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ABSTRACT: This study applied an efficient virtual screening strategy integrating molecular docking with MM-GBSA rescoring
to identify diverse human dihydroorotate dehydrogenase (hDHODH) inhibitors. Eighteen compounds with IC50 values ranging
from 0.11 to 18.8 μM were identified as novel hDHODH inhibitors that exhibited overall species-selectivity over Plasmodium
falciparum dihydroorotate dehydrogenase (pfDHODH). Compound 8, the most potent one, showed low micromolar inhibitory
activity against hDHODH with an IC50 value of 0.11 μM. Moreover, lipopolysaccharide-induced B-cell assay and mixed
lymphocyte reaction assay revealed that most of the hits showed potent antiproliferative activity against B and T cells, which
demonstrates their potential application as immunosuppressive agents. In particular, compound 18 exhibited potent B-cell
inhibitory activity (IC50 = 1.78 μM) and presents a B-cell-specific profile with 17- and 26-fold selectivities toward T and Jurkat
cells, respectively.

■ INTRODUCTION

Human dihydroorotate dehydrogenase (hDHODH) is anch-
ored on the inner membrane of mitochondria and can be
categorized as a class 2 DHODH, the electron receptors of
which are mainly respiratory ubiquinones.1 On the other hand,
class 1 DHODHs, which exist chiefly in prokaryotes, are
located in the cytosolic membrane and use diverse water-
soluble molecules, such as fumarate and nicotinamide adenine
dinucleotide, as redox cofactors.2 As an essential enzyme that
catalyzes the oxidation of DHO to orotate, DHODH plays a
critical role in de novo pyrimidine biosynthesis of DNA and
RNA production. Moreover, DHODH is essential to rapidly
proliferating cells, such as tumor cells as well as stimulated T
and B cells,3−5 which makes it an attractive target for the
treatment of cancer, rheumatoid arthritis, and many other
autoimmune diseases. Recent studies have shown that the
suppression of mitochondrial DHODH could induce p53 stress
response, indicating its great potential for the treatment of
tissue damage.6 In addition, by depleting pyrimidine pools to

suppress viral RNA synthesis, DHODH inhibitors present a
broad spectrum of antiviral activity, thereby allowing for the
development of antiviral agents.7,8

The structure of class 2 DHODHs can be divided into two
parts: the N-terminal domain containing two α-helices and the
C-terminal domain comprising a large α/β barrel.9 In
hDHODH, there are binding sites for the substrate DHO,
the cofactors flavin mononucleotide and ubiquinone. Research
has confirmed that small molecule inhibitors abrogate the
activity of hDHODH by displacing either DHO or the cofactor
ubiquinone from the corresponding binding site.10 To date,
various inhibitors against hDHODH have been reported for the
treatment of cancer as well as autoimmune and inflammatory
diseases,11−13 among which leflunomide 1 and brequinar 3 are
the most successful ones. Compound 1 is a prodrug converted
to an active metabolite A771726 2 in the gut and liver,14 and it
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is now being marketed for the treatment of rheumatoid
arthritis. As a potent hDHODH inhibitor, it could also enhance
therapeutic responses in melanoma cells both in vitro and in
mouse xenograf t models,15 whereas compound 3 is mainly used
for the treatment of cancer and graft-versus-host disease.
However, the clinical applications of both compounds 1 and 2
are not highly satisfactory because of diverse side effects.
Administration of compound 1 for an extended period may
cause unexpected severe adverse reactions, such as hyper-
tension and interstitial lung disease,16,17 whereas compound 3
has a narrow therapeutic window that significantly limits its
clinical use.18−20 Consequently, the need to identify novel
hDHODH inhibitors as therapeutic agents by blocking
pyrimidine biosynthesis for the treatment of cancer as well as
autoimmune and inflammatory diseases persists.21

