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There is now compelling evidence that TNF receptor type II (TNFR2) is predominantly 
expressed on CD4+Foxp3+ regulatory T cells (Tregs) and myeloid-derived suppressor 
cells (MDSCs), and plays a major role in the expansion and function of Tregs and MDSCs. 
Consequently, targeting of TNFR2 by either antagonists or agonists may represent a 
novel strategy in the treatment of cancer and autoimmune diseases, by downregulating 
or upregulating suppressor cell activity. The advance in the understanding of complex 
structure of TNFR2 and its binding with TNF at molecular levels offers opportunity for 
structure-guided drug discovery. This article reviews the current evidences regarding the 
decisive role of TNFR2 in immunosuppressive function of Tregs and MDSCs, and the 
current effort to develop novel TNFR2-targeting therapeutic agents in the treatment 
of cancer, autoimmune diseases, and graft-versus-host disease. To shed light on 
the potential TNFR2-targeting small molecules, we for the first time performed virtual 
screening of 400,000 natural compounds against the two TNF-binding sites, regions 
3 and 4, of TNFR2. Our result showed that the top hits at region 4 had slightly higher 
docking energies than those at region 3. Nevertheless, free energy calculation from the 
TNF–TNFR2 molecular dynamics simulation revealed that the binding strength of TNF in 
region 3 is only one-tenth of that in region 4. This suggests that region 3 is a potentially 
more viable binding site to be targeted by small molecules than region 4. Therefore, the 
effectiveness in targeting region 3 of TNFR2 deserves further investigation.

Keywords: tNF receptor type ii, tNF, regulatory t cells, virtual screening, drug discovery, MM-PBsA

iNtrODUctiON

Tumor necrosis factor-alpha (TNF) is a pleiotropic cytokine that plays a major role in immune and 
inflammatory responses through two distinct receptors: TNF receptor type I (TNFR1, also known as 
p55 and TNFRSF1A) and TNF receptor type II (TNFR2, also known as p75 and TNFRSF1B). TNFR1 
is ubiquitously expressed on almost all cell types, and TNF–TNFR1 signaling has various functions 
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such as activation of nuclear factor kappa B (NF-κB) and induc-
tion of cell death, which depends on its cellular environment (1). 
By contrast, TNFR2 is more restrictedly expressed on certain cell 
types, such as minor subsets of lymphocytes (2, 3), endothelial 
cells (4), and human mesenchymal stem cells (5). Importantly, 
TNFR2 is predominantly expressed on the mouse and human 
CD4+Foxp3+ regulatory T cells (Tregs) (2), which are professional 
immunosuppressive cells in mammals (6). There is compelling 
evidence that TNFR2 expression not only defines the maximally 
suppressive Treg subset (2, 7) but also plays a decisive role in the 
proliferative expansion, suppressive function, and phenotypical 
stability of Tregs (8–14). TNFR2 agonist has been approved to be 
a novel approach for the treatment of autoimmune diseases and 
graft-versus-host disease (GvHD) (15), while TNFR2 antagonist 
has the potential to enhance antitumor immune responses (16), 
by upregulating or downregulating Treg activity.

Virtual screening (or in silico screening), the search for poten-
tial drug leads to specific target receptor by computer programs, 
is of central importance in early-stage drug discovery (17). In 
structure-based virtual screening, each compound from a large 
library of small molecules is docked to the ligand-binding site 
of the target and its binding affinity is estimated based on the 
predicted optimal-binding pose using an empirical scoring func-
tion. High-quality docking predictions not only reduce the time 
and cost for experiment but also offer in-depth structural details 
about the interactions of the target with ligands useful for further 
optimization.

Unlike TNFR1, no in  silico studies about TNFR2 has been 
reported so far, and no small molecules targeting TNFR2 have 
been identified. Here, we aim to provide an in  silico perspec-
tive on the potential binders to the two TNF-binding regions 
of TNFR2, namely, region 3 and region 4, identified from the 
TNF–TNFR2 structure (18). Moreover, molecular dynamics 
(MD) simulation combined with Molecular Mechanics-Poisson 
Boltzmann Surface Area (MM/PBSA) method was used to assess 
the per-residue energy contribution in the complex binding of 
key residues important to target TNFR2.

tNFr2 AGONists stiMULAte tHe 
eXPANsiON AND ActivAtiON OF tregs

Immunosuppressive Tregs are a subset of Foxp3-expressing CD4 
T cells which play an indispensable role in the maintenance of 
immune homeostasis and prevention of autoimmune reactions 
(19, 20). Defect in Tregs is attributable to the pathogenesis of 
autoimmune diseases, such as systemic lupus erythematosus, 
multiple sclerosis, type 1 diabetes (T1D), rheumatoid arthritis 
(RA), autoimmune thyroid disease, psoriasis, inflammatory 
bowel disease, and autoimmune liver disease (21). Therefore, 
restoring the function or increasing number of Tregs has become 
a therapeutic strategy and the goal of treatment for patients with 
autoimmune diseases and GvHD (22).

