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Abstract: Genetic mutations accumulated overtime could generate many growth and survival
advantages for cancer cells, but these mutations also mark cancer cells as targets to be eliminated
by the immune system. To evade immune surveillance, cancer cells adopted different intrinsic
molecules to suppress immune response. PD-L1 is frequently overexpressed in many cancer cells,
and its engagement with PD-1 on T cells diminishes the extent of cytotoxicity from the immune
system. To resume immunity for fighting cancer, several therapeutic antibodies disrupting the
PD-1/PD-L1 interaction have been introduced in clinical practice. However, their immunogenicity,
low tissue penetrance, and high production costs rendered these antibodies beneficial to only a
limited number of patients. PD-L1 dimer formation shields the interaction interface for PD-1 binding;
hence, screening for small molecule compounds stabilizing the PD-L1 dimer may make immune
therapy more effective and widely affordable. In the current study, 111 candidates were selected from
over 180,000 natural compound structures through virtual screening, contact fingerprint analysis,
and pharmacological property prediction. Twenty-two representative candidates were further
evaluated in vitro. Two compounds were found capable of inhibiting the PD-1/PD-L1 interaction and
promoting PD-L1 dimer formation. Further structure optimization and clinical development of these
lead inhibitors will eventually lead to more effective and affordable immunotherapeutic drugs for
cancer patients.
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1. Introduction

Immune response is tightly balanced between activation and suppression. Deviation from the
balance in either direction can cause diseases, such as autoimmune disease and cancer. Genetic
mutations accumulated during cancer development could generate many growth and survival
advantages for cancer cells, but these mutations also mark cancer cells as targets to be eliminated by
the immune system. To escape immune surveillance, cancer cells activate many immune suppressive
systems to block the normal function of immune cells. It is believed that if the malfunctioned
immune system can be awakened in cancer patients, deadly diseases could be cured more safely and
naturally. Many attempts have been made to overcome immune suppression by modulating various
co-stimulatory or co-inhibitory molecules. Currently, several successful examples, such as anti-PD-1
and anti-PD-L1 antibodies, have passed clinical trials and served patients with various cancers.
It is hoped that continuous exploration and development of new strategies to overcome immune
suppression could eventually improve the treatment outcome and survival for all cancer patients.

Using therapeutic antibodies is the most extensively explored strategy for overcoming tumor
immune suppression due to their high specificity and strong affinity. Currently, several PD-1 blocking
antibodies, such as nivolumab and pembrolizumab, have been applied to clinical practice [1,2].
These antibodies disrupt the PD-1/PD-L1 interaction by shielding the contact interface of PD-1/PD-L1.
With substantial molecular interactions between these antibodies and PD-1/PD-L1, the binding affinity
outcompetes the natural ligand-receptor interaction, reaching the nanomolar range and even lower [2].
Despite of these successes, these antibody drugs pose several limitations, including high production
cost, low stability, immunogenicity, and poorer tissue distribution [3,4]. These have driven the search
for inhibitors of a smaller size for immunotherapy. An example of these inhibitors is the high-affinity
recombinant variant of the mutant PD-1 extracellular domain, which has a 45-fold increase in the
binding affinity compared to its wildtype counterpart [5,6]. There is also a peptide mimetic with
nanomolar potencies resembling the sequence involved in the PD-1/PD-L1 interaction according to
the time-resolved fluorescence resonance energy transfer (TR-FRET) assay, the mouse splenocyte
proliferation rescue assay in the presence of recombinant PD-L1 or co-cultured with PD-L1-expressing
cancer cells, or IFN-γ production in a cytomegalovirus (CMV) or human immunodeficiency virus
(HIV) protein-stimulated cytotoxic T lymphocyte [2,7]. Although it is generally believed that small
molecules are insufficient to disrupt the protein-protein interaction, there are examples with such an
ability, such as those of vincristine depolymerizing microtubules and nutalin separating MDM2 and
p53 to avoid interaction [2,7]. Moreover, a few small molecular inhibitors blocking the PD-1/PD-L1
interaction have also been identified [8,9]. Nevertheless, instead of directly blocking the PD-1/PD-L1
interaction, these compounds shield the PD-1/PD-L1 interaction interface and reduce the interaction
by promoting PD-L1 dimer formation [10–12]. This novel mechanism for blocking the PD-1/PD-L1
interaction looks promising, but further structure optimization or search for more potent ones are still
required to make clinically useful small molecular PD-1/PD-L1 inhibitors become reality.

In order to seek other novel chemical structures capable of inhibiting the PD-1/PD-L1 interaction
through stabilizing the PD-L1 dimer, over 180,000 chemical structures in the natural product dataset
(ZBC) of the ZINC12 database were subjected to virtual screening in the current study. Two novel
compounds with such an inhibitory ability were successfully identified from 111 selected candidates
having a contact fingerprint similar to the known small molecular PD-1/PD-L1 inhibitor. Further
structure optimization and expansion of the screening scope will eventually identify useful small
molecular PD-1/PD-L1 inhibitors to help cancer patients.