Liu et al. first reported the three-dimensional crystal
structures of hDHODH in complex with compound 2 and an
analogue of compound 3, both of which occupied the N-
terminal domain, a tunnellike ubiquinone-binding site.22 As
many crystal structures of hDHODH in complex with
inhibitors have been reported in the literature, it is feasible to
discover new hDHODH inhibitors using structure-based virtual
screening technology,23 which is capable of predicting the
interaction modes between proteins targets and their ligands. In
this study, 18 novel compounds with IC50 values ranging from
0.11 to 18.8 μM that exhibited an overall species-selectivity
over Plasmodium falciparum dihydroorotate dehydrogenase
(pfDHODH) were identified as hDHODH inhibitors via
hierarchical structure-based virtual screening. These com-
pounds offer novel scaffolds that establish a solid foundation
for uncovering new DHODH regulatory mechanisms. In
addition, most of the hits showed in vitro antiproliferative
activities against B and T cells, suggesting their potential
application as immunosuppressive agents.

■ EXPERIMENTAL SECTION
Protein Preparation. The crystal structure of hDHODH in

complex with an analogue of 3 (PDB code: 1D3G) was derived from
Protein Data Bank.24 Hydrogen atoms and charges were added during
a brief relaxation performed using the “Protein Preparation Wizard”

workflow in Maestro 9.0 (Schrödinger LLC).25 All HETATM residues
and crystal water molecules were removed except the inhibitor and a
crucial water molecule (W444) which bridges the interaction between
the inhibitor and binding site by a hydrogen bond. After the hydrogen
bond network was optimized, the crystal structure was minimized until
the root-mean-square deviation (rmsd) between the minimized
structure and the starting structure reached 0.3 Å with OPLS 2005
force field.

Glide Docking. Molecular docking study was performed using
Glide (Schrödinger LLC).26,27 The grid-enclosing box was placed on
the centroid of the binding ligand in the optimized crystal structure as
described above and defined to enclose residues located within 14.0 Å
of the ubiquinone-binding site, and a scaling factor of 1.0 was set to
van der Waals (VDW) radii of those receptor atoms with partial
atomic charges of less than 0.25. After addition of hydrogen atoms and
ionization at a pH range from 5.0 to 9.0, the stereoisomers and the 3D
conformers of compounds in SPECS database (∼280000 com-
pounds)28 were generated with the Ligprep module.29 Standard
precision (SP) and extra precision (XP) approaches of Glide were
respectively adopted to dock the molecules into the ubiquinone-
binding site with the default parameters, and the top-ranking poses of
each molecule were retained. After Glide SP scoring, the top 5000
docking poses were reserved and subjected to XP calculation with a
more precise scoring function, and the top 1000 docking poses were
retained for subsequent calculation with MM-GBSA approach.

Prime/MM-GBSA. The docking poses obtained from Glide
calculation were taken as the input for Prime/MM-GBSA calculation
with default parameters,30 which is used to predict the free binding
energy for various sets of ligands against a receptor. Ligand strain
energy and protein flexibility were not taken into account, and the
poses of compounds generated by Glide XP were relaxed and
minimized using the local optimization feature in the Prime module.31

The energies were estimated by the OPLS-AA force field for molecular
mechanics energy (EMM) and the surface-generalized born model for
polar solvation energy (GSGB), and a nonpolar solvation term (GSA)
was also included. The binding free energy (ΔGbind) was calculated as
follows:
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The top 300 compounds ranked by Prime/MM-GBSA were reserved
for further visual observation.

Similarity Analysis and Cluster. To measure the diversity and
novelty of the top 300 compounds reranked by Prime/MM-GBSA
method, Tanimoto coefficient (Tc) values of chemical similarity were
calculated for each pair of compounds among the 300 candidates and
the 7 known hDHODH inhibitors (compounds 1−7) using SciTegic
extended-connectivity fingerprints (ECFP_4) in Pipeline Pilot 7.5.32

ECFP_4 is an atom type-based method, and the neighbor atoms
within a diameter of four bonds are considered when calculating the
features for each atom.33 On the basis of the Tanimoto similarity
metric, the 307 compounds were clustered into 20 groups using the
maximum dissimilarity method of Pipeline Pilot 7.5 with default
parameters. After visual inspection by considering the docking poses
and structural diversity and novelty, 47 candidates out of the 300
compounds were purchased and tested in the hDHODH inhibitory
activity assay.