We for the first time showed that TNF has the capacity to 
induce the activation and proliferation of Tregs (14). This effect 
of TNF is mediated by TNFR2, one of the TNF receptors that 
is predominately expressed by Tregs (2, 7, 23–25). TNFR2+ 

Tregs are the most potent suppressors, while TNFR2− Tregs, 
even Foxp3+, have minimal or no suppressive activity (2, 7, 23).  
Furthermore, TNFR2 is also critical for the stabilization of phe-
notype of Tregs, in term of Foxp3 expression, and survival in the 
inflammatory environment (4, 9). It was shown recently that TNF 
priming induces the proliferation and activation of Tregs in vivo 
via TNFR2 that prolongs animal survival when compared with 
unprimed Tregs in acute mouse GvHD model, and TNF–TNFR2 
interaction represents a novel therapy to prevent GvHD after allo-
geneic hematopoietic stem cell transplantation (allo-HCT) (12, 
13). In a mouse model of autoimmune diabetes, TNF produced 
by pathogenic Teffs stimulates the expansion and suppressive 
function of Tregs through TNFR2 (8). In RA patients, anti-TNF 
therapy drives the expansion of Tregs by enhancing the binding 
of membrane-bounded TNF (mTNF) expressed by monocytes to 
TNFR2 (26). Taken together, these studies indicate that TNFR2 is 
an emerging target to expand functional Tregs for the treatment 
of autoimmune diseases and GvHD. Several agonistic TNFR2-
recognizing monoclonal antibodies have been developed to 
expand functional Treg populations in vitro or ex vivo and showed 
therapeutic effects in T1D and skin inflammation (27–29). 
STAR2 protein, a selective mouse TNF-based agonist of TNFR2, 
has been shown to expand host-type radiation-resistant Tregs 
and improve the outcome after allo-HCT, prolong the survival 
without compromising the anti-leukemia or anti-infective effects 
in a mouse model of GvHD (11). These findings shed a light on 
the therapeutic potential of novel TNFR2-targeting agents in the 
treatment of autoimmune and inflammatory diseases. However, 
small molecule agonist of TNFR2 has not been identified so far.

tNFr2 ANtAGONists iNHiBit tHe 
sUPPressive ActivitY OF tregs

TNFR2-expressing Tregs accumulate in the tumor microenvi-
ronment and presumably represent a major cellular mechanism 
of tumor immune evasion. In mouse Lewis lung carcinoma and 
the 4T1 breast tumor model, the majority of tumor-infiltrating 
Tregs have abundant surface TNFR2 expression and they are 
highly immunosuppressive (2, 30). In lung cancer patients and 
ovarian cancer patients, the proportion of TNFR2+ Tregs is 
increased in the peripheral blood or in the tumor-associated 
ascites (31, 32). Single-cell RNA-Seq shows that TNFR2 is one 
of the most markedly increased genes expressed by Tregs, when 
compared with CD4+ effector T cells (Teffs) cells and CD8+ cyto-
toxic T  lymphocytes (CTLs) in metastatic melanoma patients, 
and the expression of TNFR2 is associated with CD8+ CTLs 
exhaustion (33). Furthermore, the expression of TNFR2 on Tregs 
is associated with greater lymphatic invasion, a higher incidence 
of tumor metastasis, a higher clinical stage, and poorer response 
to the treatment in patients with lung cancer and acute myeloid 
leukemia (31, 34, 35).

