume a similar
water-mediated hydrogen bond in the MOR, supported by a weak electron density in the
MOR structure that likely corresponds to a water molecule, we adjusted the orientation of
the Y1302.64 side chain in the MOR manually, according to the respective orientation in the
DOR (Y1092.64).

The protonate 3D function [73] implemented in MOE (v2020.0901) [68] was used to
protonate all three opioid structures at pH 7 and temperature of 300 K.

All selected X-ray crystal structures contain some water molecules within the binding
site. Only the water molecules HOH1303, HOH1307 and HOH1311 in case of the KOR,
HOH718 and HOH719 in case of the MOR, and HOH1323, HOH1324 and HOH1336
in case of the DOR were retained for subsequent docking and MD simulations as they
participate in water mediated interactions between the cocrystallized ligands and protein
residues that are known to be involved in ligand binding and selectivity (KOR: K2275.39,
H2916.52 and Y1393.33 [74]; MOR: K2355.39 and H2996.52 [75]; DOR: H2786.52, K2145.39and
Y1293.33 [76–78].

3.10. Protein-Ligand Docking Study

Corina v3.00 [79,80] was used to generate the 3D conformation of Compound A used
for docking. The protonate 3D function [73] implemented in MOE (v2020.0901) [68] was
conducted to protonate Compound A at a pH of 7 and a temperature of 300 K. Subsequent
docking of Compound A into the orthosteric pocket of the opioid receptors was performed
using GOLD v5.2 [81]. A 20 Å sphere with the side chain carboxylate carbon atom of D3.32

(KOR: D1383.32, MOR: D1493.32 and DOR: D1283.32) as its center defined the binding site of
the receptors, which was limited to the solvent-accessible surface. For each opioid receptor
structure, a total number of 30 genetic algorithm runs were performed, yielding diverse
solutions (i.e., more than 1.5 Å RMSD between the binding hypotheses of each performed
docking process). The search efficiency was set at 100%. To account for the physiological
flexibility of pyramidal nitrogen atoms, these atoms were allowed to flip within the ligand
throughout the docking process. All obtained docking poses were scored according the
GoldScore docking function [82,83] implemented in GOLD v5.2 [81]. An ionic interaction
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between the carboxylate of D3.32 at the opioid receptors and a protonatable nitrogen of the
ligand is known to be crucial for ligand binding [44,45,54,55]. Thus, we set a constraint of a
maximum distance of 5.5 Å between the protonatable morpholine nitrogen of Compound
A and the γC-atom of D3.32.

After docking, the MMFF94 force field [84–88] incorporated in LigandScout v4.4.3 [89,90]
was conducted to minimize the energy of the obtained binding hypotheses within the
protein environment. The binding poses of Compound A in complex with the MOR, DOR
and KOR were visually inspected and filtered according to the position of the positively
charged morpholine nitrogen of Compound A within the receptor, essential for the opioid
receptor activity [46,47,56,57], as well as the stabilization of Compound A via hydrophobic
contacts to the receptors after generating 3D pharmacophores using LigandScout [89,90].
Hydrophobic contacts of Compound A towards TM2/TM3 region were preferred as they
were already described for other non-morphinan antagonist, JDTic [46], and tetrapeptide
DIPP-NH2 [56].

3.11. Molecular Dynamics Simulations and Analysis

We performed three MD simulations of 100 ns length for each of the receptor–ligand
complexes. We used Maestro v2020-4 [91] for system setup, OPLS 2005 force field [92,93] for
system parametrization and Desmond v2020-4 [94] for performance of the MD simulations.
For each system, we positioned the protein in a cubic box with 10 Å padding each side
to the protein surface. A POPC (1-palmitoyl-2-oleoylphosphatidylcholine) bilayer was
used to mimic the physiological membranes, and the proteins were embedded in these
membranes according the OPM database [95] (PDB-ID: 4DJH for the KOR, 4DKL for the
MOR, and 4N6H for the DOR). The remaining space in the box was subsequently filled
with TIP4P water molecules [96] and ions (Na+, Cl−), leading to an isotonic solution (0.15 M
NaCl). During the simulations, a constant number of particles, pressure (1.01325 bar), and
a constant temperature (300 K) were maintained (NPT ensemble). The simulations were
run for 100 ns each, resulting in 1000 distinct ligand–receptor conformations sampled per
simulation. Centering of the protein and the alignment of the respective trajectories onto
the backbone-heavy atoms of the first protein conformation sampled during the simulation
were performed using VMD v1.9.3 [95].