2. Results

2.1. Virtual Screening of the PD-1/PD-L1 Inhibitor from Natural Products

To identify inhibitors capable of blocking the PD-1/PD-L1 interaction by promoting PD-L1 dimer
formation from natural products, the dimer structure of the PD-L1 IgV domain (PDB ID: 5J89), and a
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natural product dataset, ZBC, containing 180,131 chemical structures from the ZINC12 database [13]
were processed to perform virtual screening using idock. Four known PD-1/PD-L1 inhibitors, BMS-8,
BMS-37, BMS-200, and BMS-202 (chemical structures shown in Figure 1), which stabilize the PD-L1
dimer [12], were also included in the screening to obtain threshold values for selecting candidates with
better inhibitory potencies, and the IC50 values for BMS-8, BMS-200, and BMS-202 were reported to be
146 nM, 80 nM, and 18 nM, respectively, in their original patent document (WO2015034820). At the
end of the screening, the idock values for BMS-8, BMS-37, BMS-200, and BMS-202 were −7.7, −9.16,
−8.49, and −9.87 kcal/mol, respectively, and the numbers of chemical structures had idock scores less
than −12, −11, −10, and the value of the most potent positive control, BMS-202, was 31, 437, 3608, and
4479, respectively. An arbitrary cutoff value slightly less than the idock score of BMS-202 was set at
−9.95 kcal/mol, and 3929 chemical structures were included for downstream analysis.
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Figure 1. Grid box dimensions used in the virtual screening. The PD-L1 IgV domain dimer BMS-202 
complex structure was fetched from the Research Collaboratory for Structural Bioinformatics Protein 
Data Bank (RCSB PDB) (PDB ID: 5J89). PD-L1 is illustrated with the ribbon style and labeled in plum 
(chain C) and light blue (chain D), respectively. Pose of BMS-202 in the crystal structure is depicted 
with the ball-and-stick style, in which carbon, oxygen, and nitrogen atoms are labeled in gray, red, 
and blue, respectively. Cocrystal water molecules in 5J89 were kept to increase the accuracy of 
docking and are labeled as light blue dots. The best docking pose of BMS-202 predicted by idock is 
depicted with the stick style and labeled in red. The image was made using UCSF Chimera [14]. 

2.2. Contact Fingerprint Analysis 

With a large grid box used in the virtual screening, contact fingerprint analysis was used to 
classify the 3929 candidate structures according to their interaction mode with the PD-L1 dimer 
using the AuPosSOM (automatic analysis of poses using self-organizing maps) web server [15]. 
Known PD-1/PD-L1 inhibitors, BMS-8, BMS-37, BMS-200, and BMS-202, were also included in the 
analysis as the positive references for clustering. The results are shown in Figure 2. Although a large 
grid box was used in the virtual screening, the docking sites of these candidates in their best docking 
poses are quite localized, probably due to the limited space available within the PD-L1 dimer. Most 
of these candidates contact with amino acid residues like BMS-8, BMS-37, BMS-200, and BMS-202 
with minor differences in contact strength and interaction residues. BMS-8, BMS-37, BMS-200, and 
BMS-202 are clustered together into group 12, which contains 368 chemical structures and bears the 
most intense contact fingerprint among all groups. The 368 chemical structures have averaged the 
molecular weight of 419.71 Da; hydrogen bond donors, 1.62; hydrogen bond acceptors, 6.32; and 
xlogP, 4.18. Compounds within this group were selected for downstream analysis. 

Figure 1. Grid box dimensions used in the virtual screening. The PD-L1 IgV domain dimer BMS-202
complex structure was fetched from the Research Collaboratory for Structural Bioinformatics Protein
Data Bank (RCSB PDB) (PDB ID: 5J89). PD-L1 is illustrated with the ribbon style and labeled in plum
(chain C) and light blue (chain D), respectively. Pose of BMS-202 in the crystal structure is depicted
with the ball-and-stick style, in which carbon, oxygen, and nitrogen atoms are labeled in gray, red,
and blue, respectively. Cocrystal water molecules in 5J89 were kept to increase the accuracy of docking
and are labeled as light blue dots. The best docking pose of BMS-202 predicted by idock is depicted
with the stick style and labeled in red. The image was made using UCSF Chimera [14].

2.2. Contact Fingerprint Analysis

With a large grid box used in the virtual screening, contact fingerprint analysis was used to
classify the 3929 candidate structures according to their interaction mode with the PD-L1 dimer using
the AuPosSOM (automatic analysis of poses using self-organizing maps) web server [15]. Known
PD-1/PD-L1 inhibitors, BMS-8, BMS-37, BMS-200, and BMS-202, were also included in the analysis as
the positive references for clustering. The results are shown in Figure 2. Although a large grid box
was used in the virtual screening, the docking sites of these candidates in their best docking poses are
quite localized, probably due to the limited space available within the PD-L1 dimer. Most of these
candidates contact with amino acid residues like BMS-8, BMS-37, BMS-200, and BMS-202 with minor
differences in contact strength and interaction residues. BMS-8, BMS-37, BMS-200, and BMS-202 are
clustered together into group 12, which contains 368 chemical structures and bears the most intense
contact fingerprint among all groups. The 368 chemical structures have averaged the molecular weight
of 419.71 Da; hydrogen bond donors, 1.62; hydrogen bond acceptors, 6.32; and xlogP, 4.18. Compounds
within this group were selected for downstream analysis.
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Figure 2. Contact fingerprints of 3929 candidates of the PD-1/PD-L1 inhibitor with idock scores less 
than −9.95 kcal/mol were analyzed by AuPosSOM. These candidates were classified into 16 groups 
according to their binding modes and strengths. Each row defines the contact fingerprint of each 
chemical structure to the interaction atoms of PD-L1. The color scale on the right shows the strength 
of interaction. Four known PD-1/PD-L1 inhibitors were also included in the analysis as the contact 
reference, and their names are labeled in red. Amino acids involved in the contact of each subunit of 
the PD-L1 dimer are labeled in plum (chain C) and light blue (chain D), respectively. The numbers of 
amino acids in each chain are labeled following NCBI reference sequence NM_014143.4. 