In addition to Tregs, TNFR2 is also expressed on myeloid-
derived suppressor cells (MDSCs) and some tumor cells. 
It has been shown that mTNF, by interacting with TNFR2, 
activates MDSCs and enhances their suppressive activities, 
including upregulating arginase-1 and inducible NO synthase 
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transcription, promoting secretion of NO, reactive oxygen spe-
cies, interleukin (IL)-10, and transforming growth factor beta 
(21, 36). TNFR2+ MDSCs have the capacity to promote liver 
and lung metastasis of tumor (37). The signaling of TNFR2 
is responsible for the accumulation and survival of MDSCs 
through upregulation of cellular FLICE-inhibitory protein and 
inhibition of caspase-8 activity (3). Moreover, TNFR2 is also 
expressed by tumor cells, including colon cancer (38), Hodgkin 
lymphoma (39), myeloma (40), renal carcinoma (41), and ovar-
ian cancer (42). Therefore, TNFR2 is considered as an oncogene 
and targeting of TNFR2 with antagonistic antibodies as a novel 
strategy in cancer immunotherapy have been studied recently. 
For example, it was reported that antagonistic antibody targeting 
TNFR2 induces the death of both Tregs and OVCAR3 ovarian 
cancer cells, which have abundant surface TNFR2 expression 
(42). Our group found that TNFR2-blocking antibody markedly 
enhanced the efficacy of immunotherapy with CpG in mouse 
colon cancer model (43). This combination therapy resulted 
in the marked reduction of TNFR2 expression on tumor-
infiltrating Tregs and consequently increases tumor infiltration 
of interferon-gamma-producing CD8+ CTL (44). Thus, novel 
antagonists against TNFR2 are potential drug candidates for 
cancer immunotherapy.

virtUAL screeNiNG OF sMALL 
MOLecULes tArGetiNG tNFr2

Despite the important roles of TNFR2 in cancer, autoimmune 
diseases, and GvHD, to the best of our knowledge, no small 
molecule agonists or antagonists against TNFR2 have been 
successfully identified. With the recently available TNF–TNFR2 
crystal structure (18), the specific binding pattern between TNF 
and TNFR2 has been revealed. This information is crucial for 
successful design of molecules that can directly compete against 
TNF to bind with TNFR2 by means of virtual screening. In virtual 
screening, a library of compounds is examined to predict their 
binding poses and binding affinities at the potential binding site 
of the target protein. Compounds that resemble the binding pose 
to the native ligand with better binding affinity will be selected 
as candidates for further research and development in the drug 
discovery pipeline. Several previous studies on virtual screening 
of small molecules against TNF and TNFR1 are exemplary. For 
example, Choi et al. screened 240,000 compounds in silico against 
the TNF dimer, and 3 compounds with a common derivative 
of the pyrimidine-2,4,6-trione moiety were found to be the 
top binders to TNF and all of them showed marked inhibitory 
activities in in vitro experiment (45). In another study, Chan et al. 
identified two natural product-like TNF inhibitors—quinucli-
dine and indoloquinolizidine—from over 20,000 compounds by 
virtual screening. Their activities to inhibit the binding of TNF 
to TNFR1 were experimentally validated. The result showed that 
indoloquinolizidine had the similar potency (IC50 = ~10 µM) as 
SPD304 (IC50 = ~3 µM), the most potent TNF binder known at 
that time (46). To date, the most potent small molecule antagonist 
targeting TNF is C87 (Kd = 0.11 µM). It was again found by virtual 
screening from a library of 90,000 compounds (47). In addition to 

virtual screening, the molecular structure of the protein–ligand 
complex can be used to guide the design of larger molecules such 
as peptides. Using the critical binding sites of TNFR1 by TNF as 
a template, Takasaki et al. successfully designed the first exocyclic 
peptidomimetics which act as TNF antagonists (48). Regarding 
TNFR1, using a homology model of TNF–TNFR1 complex, Chen 
et al. successfully found one ligand that binds to TNFR1 out of 20 
hits from virtual screening of ~213,000 compounds (49); though 
these ligands do not show improved affinity to TNFR1 than the 
antagonist physcion-8-O-β-d-monoglucoside (Kd  =  0.376  µM) 
identified by Cao et  al. in high-throughput screening experi-
ments (50).