Chemistry. All compounds were commercially available and
purchased from SPECS, and the purities were determined by HPLC
using an Agilent 1200-series instrument equipped with a Diamonsil-
C18 column (250 × 4.6 mm, 5 μm particle size) and a UV/vis
detector setting of λ = 254 nm. All compounds were eluted with two
solvent systems (CH3CN as organic phase in Method I and CH3OH
as organic phase in Method II) as listed in Table S1 (Supporting
Information) at a flow rate of 1 mL/min unless otherwise specified.
HPLC analysis of the compounds assayed confirmed the purity at
≥95%.

DHODH Enzyme Activity Assay. The expression vectors for
human and Plasmodium falciparum DHODH were kindly provided by

Chart 1. Selected Structures of the Reported hDHODH
Inhibitors Which Have Been Confirmed To Bind in the
Ubiquinone-Binding Pocket
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Prof. Jon Clardy (Harvard Medical School). Both of the two enzymes
were expressed and purified as described previously.22,34 DHODH
activities were tested by monitoring the reduction of 2,6-
dichloroindophenol (DCIP) as reported previously.35 The assay
mixture contained 25 nM DHODH, 50 mM HEPES (pH 8.0), 0.15
M KCl, 100 μM CoQ0, and 100 μM DCIP. Stock solutions of
compounds were prepared in DMSO and were diluted using the assay
buffer solution. A 180 μL solution of DHODH enzyme in assay buffer
was incubated with 10 μL of various concentrations of compound
solutions for 10 min. The reaction was initiated by adding 10 μL of
dihydroorotate for a final concentration of 500 μM and recording the
decrease in absorbance at 600 nm for 5 min on a Synergy 2 Multi-
Mode Microplate Reader (BioTek, Winoosi, VT). Compound 2 was
used as a positive control, and the IC50 values were determined with
three independent determinations.
Spleen Proliferation Assay. To investigate the immunosuppres-

sive effects of hDHODH inhibitors, the antiproliferative activities on
mouse spleen cells of these compounds have been determined. The
Spleen proliferation assay was performed as described previously.36

Spleen cells from ICR mice were collected by squeezing the spleen
through eight layers of gauze and centrifuged at 1000g for 10 min.
Pellets were added to an erythrocyte lysis buffer (0.17 M Tris-HCl,
0.75% NH4Cl pH 7.5), and the mixture was subjected to
centrifugation to remove the erythrocytes. Splenocytes were cultured
at a density of 5 × 105 cells/well in 96-well plates in RPMI 1640
medium and stimulated by 10 μg/mL of lipopolysaccharide
(Escherichia coli 055:B5, Sigma) in the presence of compounds at an
indicated concentration. After incubation for 72 h, the cells were
further incubated with 20 μL of 5 mg/mL MTT for 4 h at 37 °C in a
humidified incubator with 5% CO2. Then the formazan crystals were
dissolved in 150 μL of DMSO, and the absorbance was measured at
570 nm by using a Synergy 2 Multi-Mode Microplate Reader
(BioTek). The IC50 values were determined from the results of three
independent experiments and calculated from the inhibition curves.
Mixed Lymphocyte Reaction (MLR). The two-way mouse mixed