2.3. Drug-Likeness Properties Filtering and Structure Clustering 

To eliminate compounds with unfavorable pharmacological properties that could lead to 
experimental animals suffering in downstream in vivo testing or early termination of the clinical 
trial, the 368 candidates in contact fingerprint group 12 were further evaluated and filtered 
according to the criteria mentioned in the Materials and Methods. A total of 111 compounds passed 
these criteria and were further clustered according to the FragFP descriptor with a minimum 
similarity of 0.8; and 56 clusters were generated with different numbers of compounds in each group 
(Figure 3 and Supplementary Materials Table S1). There were nine clusters with more than three 
compounds and six clusters with more than five compounds. 

Figure 2. Contact fingerprints of 3929 candidates of the PD-1/PD-L1 inhibitor with idock scores less
than −9.95 kcal/mol were analyzed by AuPosSOM. These candidates were classified into 16 groups
according to their binding modes and strengths. Each row defines the contact fingerprint of each
chemical structure to the interaction atoms of PD-L1. The color scale on the right shows the strength
of interaction. Four known PD-1/PD-L1 inhibitors were also included in the analysis as the contact
reference, and their names are labeled in red. Amino acids involved in the contact of each subunit of
the PD-L1 dimer are labeled in plum (chain C) and light blue (chain D), respectively. The numbers of
amino acids in each chain are labeled following NCBI reference sequence NM_014143.4.

2.3. Drug-Likeness Properties Filtering and Structure Clustering

To eliminate compounds with unfavorable pharmacological properties that could lead to
experimental animals suffering in downstream in vivo testing or early termination of the clinical trial,
the 368 candidates in contact fingerprint group 12 were further evaluated and filtered according to
the criteria mentioned in the Materials and Methods. A total of 111 compounds passed these criteria
and were further clustered according to the FragFP descriptor with a minimum similarity of 0.8;
and 56 clusters were generated with different numbers of compounds in each group (Figure 3 and
Supplementary Materials Table S1). There were nine clusters with more than three compounds and six
clusters with more than five compounds.

2.4. PD-1 and PD-L1 Binding Inhibition Assay

Twenty-two compounds with higher docking scores were purchased to evaluate their effects
on the PD-1/PD-L1 interaction using the AlphaLISA PD-1/PD-L1 binding assay at concentrations of
50 nM and 100 nM. These compounds were incubated with the PD-L1 recombinant protein to induce
dimer formation, followed by addition of the PD-1 protein to compete for the PD-1/PD-L1 interaction.
The magnitude of BMS-202 on the reduction of the PD-1/PD-L1 interaction was defined as 100%.
The results are shown in the left panel of Figure 4, and two of them, ZINC67902090 and ZINC12529904,
have the potencies of 30 to 40% for inhibiting the PD-1/PD-L1 interaction, while some others, such as
ZINC08764812 and ZINC08764856, could enhance the PD-1/PD-L1 interaction.
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known PD-L1 dimer inducer, BMS-202 (green dot), and clustered according to substructure fragment 
(FragFP) similarity using DataWarrior. Colors of the candidates are marked according to the 
similarity scale relative to BMS-202. The dots enclosed in squares represent compounds selectively 
evaluated using the AlphaLISA PD-1/PD-L1 binding inhibition assay, and green boxes and blue 
boxes label the compounds capable and incapable of inhibiting the PD-1/PD-L1 interaction, 
respectively. 
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Figure 3. Similarity and clustering analysis of 111 candidates. The candidates were compared to the
known PD-L1 dimer inducer, BMS-202 (green dot), and clustered according to substructure fragment
(FragFP) similarity using DataWarrior. Colors of the candidates are marked according to the similarity
scale relative to BMS-202. The dots enclosed in squares represent compounds selectively evaluated
using the AlphaLISA PD-1/PD-L1 binding inhibition assay, and green boxes and blue boxes label the
compounds capable and incapable of inhibiting the PD-1/PD-L1 interaction, respectively.
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quantitated using ImageJ [16] and are shown in the right panel. 
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formation in the absence or presence of inhibitors was crosslinked by the BS3 crosslinker and 
analyzed using the immunoblot analysis. As shown in the right panel of Figure 4, the addition of the 
positive control, BMS-202, significantly induced PD-L1 dimer formation compared with the control 
group. Both of the two identified PD-1/PD-L1 inhibitors promoted PD-L1 dimer formation like 
BMS-202, and the amount of the PD-L1 dimer was more significantly induced by ZINC12529904- 
and was only slightly increased by ZINC67902090. The extent of PD-L1 dimer formation induced by 
the three compounds followed the ranking of their potencies in the inhibition of the PD-1/PD-L1 
interaction. The predicted potential interactions between ZINC67902090, ZINC12529904, and 
BMS-202 and the PD-L1 dimer involved at least one hydrogen bond and many hydrophobic 
interactions with a minimum of 13 amino acid residues. BMS-202 was bound to PD-L1 with 
additional hydrogen bonds with cocrystal water molecules. Nine amino acid residues of PD-L1 
were shared in interactions with the three compounds. The detailed predicted potential interaction 
modes are illustrated in Figure 5. 

Figure 4. Effects of selected candidates on the PD-1/PD-L1 interaction and PD-L1 dimer formation.
Activity of selected candidates were tested using the PD-1/PD-L1 binding inhibition assay (left panel)
and the PD-L1 dimer formation assay with the protein crosslinking reagent (right panel). The extent of
PD-1/PD-L1 binding and amount of dimer formation induced by 100 nM of BMS-202 were defined as
100%. The relative intensities of the PD-L1 dimer bands in the Western blot result were quantitated
using ImageJ [16] and are shown in the right panel.