The crystal structure of TNF–TNFR2 suggests that major inter-
actions between TNF and TNFR2 occur in two regions, namely, 
regions 3 and 4. In region 3 of TNFR2, it contains three acidic 
residues, such as Asp54, Glu57, and Glu70, which together create 
a highly negatively charged molecular surface. On the other hand, 
region 4 contains three basic residues, such as Arg77, Lys108, and 
Arg113, which form a highly positively charged surface. Since the 
two centers of the binding regions are separated by a distance of 
at least ~20 Å, TNF binding resembles two short arms holding 
onto regions 3 and 4 simultaneously. To gain an insight into the 
relative contribution of the two regions to the overall binding, we 
performed a MD simulation of the TNF–TNFR2 complex [PDB 
3ALQ (18)] and MM/PBSA calculation using the GROMACS 
simulation package (51) and the g_mmpbsa tool (52) to assess 
the free energy of protein–ligand binding. Our result shows that 
all three key basic residues, such as Arg77, Lys108, and Arg113, 
in region 4 contribute significantly to the binding energy with a 
total of ca. −153 kcal/mol. By contrast, the two acidic residues in 
region 3, such as Glu57 and Glu70, together contribute only ca. 
−14 kcal/mol and Asp54 did not show strong interaction with 
TNF. As the binding strength of TNF in region 3 is only one-tenth 
of that in region 4, this suggests that ligand binds in region 3 may 
be more competitive against TNF than in region 4. On the other 
hand, since region 4 is the stronger binding site for TNF, target-
ing region 4 with small molecules would be highly challenging, 
although the inhibitory effect should be greater if succeed.

As a first attempt to identify potential TNFR2 binders, we per-
formed virtual screening of 400,000 natural compounds from the 
Traditional Chinese Medicine Database (53). This comprehensive 
natural compound library was successfully used to find potent 
inhibitors for EGFR (54), SIRT1 (55), and H1 (56), etc. After 
preparation of the TNFR2 structure by the Preparation wizard 
of Schrödinger software (57), the Glide docking box was defined 
to include both regions 3 and 4. The virtual screening workflow 
included the ligand preparation step and a pre-filtering step to 
screen out compounds neither satisfying the Lipinski’s rule of 
five nor the criteria of Absorption, Distribution, Metabolism, 
Elimination and Toxicity using the QikProp module. Filtered 
compounds were subjected to Glide high-throughput virtual 
screening, followed by standard precision docking and Extra 
Precision (XP) docking. Candidates with high XP scores and 
Glide energies were analyzed for their residual binding patterns. 
Selected compounds were further subjected to QM-polarized 
ligand docking (QPLD) available in the Glide module. We also 
docked a model tripeptide RRA which contains the same three 
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FiGUre 1 | The final snapshots of 15-ns molecular dynamics (MD) simulations of the TNF receptor type II (TNFR2)–ligand complexes: (A) compound 
ZiNc72321887 and (B) compound ZiNc67911837 at region 3 of TNFR2. (c) The binding pattern of TNF–TNFR2 at the 20-ns MD snapshot. Only contacting 
residues, such as Arg31, Arg32, and Ala33, of TNF are displayed. The TNFR2 protein is drawn with cartoon style in gray and the ligand or TNF with sticks in green 
or orange. Hydrogen bonds are indicated with yellow lines.

tABLe 1 | Top-ranked compounds targeting regions 3 and 4 of TNF receptor type II from in silico screening.

No. region 3 QPLD score Glide energy evdw ecoul einternal eHB HBacc HBdon Mol. weight rot

1 ZINC72321887 −5.366 −38.217 −10.770 −27.447 0 −3.427 7 3 316.36 10
2 ZINC67911837 −5.131 −45.119 −15.823 −29.296 14.86 −2.588 6 4 326.35 7
3 ZINC01611597 −4.518 −34.228 −4.504 −29.724 4.317 −2.700 2 4 229.31 5
4 ZINC77265363 −4.624 −44.233 −13.455 −30.778 10.036 −2.802 6 3 298.36 7
5 ZINC20465842 −4.521 −45.128 −11.514 −33.614 12.067 −2.830 4 4 281.36 8
ref RRA (baseline) −4.404 −41.591 −15.455 −26.136 8.553 −2.924 14 12 456.54 20

No. region 4 QPLD energy Glide energy evdw ecoul einternal eHB HBacc HBdon Mol. weight rot

6 ZINC71316232 −6.952 −50.896 −27.661 −23.235 6.061 −4.911 9 5 368.34 11
7 ZINC01532677 −5.92 −31.731 −12.547 −19.184 0.000 −3.645 5 4 164.16 4
8 ZINC00281472 −5.494 −23.339 −8.581 −14.758 2.054 −1.822 6 3 222.20 5

QPLD: QM-polarized ligand docking score; glide energy from XP docking and their energetic components: van der Waals (Evdw), electrostatics (Ecoul), and ligand internal energy 
(Einternal); HB: energy of the hydrogen bonding term in Glide XP scoring function of the whole complex or individual key receptor residues. All energies are in kcal/mol. HBacc: number of 
hydrogen bond acceptors; HBacc: number of hydrogen bond donors; Mol. weight: molecular weight; Rot: number of rotatable bonds. Molecular structures of these compounds can 
be found in Figure S1 in Supplementary Material.
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residues of TNF that interact with TNFR2 at region 3 when 
bound. This is to provide a baseline energy value for compound 
selection.