lymphocyte reaction was performed according to standard proce-
dures.37 Briefly, spleen cells of C57BL/6 and BALB/C were separated
as described above. Each set of 2 × 105 cells were incubated in 96-well
cell culture plates with a serial dilution of compounds in 200 μL of
RPMI 1640 medium containing 10% FBS gentamicin (Gibco) and 50
μM β-mercaptoethanol (Sigma). Stock solutions of all compounds
were prepared in DMSO and diluted in RPMI 1640 medium for the
assay. After 4 days of incubation, the cells were further incubated with
20 μL of 5 mg/mL MTT for 4 h at 37 °C in a humidified incubator
with 5% CO2. Then the formazan crystals were dissolved in 150 μL of
DMSO, and the absorbance was measured at 570 nm by using a
Synergy 2 multimode microplate reader (BioTek, Winooski, VT). The
effects of compounds on cell proliferation were assessed by subtracting
the proliferation of BALB/6 spleen cells alone as background from all
the values. The IC50 values were determined from the results of at least
three independent tests and calculated from the inhibition curves.
Cell Toxicity Assay. To investigate the lymphocyte cells toxicity of

hDHODH inhibitor, we utilized a human T-cell line Jurkat to estimate
the antiproliferative activity. An amount of 2 × 105 Jurkat cells in
RPMI medium were seeded in 96-well plates in the absence or
presence of compounds at the indicated concentration. The cell
viability is detected using MTT method as described above.

■ RESULTS AND DISCUSSION

The putative ubiquinone-binding site was chosen for virtual
screening of new hDHODH inhibitors based on the crystal
structure of hDHODH in complex with an analogue of
compound 3 (PDB code: 1D3G). The entrance of the
channellike pocket is surrounded by a large hydrophobic
helical domain that is presumed to be involved in the
membrane association, and several hydrophilic residues exist
at the end of the pocket (Figure 1A). W444, a conservatively
buried water molecule observed frequently in several cases of

hDHODH−ligand complexes,11,22,38−40 which mediated the
hydrogen-bond interactions between the protein and its
inhibitors, was reserved in the protein preparation process for
further virtual screening. After hierarchical virtual screening was
implemented with Glide docking and Prime/MM-GBSA
rescoring (Figure S1, Supporting Information), 300 top-ranking
compounds were retrieved as candidates from the SPECS
database. The candidates were then clustered using molecular
similarity evaluation to reduce their structural redundancy.
With consideration of key interactions observed from the
crystal structures, such as van der Waals (VDW) complemen-
tarity and some notable hydrogen bonds with polar residues
Gln47, Arg136, and W444, each docked pose of these
candidates was carefully checked manually by visual inspection
to remove those that are likely to be nonbinders.41 Moreover,
we presumed that, apart from appropriate functional groups
that significantly affect binding affinity, the sizes of compounds
are also important factors that deserve more attention; for
instance, only those compounds with hydrophobic tails buried

Figure 1. Characteristics of the 18 hDHODH inhibitors in chemical
structures and predicted binding poses. (A) Superimposition of the
docking poses of inhibitors in the ubiquinone-binding site. (B)
Heatmap presentation of topological similarities of the 18 hits to the 7
reported hDHODH inhibitors.
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in the pocket were considered. Of 47 compounds finally
selected and purchased for experimental bioassay testing, 18
(with a hit rate of 38.3%) were identified as hDHODH
inhibitors with IC50 values ranging from 0.11 to 18.8 μM
(Table 1), and compound 8 exhibited considerable inhibitory
potency compared with compound 2, which served as the
control.
To investigate which scoring function is more suitable for