2.5. PD-L1 Dimer Formation Assay

To test whether ZINC67902090 and ZINC12529904 inhibited PD-1/PD-L1 binding through inducing
PD-L1 dimer formation, a crosslinking experiment was conducted. The protein complex formation in
the absence or presence of inhibitors was crosslinked by the BS3 crosslinker and analyzed using the
immunoblot analysis. As shown in the right panel of Figure 4, the addition of the positive control,
BMS-202, significantly induced PD-L1 dimer formation compared with the control group. Both of
the two identified PD-1/PD-L1 inhibitors promoted PD-L1 dimer formation like BMS-202, and the
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amount of the PD-L1 dimer was more significantly induced by ZINC12529904- and was only slightly
increased by ZINC67902090. The extent of PD-L1 dimer formation induced by the three compounds
followed the ranking of their potencies in the inhibition of the PD-1/PD-L1 interaction. The predicted
potential interactions between ZINC67902090, ZINC12529904, and BMS-202 and the PD-L1 dimer
involved at least one hydrogen bond and many hydrophobic interactions with a minimum of 13 amino
acid residues. BMS-202 was bound to PD-L1 with additional hydrogen bonds with cocrystal water
molecules. Nine amino acid residues of PD-L1 were shared in interactions with the three compounds.
The detailed predicted potential interaction modes are illustrated in Figure 5.Molecules 2020, 25, x 7 of 12 
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response rate due to immunogenicity and low tissue penetrance of monoclonal antibodies [18] has 
further driven the quest for better therapeutic agents to benefit more patients. Currently, several 
small molecular inhibitors disrupting the PD-1/PD-L1 interaction that could potentially overcome 
these limitations of therapeutic antibodies have been identified, including several biphenyl-based 
derivatives [19–21], aromatic acetylene, and aromatic vinyl derivatives [22], as well as several other 
inhibitors without structure disclosure, such as CA-170 [23]. All these inhibitors are still in the early 
stage of development. Further structure optimization and continuous clinical development of these 
compounds are still needed to make small molecular PD-1/PD-L1 inhibitors available in clinical 
practice. 

Ethnomedicine provides rich information for new drug discovery. Many natural products have 
been employed to regulate immune activities [24], but whether their immune-modulating properties 
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fingerprints and preferable drug properties were chosen for in vitro evaluation. Two of them, 
ZINC67902090 and ZINC12529904, were able to inhibit the PD-1/PD-L1 interaction in the 
PD-1/PD-L1 AlphaLISA binding assay, albeit only exhibiting 30~40% inhibitory potencies compared 
with BMS-202. In the subsequent crosslinking assay, ZINC12529904 was found capable of promoting 
PD-L1 dimer formation significantly like BMS-202, while ZINC67902090 showed the ability only 
slightly. The difference in the extent of inhibiting the PD-1/PD-L1 interaction and promoting PD-L1 
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Figure 5. 2D interaction maps between inhibitors and the PD-L1 dimer. The predicted potential
interactions between inhibitors and the PD-L1 dimer were analyzed using LigPlot+ [17]. Hydrogen
bonds between inhibitors and PD-L1 are shown in blue dotted lines labeled with distance in angstroms.
Amino acid residues of PD-L1 involved in the hydrophobic interactions between inhibitors are labeled
with eyelashes pointing to the interacted functional moiety of inhibitors. White, red, blue, green,
and light blue circles represent carbon, oxygen, nitrogen, fluoride, and water molecules, respectively.
Common amino acid residues of PD-L1 involved in the interactions with the three compounds were
highlighted with red rectangles.

3. Discussion

Immunotherapy using monoclonal antibodies has emerged as an ultimate hope for many
advanced-stage cancer patients and has successfully extended their life and even made cancer
completely disappear for many formerly incurable patients. Despite of this advance, a low overall
response rate due to immunogenicity and low tissue penetrance of monoclonal antibodies [18] has
further driven the quest for better therapeutic agents to benefit more patients. Currently, several
small molecular inhibitors disrupting the PD-1/PD-L1 interaction that could potentially overcome
these limitations of therapeutic antibodies have been identified, including several biphenyl-based
derivatives [19–21], aromatic acetylene, and aromatic vinyl derivatives [22], as well as several other
inhibitors without structure disclosure, such as CA-170 [23]. All these inhibitors are still in the early
stage of development. Further structure optimization and continuous clinical development of these
compounds are still needed to make small molecular PD-1/PD-L1 inhibitors available in clinical practice.

Ethnomedicine provides rich information for new drug discovery. Many natural products have
been employed to regulate immune activities [24], but whether their immune-modulating properties
could be through regulating the PD-1/PD-L1 interaction has not been investigated. In the current study,
high throughput virtual screening was harnessed to identify potential small molecular PD-1/PD-L1
inhibitors using a 180,000 natural compound dataset from the ZINC12 database. Of the 111 compounds
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having docking scores comparable or better than BMS-202, 22 with similar contact fingerprints and
preferable drug properties were chosen for in vitro evaluation. Two of them, ZINC67902090 and
ZINC12529904, were able to inhibit the PD-1/PD-L1 interaction in the PD-1/PD-L1 AlphaLISA binding
assay, albeit only exhibiting 30~40% inhibitory potencies compared with BMS-202. In the subsequent
crosslinking assay, ZINC12529904 was found capable of promoting PD-L1 dimer formation significantly
like BMS-202, while ZINC67902090 showed the ability only slightly. The difference in the extent
of inhibiting the PD-1/PD-L1 interaction and promoting PD-L1 formation by ZINC6702090 might
be due to a different buffer system used in the PD-1/PD-L1 binding assay (50 mM Tris (pH = 7.4),
0.015% TritonX-100, and 0.1% bovine serum albumin (BSA)) and the crosslinking assay (137 mM NaCl,
2.7 mM KCl, 4.3 mM Na2HPO4, 1.47 mM KH2PO4), as different compositions and concentrations of
solutes in a buffer could affect the exposure of the hydrophilic and hydrophobic surfaces of proteins
and the downstream protein-protein interaction. ZINC12529904 belongs to the biggest cluster group
among the 111 selected candidates for in vitro screening, which are mostly in linear shape with a
pyrrolidine-oxadiazole core in the middle, and benzene, naphthalene, or diphenyl derivatives on either
side. Although it is too early to make any conclusive prediction at this moment, according to the
results of the five test compounds in this cluster group, a bigger hydrophobic moiety composed of
bicyclic aromatic ring structures in the oxadiazole side and a smaller moiety with more hydrophilic
decoration in the pyrrolidine side may be required to stabilize the PD-L1 dimer structure and improve
the potency. Although a strong small molecular PD-1/PD-L1 inhibitor was not identified, the current
results suggested that more structurally diverse small molecules may be able to regulate the PD-1/PD-L1
interaction and should warrant expansion of the screening scope for discovering more PD-1/PD-L1
inhibitors of a small molecular weight.