For subsequent MD simulation analysis, we generated dynamic pharmacophores
of Compound A over the simulation time using the Dynophore software (version 0.1,
Gerhard Wolber, Berlin, Germany) [58,97]. Only interactions occurring for a minimum of
5% of the simulation time were considered for evaluation of MD simulations. Root mean
square deviation (RMSD) and solvent accessible surface area (SASA) calculations of MD
simulations were conducted using VMD v1.9.3 [98]. Root mean square fluctuation (RMSF)
and radius of gyration calculations were performed using Maestro v2020-4 [91].

4. Conclusions

In conclusion, we reported on a comprehensive study aided by in vitro and in vivo
assays and computational techniques where Compound A was characterized as a novel
KOR antagonist. Our interesting observations from radioligand competitive binding and
functional in vitro assays revealed Compound A to bind at the KOR, albeit with moderate
affinity (in low micromolar range), but with increased affinity than to the MOR and to
lack specific binding at the DOR, thus displaying a favorable KOR selectivity profile.
Additionally, behavioral investigations in mice established the in vivo KOR antagonist
properties of Compound A after s.c. administration, based on its ability to effectively
reverse the antinociceptive effects of the prototypical KOR agonist, U50,488, in two pain
models, the writhing assay and the formalin test.

At the in silico level, we performed molecular docking and MD simulations using the
inactive state crystal structures of the KOR, MOR and DOR, in order to further assess the
structural determinants responsible for receptor subtype selectivity of Compound A. Our
molecular docking study on Compound A into the orthosteric site pocket of KOR, MOR and
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DOR revealed distinct interaction patterns (pharmacophores) between the chlorophenyl
moiety of Compound A and each opioid receptor subtype, which well correlated with
the affinity (KOR > MOR >>>> DOR) of Compound A determined experimentally. The
structure of the KOR exhibits two hydrophobic contacts (V207ECL2, V1182.63) and one
halogen bond (N1222.67) to Compound A, correlating with the highest binding affinity
experimentally measured. The structure of the MOR exhibits only two contacts with
the chlorophenyl moiety of Compound A (via T220ECL2), leading to a binding affinity
approximately one order of magnitude less compared to Compound A’s affinity at the
MOR. At the DOR, only the chloride is stabilized in a hydrophobic contact while the
chlorophenyl plane does not take part in any interactions. This sparser interaction pattern,
together with the bulky side chain K1082.63 pointing into the binding site, thereby shifting
Compound A out of the subpocket, likely contributes to the lack of binding of Compound
A to the DOR, as determined experimentally. Furthermore, MD simulations of the opioid
receptor–Compound A complexes revealed the strongest stabilization of Compound A’s
chlorophenyl moiety at the KOR with frequent hydrophobic contacts supported by halogen
bonding. Although the ligand–MOR complex lacks the halogen bonding, the number of
hydrophobic contacts at the DOR is decreased. Thus, the MD simulations confirmed our
results obtained by docking.

Notably, Compound A shows a good capability to enter the CNS (based on the clogP
and clogD7.4), and it has a structurally distinct scaffold compared to the so far known KOR
ligands (Figures 1 and 2). Although Compound A interacts with the KOR relatively weakly,
this new chemotype shows promising KOR antagonist properties in vitro and in vivo. Thus,
Compound A represents a valuable starting point for chemical optimization toward the
development of innovative ligands as potential therapeutics for human conditions where
the kappa opioid system has a key function.
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