identifying novel hDHODH inhibitors, we plotted GlideXP
scores and Prime/MM-GBSA scores (Table 1) against
experimental pIC50 values for the 18 active compounds (Figure
2). The results showed that there is no correlation between the
GlideXP scores and experimental pIC50 values (R2 = 0.13).
However, based on the good-quality binding modes proposed
using Glide with XP precision, an encouraging correlation
between the Prime/MM-GBSA score and experimental data
was obtained (R2 = 0.71), which outperformed the GlideXP
results by demonstrating more accurate prediction of binding
affinities. Moreover, of the 18 hits obtained using the Prime/
MM-GBSA approach, only 5 were ranked by Glide XP docking
in the top 300 candidates (Table S2, Supporting Information),
which also revealed the enrichment ability of Prime/MM-
GBSA for the discovery of novel active compounds. The better
performance of Prime/MM-GBSA in ranking the potential
ligands, which has been validated in many other protein−ligand
systems, may be ascribed to its more realistic treatment of
solvation effects,42 because most reactions of biological interest
occur in water.43 The successful combination of Glide score for
the generation of binding poses and Prime/MM-GBSA for the
prediction of binding affinities also indicated its suitability for
predicting hDHODH−ligand binding affinity as well as its
promising application for further hDHODH discovery and
subsequent structural optimization of the described hits.
The aims of this study were to find new and diverse

hDHODH inhibitors through virtual screening and to identify
novel scaffolds for further lead optimization.44 Hence, to
evaluate the structural novelty of the candidates and remove
redundant analogues, we performed molecular similarity
assessment and clustering among the 300 top-ranking
candidates and the 7 known inhibitors (compounds 1−7).
The 300 candidates had a maximum Tc value of 0.49 to the 7
known inhibitors, which exhibited structural novelty as a whole
(a Tc cutoff value of 0.5 was set to define similarity).
Subsequently, the 307 compounds were clustered into 20
groups, and the candidates were selected or excluded
principally by their predicted binding features with hDHODH
as described above. Meanwhile, the compounds with the same
scaffold were reserved with a maximum of three for in vitro
enzyme activity assay to maximize the structural diversity. As
illustrated in Figure S2, the 47 candidates covered almost all
clusters of the 300 candidates. The maximum average Tc value
of the topological similarity of the 47 candidates to the 7 known
inhibitors and the average Tc value were 0.33 and 0.15,
respectively, indicating the novelty of the selected candidates as
novel chemotypes. Moreover, for the identified 18 hits, the
maximum and average Tc values to the 7 known inhibitors
were 0.29 and 0.15, respectively. Compounds 8 and 16 share a
common structural scaffold, as do compounds 9, 14, and 19.
Except for the former two groups, the Tc values were low with
predominant scattering below 0.3 for most inhibitor pairs,
which indicated that these hits are topologically dissimilar to
one another (Figure 1B). Moreover, the results showed that
these inhibitors exhibited very similar predicted poses when

binding to hDHODH (Figure 1A), and their relatively rigid
scaffolds, which are mainly composed of aromatic rings, fit well

Table 1. Inhibitory Activities of the Compounds against
hDHODH and pfDHODH in Enzyme Activity Assay and
Their GlideXP and MM-GBSA Scores

aFunctional groups involved in hydrogen bond interactions in the
putative binding poses are highlighted and labeled. bIC50 values were
determined from the results of at least three independent tests, and
attempts to determine IC50 values were made if the inhibition rate at
10 μM was larger than 20%. NA indicates no activity in the assay.
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into the narrow ubiquinone-binding site with similar steric
shapes. (To determine whether these compounds bind to the
ubiquinone-binding site, we performed kinetic assays with
compound 12, and the results, as depicted in Figure S3,
demonstrated that the representative compound 12 is a
competitive inhibitor of hDHODH with respect to ubiquinone
binding). Most of the inhibitors contained hydrogen-bond-
forming groups, such as the formyl group of compound 8, the
ester group of compound 13, and the carboxyl group of 15,
which may form hydrogen bond interactions with the
hydrophilic residues Gln47 or Arg136 or the water molecule
(W444) in the hydrophilic region of the binding site. However,
the hydrogen-bond interactions did not appear to be essential,
because significant hydrogen bond interactions were not
observed for compounds 9 and 10, which exhibited low
micromolar inhibitory activities against hDHODH.
Previously found to be associated with antimicrobial

activities,45,46 compounds 8 and 16 are thiazole derivatives
and are first identified as potent hDHODH inhibitors by
bearing such a structural scaffold. In the proposed binding pose
of compound 8 with hDHODH, the formyl-substituted phenyl
ring is located at the polar end of the ubiquinone-binding
pocket. The carbonyl group is hydrogen-bonded to residues
Gln47 and Arg136 (Figure 3A), or a hydrogen bond interaction
may form between the carbonyl group and the water molecule