Shielding the PD-1/PD-L1 binding interface of PD-L1 could play an important role in the regulation
of the T cell response; and recent findings have shown that CD80 could form a heterodimer with PD-L1
by binding to the same interaction interface of the PD-L1 dimer to block the PD1-/PD-L1 interaction [25].
Although it is not known how many PD-L1 dimers are on the cellular surface and whether the PD-L1
dimer affects the in vivo activity of T cells in the physiological condition, uncoupling these types of
PD-L1 complexes may help optimize the T cell response and even overt T cell hyperactivation. In the
search for compounds to inhibit the PD-1/PD-L1 interaction by stabilizing the PD-L1 dimer, compounds
capable of promoting the PD-1/PD-L1 interaction were also identified (Figure 4). The docking pose
may not always be in the lowest energy conformation, and the conformation energy difference over
25 kcal/mol between the bioactive conformer and the naturally occurring conformer was reported
before [26]. Hence, validating whether a compound entering the PD-L1 dimer interspace transiently
uncoupled the complex by conformation switch and promoted the PD-1/PD-L1 interaction may require
a long molecular dynamic simulation. It could be anticipated, however, that compounds capable
of disrupting the PD-L1/CD80 complex to help optimize the T cell function could also be identified
following the same scenario. If the PD-1/PD-L1 interaction enhancers also -exist in natural products,
understanding the content and distribution of these PD-1/PD-L1 interaction suppressors and enhancers
within natural products would be critical for public health. Unfortunately, these messages are not
found in either the ZINC database, the commercial distributors of these compounds, or any other
natural product databases [27], such as NaprAlert [28] and Super Natural II [29]. More comprehensive
chemoinformatic collection of related information would still be required to make this information
more easily accessible to researchers and the public.

In summary, natural products provide a plethora of information for new drug discovery, and two
new PD-1/PD-L1 lead inhibitors with novel structure were efficiently and cost-effectively identified
from over 180,000 natural products using virtual screening. The present results also indicated that
both PD-1/PD-L1 inhibitors and enhancers are potentially present in natural products. Expansion
of the screening scope and further structure optimization could eventually identify useful immune
modulators to help improve public health.
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4. Materials and Methods

4.1. Protein Structure Processing and Ligand Dataset Preparation

PDB file of the PD-L1 protein structure was processed by repairing errors using PDBfixer [30],
assigning the protonation state at pH = 7.0 using PROPKA [31] and processing to the pdbqt format for
docking using AutoDockTools [32]. A natural compound dataset, ZBC, containing 180,131 chemical
structures in the mol2 format was downloaded from the ZINC12 database and converted into the
pdbqt format using AutoDockTools without performing any cleanup steps in conversion.

4.2. Virtual Screening

Molecular docking and screening were conducted using the CUDA-accelerated version of the
AutoDock Vina program [33], idock [34] under the Ubuntu 16.04 LTS system. A grid box encompassing
amino acid side chains involved in the interactions between BMS-202 and chains C and D of the PD-L1
dimer protein crystal structure (PDB ID: 5J89) was used in the screening. The BMS-202-depleted protein
with cocrystal water molecules was converted into the pdbqt format by AutoDockTools for docking
screening. The grid box was of dimensions 24.5 Å × 21.5 Å × 28.25 Å with the center at 11.583 Å,
29.972 Å, and 183.917 Å. Nine docking poses were generated for each chemical structure in the flexible
docking approach, and the score for the best docking pose of each chemical structure was used for
ranking. The top-ranking candidates were further classified according to their contact modes and
strengths with the PD-L1 dimer using the AuPosSOM 2.1 web interface (https://www.biomedicale.
univ-paris5.fr/aupossom/) [15]. The compounds clustered together with known inhibitors, including
BMS-8, BMS-37, BMS-200, and BMS-20, were chosen for further refinement.

4.3. Drug Likeness Prediction and Clustering Analysis

Criteria for predicting drug likeness properties with DataWarrior included molecular weight,
55–500 Dalton; hydrogen bond donors, ≤5; hydrogen bond acceptors, ≤10; octanol-water partition
coefficient logP, −1–5; net charge, −2–2 (according to the -Lipinski’s rule of five) [35,36]; topological
polar surface area, <100; no risks of mutagenicity and tumorigenicity; and no irritating and reproductive
effects [37].

4.4. PD-1/PD-L1 Binding Inhibition Assay

The PD-1/PD-L1 binding inhibition assay was conducted using the PD-1/PD-L1 AlphaLISA
binding assay (PerkinElmer, Houston, TX, USA) according to the manufacturer’s protocol. Initially, the
PD-L1 protein was incubated with small molecular inhibitor candidates for 2 h, followed by addition
of the PD-1 protein into the mixture to compete with putative inhibitors for PD-L1 binding for 1.5 h.
After incubation, acceptor beads and donor beads were added into the reaction mixture to interact
with PD-1 and PD-L1, respectively. The influence of these inhibitor candidates on the PD-1/PD-L1
binding was measured using PerkinElmer Enspire X1 with the absorbance value of 615 nm after the
680 nm excitation. All experimental procedures were conducted at 25 ◦C using a thermal incubator.

4.5. Crosslinking Assay

Effects of these candidates on PD-L1 dimer formation were analyzed using the protein crosslinking
assay. In brief, 10 µM of His-tag hPD-L1 were incubated with the equal molar concentration of
candidate inhibitors in the PBS buffer at 25 ◦C for 1 h, followed by incubation with a BS3 crosslinking
reagent (Cayman, Ann Arbor, MI, USA) at the final concentrations of 0.1, 0.25 mM for 30 min at
25 ◦C in a thermal incubator. At the end of incubation, the crosslinking reaction was quenched
by the addition of the Tris buffer (pH 7.5) to the final concentration of 25 mM. The effects of the
candidate inhibitors on PD-L1 dimer formation were evaluated by resolving the crosslinking products
with discontinuous SDS-PAGE and transferring onto a polyvinylidene fluoride (PVDF) membrane.

https://www.biomedicale.univ-paris5.fr/aupossom/
https://www.biomedicale.univ-paris5.fr/aupossom/
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The PD-L1 protein signals on the membrane were detected using an anti-His tag antibody (1:1000, cat.
sc-8036, Santa Cruz, Dallas, TX, USA) as visualized with horseradish peroxidase (HRP)-conjugated goat
anti-mouse secondary antibody (1:5000, cat. 12349, Merck, Burlington, MA, USA) and the Immobilon
Western Chemiluminescent HRP Substrate (cat. WBKLS0500 Merck) and recorded using the Syngene
G:BOX chemi XX9 gel imaging system (Syngene, Cambridge, UK).

Supplementary Materials: The following are available online: Table S1: The docking scores, chemical properties,
and clustering information of the selected 111 compounds.

Author Contributions: Conceptualization, J.L.; methodology, J.L., M.-S.H., Y.-C.L., and C.-H.H.; investigation, J.L.,
M.-S.H., Y.-C.L., C.-C.C.; resources, J.L., M.-S.H., Y.-C.L., C.-H.H., and C.-C.C.; writing—original draft preparation,
J.L.; writing—review and editing, J.L., M.-S.H.; visualization, J.L.; supervision, K.-D.L. and Y.H.T. All authors have
read and agreed to the published version of the manuscript.

Funding: The study was supported by grants Nos. MOST 107-2314-B-182A-118 and MOST 109-2314-B-182A-146
from the Ministry of Science and Technology, Taiwan, and CORPG6K0041-3 from Chang Gung Memorial,
Chiayi, Taiwan.

Acknowledgments: We would like to acknowledge the great help from the Department of Medical Research and
Development in the installation of computer hardware used in the study.

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

References

1. Ott, P.A.; Hodi, F.S.; Kaufman, H.L.; Wigginton, J.M.; Wolchok, J.D. Combination immunotherapy:
A road map. J. Immunother. Cancer 2017, 5, 16. [CrossRef] [PubMed]

2. Zhan, M.M.; Hu, X.Q.; Liu, X.X.; Ruan, B.F.; Xu, J.; Liao, C. From monoclonal antibodies to small molecules:
The development of inhibitors targeting the PD-1/PD-L1 pathway. Drug Discov. Today 2016, 21, 1027–1036.
[CrossRef] [PubMed]

3. Hansel, T.T.; Kropshofer, H.; Singer, T.; Mitchell, J.A.; George, A.J. The safety and side effects of monoclonal
antibodies. Nat. Reviews. Drug Discov. 2010, 9, 325–338. [CrossRef] [PubMed]

4. Liu, L.; Li, Y. The unexpected side effects and safety of therapeutic monoclonal antibodies. Drugs Today 2014,
50, 33–50. [CrossRef]

5. Lazar-Molnar, E.; Scandiuzzi, L.; Basu, I.; Quinn, T.; Sylvestre, E.; Palmieri, E.; Ramagopal, U.A.;
Nathenson, S.G.; Guha, C.; Almo, S.C. Structure-guided development of a high-affinity human Programmed
Cell Death-1: Implications for tumor immunotherapy. EBioMedicine 2017, 17, 30–44. [CrossRef]

6. Pascolutti, R.; Sun, X.; Kao, J.; Maute, R.L.; Ring, A.M.; Bowman, G.R.; Kruse, A.C. Structure and dynamics
of PD-L1 and an ultra-high-affinity PD-1 receptor mutant. Structure 2016, 24, 1719–1728. [CrossRef]

7. Zarganes-Tzitzikas, T.; Konstantinidou, M.; Gao, Y.; Krzemien, D.; Zak, K.; Dubin, G.; Holak, T.A.; Domling, A.
Inhibitors of programmed cell death 1 (PD-1): A patent review (2010–2015). Expert Opin. Ther. Pat. 2016,
26, 973–977. [CrossRef]

8. Powderly, J.; Patel, M.R.; Lee, J.J.; Brody, J.; Meric-Bernstam, F.; Hamilton, E.; Ponce Aix, S.; Garcia-Corbacho, J.;
Bang, Y.J.; Ahn, M.J.; et al. CA-170, a first in class oral small molecule dual inhibitor of immune checkpoints
PD-L1 and VISTA, demonstrates tumor growth inhibition in pre-clinical models and promotes T cell
activation in phase 1 study. Ann. Oncol. 2017, 28, v405–v406. [CrossRef]

9. Wu, Q.; Jiang, L.; Li, S.C.; He, Q.J.; Yang, B.; Cao, J. Small molecule inhibitors targeting the PD-1/PD-L1
signaling pathway. Acta Pharm. Sin 2020, 1–9. [CrossRef]