(W444). The 4-phenylthiazole moiety extends to the entrance
of the pocket and fits the pocket well through hydrophobic
effects and VDW interactions with residues such as Leu42,
Met43, Ala59, Phe62, and Leu359. In the absence of a carbonyl
group (a hydrogen bond acceptor), compound 16 displayed an
approximately 30-fold weaker inhibitory potency with respect
to compound 8, indicating the great significance of the
hydrogen-bond interactions. Similar critical hydrogen-bond
interactions with residues Gln47 and Arg136 were also seen in
the predicted binding modes of hDHODH and many other
inhibitors that contained hydrogen-bond-forming groups, and
the functional groups involved are highlighted in Table 1.
The amphipathic properties of the hDHODH inhibitors

described above are congruent with what have been validated
with the crystal structures of hDHODH in complex with the
inhibitors as reported previously.21 Hydrogen-bond interactions
are widely accepted to be crucial for the determination of
inhibitory potency against hDHODH and should be taken into
account in the design and optimization of potential hDHODH
inhibitors. However, by investigating the predicted binding
modes of compounds 9 (IC50 = 0.34 μM) and 10 (IC50 = 0.55
μM), we found that both potent inhibitors could not match the
pharmacophore features because hydrogen-bond interactions
were absent (Figure 3B and 3C). The strongly hydrophobic
trichloromethyl group of compound 9 is located in the
hydrophobic region and extends to the mouth of the pocket
formed by the nonpolar residues Tyr38, Met43, Phe62, and
Pro364, and the benzo[d]thiazole ring points toward residues
Val134 and Val143 to putatively participate in favorable
hydrophobic and VDW interactions. The 3,4-dichlorophenyl
moiety of compound 10 is buried in the polar environment,
and the 3-ethylphenyl ring occupies the hydrophobic section of
the pocket with the ethyl tail pointing to the cavity formed by
residues Leu42, Met43, and Phe62. The location and
orientation of compound 14, which exhibits the 2,4-dichloro
substitution pattern on the phenyl ring, are similar to those of
compound 9, whereas compound 19 with methoxy substitution
at the 3-position of the phenyl ring binds to hDHODH in a
different manner with its overall scaffold rotating approximately
180°. Compound 19 can possibly form a hydrogen bond with
Arg136 through oxygen atoms (Figure 3D), but it was
approximately 20-fold less active than compound 9 in the
enzyme activity assay. Notably, for inhibitors without hydrogen-
bond interactions with residues Gln47 and Arg136, the
inhibitory activities should be attributed to hydrophobic
interactions and steric effects, especially the shapes complement
against the tunnellike ubiquinone-binding site.
DHODH is a universal enzyme that also exists in the malaria

parasite Plasmodium falciparum. The malaria parasite relies
exclusively on de novo pyrimidine biosynthesis for survival, and
pfDHODH is also a promising target for small molecule
antimalarial therapeutic agents.47 To continue our study on
new potential antimalarial agents48 and explore the selectivity of
the 18 hDHODH inhibitors, we analyzed an in vitro enzyme
activities assay against pfDHODH. As summarized in Table 1,
only four compounds exhibited moderate activities against
pfDHODH with IC50 values <10 μM; the other compounds
showed very weak potencies with inhibition rates <20% at 10
μM. Although both human and Plasmodium falciparum
DHODH belong to the family of class 2 DHODHs and
share a highly conserved sequence in the α/β barrel domain,
the sequences of the ubiquinone-binding N-terminal domain
vary greatly between the the two enzymes, which could explain