10. Chen, Y.; Liu, P.; Gao, F.; Cheng, H.; Qi, J.; Gao, G.F. A dimeric structure of PD-L1: Functional units or
evolutionary relics? Protein Cell 2010, 1, 153–160. [CrossRef]

11. Skalniak, L.; Zak, K.M.; Guzik, K.; Magiera, K.; Musielak, B.; Pachota, M.; Szelazek, B.; Kocik, J.; Grudnik, P.;
Tomala, M.; et al. Small-molecule inhibitors of PD-1/PD-L1 immune checkpoint alleviate the PD-L1-induced
exhaustion of T-cells. Oncotarget 2017, 8, 72167–72181. [CrossRef] [PubMed]

12. Zak, K.M.; Grudnik, P.; Guzik, K.; Zieba, B.J.; Musielak, B.; Domling, A.; Dubin, G.; Holak, T.A. Structural
basis for small molecule targeting of the programmed death ligand 1 (PD-L1). Oncotarget 2016, 7, 30323–30335.
[CrossRef] [PubMed]

13. Irwin, J.J.; Shoichet, B.K. ZINC—A free database of commercially available compounds for virtual screening.
J. Chem. Inf. Modeling 2005, 45, 177–182. [CrossRef]

http://dx.doi.org/10.1186/s40425-017-0218-5
http://www.ncbi.nlm.nih.gov/pubmed/28239469
http://dx.doi.org/10.1016/j.drudis.2016.04.011
http://www.ncbi.nlm.nih.gov/pubmed/27094104
http://dx.doi.org/10.1038/nrd3003
http://www.ncbi.nlm.nih.gov/pubmed/20305665
http://dx.doi.org/10.1358/dot.2014.50.1.2076506
http://dx.doi.org/10.1016/j.ebiom.2017.02.004
http://dx.doi.org/10.1016/j.str.2016.06.026
http://dx.doi.org/10.1080/13543776.2016.1206527
http://dx.doi.org/10.1093/annonc/mdx376.007
http://dx.doi.org/10.1038/s41401-020-0366-x
http://dx.doi.org/10.1007/s13238-010-0022-1
http://dx.doi.org/10.18632/oncotarget.20050
http://www.ncbi.nlm.nih.gov/pubmed/29069777
http://dx.doi.org/10.18632/oncotarget.8730
http://www.ncbi.nlm.nih.gov/pubmed/27083005
http://dx.doi.org/10.1021/ci049714+


Molecules 2020, 25, 5293 10 of 11

14. Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF
Chimera—A visualization system for exploratory research and analysis. J. Comput. Chem. 2004, 25, 1605–1612.
[CrossRef]

15. Bouvier, G.; Evrard-Todeschi, N.; Girault, J.P.; Bertho, G. Automatic clustering of docking poses in virtual
screening process using self-organizing map. Bioinformatics 2010, 26, 53–60. [CrossRef]

16. Schindelin, J.; Arganda-Carreras, I.; Frise, E.; Kaynig, V.; Longair, M.; Pietzsch, T.; Preibisch, S.; Rueden, C.;
Saalfeld, S.; Schmid, B.; et al. Fiji: An open-source platform for biological-image analysis. Nat. Methods 2012,
9, 676–682. [CrossRef]

17. Laskowski, R.A.; Swindells, M.B. LigPlot+: Multiple ligand-protein interaction diagrams for drug discovery.
J. Chem. Inf. Modeling 2011, 51, 2778–2786. [CrossRef]

18. Naidoo, J.; Page, D.B.; Li, B.T.; Connell, L.C.; Schindler, K.; Lacouture, M.E.; Postow, M.A.; Wolchok, J.D.
Toxicities of the anti-PD-1 and anti-PD-L1 immune checkpoint antibodies. Ann. Oncol. Off. J. Eur. Soc.
Med. Oncol. 2015, 26, 2375–2391. [CrossRef]

19. Chupak, L.S.; Ding, M.; Martin, S.W.; Zheng, X.; Hewawasam, P.; Connolly, T.P.; Xu, N.; Yeung, K.; Zhu, J.;
Langley, D.R.; et al. Compounds Useful as Immunomodulators. International Patent Application No.
WO2015160641, 22 October 2015.

20. Chupak, L.S.O.S.; Zheng, X. Compounds Useful as Immunomodulators. International Patent Application
No. WO2015034820 A1, 12 March 2015.

21. Feng, Z.U. Benzyl Phenyl Ether Derivative, Preparation Method Therefor, and Pharmaceutical Composition
and Uses Thereof. International Patent Application No. WO2017202273, 30 November 2017.

22. Wang, Y.G.; Zu, S.; Tian, Z.; He, M.; Zhang, N. Aromatic Acetylene or Aromatic Ethylene Compound,
Intermediate, Preparation Method. U.S. Patent Application No. 16/315,307, 10 October 2019.

23. Musielak, B.; Kocik, J.; Skalniak, L.; Magiera-Mularz, K.; Sala, D.; Czub, M.; Holak, T.A.; Plewka, J.
CA-170—A potent small-molecule PD-L1 inhibitor or not? BiorXiv 2019, 662668. [CrossRef]

24. Singh, N.; Tailang, M.; Mehta, S. A review on herbal plants as immunomodulators. Int. J. Pharm. Sci. Res.
2016, 7, 3602–3610.

25. Sugiura, D.; Maruhashi, T.; Okazaki, I.M.; Shimizu, K.; Maeda, T.K.; Takemoto, T.; Okazaki, T. Restriction
of PD-1 function by cis-PD-L1/CD80 interactions is required for optimal T cell responses. Science 2019,
364, 558–566. [CrossRef]

26. Sitzmann, M.; Weidlich, I.E.; Filippov, I.V.; Liao, C.; Peach, M.L.; Ihlenfeldt, W.D.; Karki, R.G.; Borodina, Y.V.;
Cachau, R.E.; Nicklaus, M.C. PDB ligand conformational energies calculated quantum-mechanically. J. Chem.
Inf. Model. 2012, 52, 739–756. [CrossRef]

27. Sorokina, M.; Steinbeck, C. Review on natural products databases: Where to find data in 2020. J. Cheminform.
2020, 12, 20. [CrossRef]

28. Loub, W.D.; Farnsworth, N.R.; Soejarto, D.D.; Quinn, M.L. NAPRALERT: Computer handling of natural
product research data. J. Chem. Inf. Comput. Sci. 1985, 25, 99–103. [CrossRef]

29. Banerjee, P.; Erehman, J.; Gohlke, B.O.; Wilhelm, T.; Preissner, R.; Dunkel, M. Super natural II—A database of
natural products. Nucleic Acids Res. 2015, 43, D935–D939. [CrossRef] [PubMed]

30. Eastman, P.; Friedrichs, M.S.; Chodera, J.D.; Radmer, R.J.; Bruns, C.M.; Ku, J.P.; Beauchamp, K.A.; Lane, T.J.;
Wang, L.P.; Shukla, D.; et al. OpenMM 4: A Reusable, extensible, hardware independent library for high
performance molecular simulation. J. Chem. Theory Comput. 2013, 9, 461–469. [CrossRef] [PubMed]

31. Sondergaard, C.R.; Olsson, M.H.; Rostkowski, M.; Jensen, J.H. Improved treatment of ligands and coupling
effects in empirical calculation and rationalization of pKa values. J. Chem. Theory Comput. 2011, 7, 2284–2295.
[CrossRef] [PubMed]

32. Morris, G.M.; Huey, R.; Lindstrom, W.; Sanner, M.F.; Belew, R.K.; Goodsell, D.S.; Olson, A.J. AutoDock4 and
AutoDockTools4: Automated docking with selective receptor flexibility. J. Comput. Chem. 2009, 30, 2785–2791.
[CrossRef] [PubMed]

33. Trott, O.; Olson, A.J. AutoDock Vina: Improving the speed and accuracy of docking with a new scoring
function, efficient optimization, and multithreading. J. Comput. Chem. 2010, 31, 455–461. [CrossRef]

34. Li, H.; Leung, K.S.; Ballester, P.J.; Wong, M.H. istar: A web platform for large-scale protein-ligand docking.
PLoS ONE 2014, 9, e85678. [CrossRef]

http://dx.doi.org/10.1002/jcc.20084
http://dx.doi.org/10.1093/bioinformatics/btp623
http://dx.doi.org/10.1038/nmeth.2019
http://dx.doi.org/10.1021/ci200227u
http://dx.doi.org/10.1093/annonc/mdv383
http://dx.doi.org/10.3390/molecules24152804
http://dx.doi.org/10.1126/science.aav7062
http://dx.doi.org/10.1021/ci200595n
http://dx.doi.org/10.1186/s13321-020-00424-9
http://dx.doi.org/10.1021/ci00046a009
http://dx.doi.org/10.1093/nar/gku886
http://www.ncbi.nlm.nih.gov/pubmed/25300487
http://dx.doi.org/10.1021/ct300857j
http://www.ncbi.nlm.nih.gov/pubmed/23316124
http://dx.doi.org/10.1021/ct200133y
http://www.ncbi.nlm.nih.gov/pubmed/26606496
http://dx.doi.org/10.1002/jcc.21256
http://www.ncbi.nlm.nih.gov/pubmed/19399780
http://dx.doi.org/10.1002/jcc.21334
http://dx.doi.org/10.1371/journal.pone.0085678


Molecules 2020, 25, 5293 11 of 11

35. Ghose, A.K.; Viswanadhan, V.N.; Wendoloski, J.J. A knowledge-based approach in designing combinatorial
or medicinal chemistry libraries for drug discovery. 1. A qualitative and quantitative characterization of
known drug databases. J. Comb. Chem. 1999, 1, 55–68. [CrossRef] [PubMed]

36. Lipinski, C.A. Lead- and drug-like compounds: The rule-of-five revolution. Drug Discov. Today. Technol.
2004, 1, 337–341. [CrossRef] [PubMed]

37. Sander, T.; Freyss, J.; von Korff, M.; Rufener, C. DataWarrior: An open-source program for chemistry aware
data visualization and analysis. J. Chem. Inf. Model. 2015, 55, 460–473. [CrossRef] [PubMed]

Sample Availability: Samples of the compounds are not available from the authors and could be purchased
from MolPort.

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1021/cc9800071
http://www.ncbi.nlm.nih.gov/pubmed/10746014
http://dx.doi.org/10.1016/j.ddtec.2004.11.007
http://www.ncbi.nlm.nih.gov/pubmed/24981612
http://dx.doi.org/10.1021/ci500588j
http://www.ncbi.nlm.nih.gov/pubmed/25558886
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Virtual Screening of the PD-1/PD-L1 Inhibitor from Natural Products 
	Contact Fingerprint Analysis 
	Drug-Likeness Properties Filtering and Structure Clustering 
	PD-1 and PD-L1 Binding Inhibition Assay 
	PD-L1 Dimer Formation Assay 

	Discussion 
	Materials and Methods 
	Protein Structure Processing and Ligand Dataset Preparation 
	Virtual Screening 
	Drug Likeness Prediction and Clustering Analysis 
	PD-1/PD-L1 Binding Inhibition Assay 
	Crosslinking Assay 

	References