Figure 2. Comparison of the correlation between experimental pIC50
values of the 18 hit compounds and corresponding (A) GlideXP
scores and (B) MM-GBSA scores.
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the potency differences for inhibitors that bind in the pocket. At
the entrance of the pocket, residues Leu42 and Pro364 in
hDHODH are replaced by residues Phe171 and Met536,
respectively, in pfDHODH, which makes the binding pocket in
pfDHODH less open. In addition, residues Val134 and Val143
are substituted by larger hydrophobic residues Ile263 and
Ile272, respectively, at the end of the pocket in pfDHODH,
which reduces the overall size of the pfDHODH ubiquinone-
binding pocket.49 In the in vitro enzyme activity assay, the IC50
value of compound 12 against pfDHODH was slightly lower
than that against hDHODH, and compound 20 exhibited
better inhibitory effects against pfDHODH than against
hDHODH. In contrast to compounds 12 and 20, compounds
9 and 14, with slightly larger scaffolds, inhibited pfDHODH
less potently than hDHODH, indicating their slightly selective
potency against hDHODH (Table 1). Much larger potent
hDHODH inhibitors such as compounds 10, 13, and 15 are
very poor pfDHODH inhibitors, which may be attributed to
the size constraints of the smaller pfDHODH pocket.
To further probe the structural basis for pfDHODH

inhibition, the four identified inhibitors were docked into the
ubiquinone-binding pocket of pfDHODH (PDB code: 3I65)
via a GlideXP protocol. The substitutions of Leu172 for Met43
and Phe188 for Ala59 triggered the docking configurations of
the four compounds in pfDHODH to deviate from their
positions in hDHODH at the end of the pocket (Figure S4,
Supporting Information). Compounds 9, 12, and 14 may form
hydrogen bonds with His185 (corresponding His56 in
hDHODH) via their nitrogen atoms on the linkers, and the
hydrogen-bond pattern with His185 is considered to be the
critical binding feature against pfDHODH due to the

elimination of hydrogen bonding feasibility with Gln47,
which was found in hDHODH to be caused by the replacement
of Leu176 with Gln47 in pfDHODH.50 An additional
hydrogen bond formed between Arg265 (corresponding
Arg136 in hDHODH) and the carbonyl group of compound
12, which is the most potent pfDHODH inhibitor, albeit a very
weakly selective one, based on our result. Compound 20 is a
flavone analogue, and one of its hydroxyl groups is probably
hydrogen-bonded to Arg265. Despite the absence of a highly
species-selective profile against pfDHODH, the four com-
pounds may serve as starting scaffolds for further optimization
as selective pfDHODH inhibitors, and the observed prefer-
ential inhibition of the 18 hits also provide helpful clues for new
inhibitor development.
Human DHODH is a central enzyme of pyrimidine

nucleotide synthesis, and it has been targeted for the treatment
of autoimmune diseases, the clinical syndrome caused by the
activation of T cells B cells or both in the absence of an
ongoing infection or other discernible causes.51 Compound 1, a
disease-modifying antirtheumatic drug, has been demonstrated
to block T-cell proliferation in a dose-dependent manner and
induce several functional changes in T cells.52 Meanwhile, it can
inhibit the formation of specific antibodies secreted by B cells.53

To investigate the immunosuppressive effects of these
hDHODH inhibitors, we determined the antiproliferative
activities on mouse spleen cells of those hits with IC50 values
<10 μM in the enzyme activity assay. The B-cell and T-cell
immunosuppressive activities of the compounds were tested
using lipopolysaccharide (LPS)-stimulated mouse spleen cell
proliferation and the two-way mouse mixed lymphocyte
reaction (MLR), respectively.54 Lymphocyte cells toxicity was

Figure 3. Predicted binding poses of four representative compounds (A) 8, (B) 9, (C) 10, and (D) 19 against hDHODH in the ubiquinone-binding
pocket. Key residues around the binding pocket are shown as green lines, and the inhibitors are presented as sticks. The reserved water (W444) is
depicted as a red ball, and the hydrogen bonds are labeled as black dashed lines.
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also assessed using the Jurkat T-cell line to estimate their
therapeutic window. As shown in Table 2, compound 2

potently suppressed LPS-induced B-cell proliferation with an
IC50 value of 4.07 μM but exhibited weak inhibitory effects
against T-lymphocyte proliferation in MLR with an IC50 value
of 48.03 μM. Cyclosporin A (CsA), a potent and selective T-
cell immunosuppressant with an IC50 value of 11 nM, was used
as another control. Except for compound 16, which exhibited
intense cytotoxicity with an IC50 value of 1.07 μM against the
Jurkat cell line, all the tested compounds showed immunosup-
pressive effects in B-cell proliferation, the MLR assay, or both in
varying degrees. Although less potent than CsA, most of our
hDHODH inhibitors were more potent than compound 2 in
the MLR assay. In addition, our compounds presented a profile
better than that of CsA in the LPS-induced B-cell proliferation
assay. Compounds 8, 10, and 17 had comparable inhibitory
effects in B-cell proliferation, and their MLRs and activities
against Jurkat cells are very weak. Despite the potent inhibitory
activities against both B and T cells, compound 12
demonstrated a cytostatic character because it is devoid of
selectivity toward Jurkat cells, which may need to be optimized
to lower the cytotoxicity in our further study. Compounds 9,
14, and 19 are moderate B-cell inhibitors with obvious
selectivities toward T and Jurkat cells. Compound 18 is the
most potent B-cell inhibitor (IC50 = 1.78 μM), and it also
exhibits a B-cell-specific profile with 17- and 26-fold selectivities
toward T and Jurkat cells, respectively. However, the B-cell
immunosuppressive activity of 18 is not likely to completely
correlate with enzyme inhibition potency with a higher IC50
value of 6.06 μM in the hDHODH enzyme assay. It is a more
complicated process for cell inhibition, and compound 18 may
have effects on other enzymes or biological pathways as well
when targeting B-cells, which therefore renders it a valuable
tool for the investigation of new targets for B-cell
intervention.55 In addition, for the 18 discovered hits, no
obvious correlation was observed between their enzyme
inhibition potency and antiproliferative activity. It is also

possible that off-target effects emerged and the antiproliferative
activity was mediated by action upon other targets. Further
biological experiments are ongoing to elucidate the exact
antiproliferative activity of the hits.

■ CONCLUSION
In summary, 18 potential hDHODH inhibitors were identified
by hierarchical structure-based virtual screening. Compared
with the known hDHODH inhibitors (compounds 1−7), the
diverse hits discovered in this study possessed novel scaffolds
and showed distinct predicted binding features in the
ubiquinone-binding pocket to some extent. For the hits
containing hydrogen bond-forming groups, hydrogen bond
interactions may form with residues Gln47 and Arg136, and
these hits used their amphipathic properties to accommodate
the pocket. Meanwhile, there were several hits without
detectable hydrogen-bond interactions in the hydrophilic
region of the pocket, and their inhibitory activities may be
attributed to hydrophobic interactions and steric effects,
especially the shapes complement against the tunnellike
ubiquinone-binding site. The distinct binding modes will help
enhance our knowledge of and provide an alternative strategy
for the design of new hDHODH inhibitors. Moreover, as
assessed by LPS-induced B-cell assay and MLR assay, many of
the hits exhibited in vitro antiproliferative effects against B and
T cells that depended heavily on DHODH for quick
proliferation, demonstrating their potential to trigger symptoms
of many autoimmune diseases such as rheumatoid arthritis and
systemic lupus erythematosus. We believe that the hits
discovered in this study will provide new drug candidates for
the treatment of autoimmune diseases by targeting B and T
cells.
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