As listed in Table 1, five top-scoring compounds for region 
3 and three compounds for region 4 were obtained through this 
virtual screening workflow. All of them exhibited better QPLD 
scores (−4.624 to −6.952 kcal/mol) than the baseline molecule 
RRA (−4.404  kcal/mol). Compounds targeting region 3, the 
negatively charged pocket, contain amine groups that can interact 
with the key residues, such as Asp54, Glu57, and Glu70. However, 
top hits in region 4 have only slightly higher QPLD scores than 
top hits at region 3. Since TNF binds much stronger to region 4 
than to region 3, region 4 compounds are very unlikely to be able 
to compete with TNF.

To assess the stability of top virtual hits in region 3, compounds 
1 and 2 were subjected to 15-ns MD simulations. Binding poses 
of these compounds are depicted in Figure 1. Compound 1 (ID 
ZINC72321887) is stable in the binding pocket with four hydro-
gen bonds. Two hydrogen bonds contributed by the hydroxyl 
group of the ligand that binds with Glu57 and Asp54, and the 
amino group with Cys71. Compound 2 (ID ZINC20465842) 
which contains 4 amino and 2 hydroxy groups forms 4 hydrogen 
bonds with Glu57 and Asp54. Our MM/PBSA analysis on the MD 
trajectories reveals that in the compound 1–TNFR2 complex, 
Asp54, Glu57, and Glu70 together contribute binding energy of 
ca. −70 kcal/mol in the ligand-bound state versus −13 kcal/mol in 
the TNF-bound state (i.e., ΔΔG = −57 kcal/mol). The enhanced 
binding is due to the closer contact of the ligand with Asp54 and 

https://www.frontiersin.org/Immunology/
https://www.frontiersin.org
https://www.frontiersin.org/Immunology/archive


5

Shaikh et al. TNFR2 as Emerging Drug Target

Frontiers in Immunology | www.frontiersin.org June 2018 | Volume 9 | Article 1382

reFereNces

1. Naude PJ, den Boer JA, Luiten PG, Eisel UL. Tumor necrosis factor receptor 
cross-talk. FEBS J (2011) 278:888–98. doi:10.1111/j.1742-4658.2011.08017.x 

2. Chen X, Subleski JJ, Kopf H, Howard OM, Mannel DN, Oppenheim JJ.  
Cutting edge: expression of TNFR2 defines a maximally suppressive subset 
of mouse CD4+CD25+FoxP3+ T regulatory cells: applicability to tumor- 
infiltrating T regulatory cells. J Immunol (2008) 180:6467–71. doi:10.4049/
jimmunol.180.10.6467 

3. Zhao X, Rong L, Zhao X, Li X, Liu X, Deng J, et  al. TNF signaling drives 
myeloid-derived suppressor cell accumulation. J Clin Invest (2012) 122: 
4094–104. doi:10.1172/JCI64115 

4. Luo D, Luo Y, He Y, Zhang H, Zhang R, Li X, et al. Differential functions of 
tumor necrosis factor receptor 1 and 2 signaling in ischemia-mediated arte-
riogenesis and angiogenesis. Am J Pathol (2006) 169:1886–98. doi:10.2353/
ajpath.2006.060603 

5. Bocker W, Docheva D, Prall WC, Egea V, Pappou E, Rossmann O, et al. IKK-2 
is required for TNF-alpha-induced invasion and proliferation of human 
mesenchymal stem cells. J Mol Med (Berl) (2008) 86:1183–92. doi:10.1007/
s00109-008-0378-3 

6. Josefowicz SZ, Lu LF, Rudensky AY. Regulatory T cells: mechanisms of differ-
entiation and function. Annu Rev Immunol (2012) 30:531–64. doi:10.1146/
annurev.immunol.25.022106.141623 

7. Chen X, Subleski JJ, Hamano R, Howard OM, Wiltrout RH, Oppenheim JJ.  
Co-expression of TNFR2 and CD25 identifies more of the functional 
CD4+FOXP3+ regulatory T cells in human peripheral blood. Eur J Immunol 
(2010) 40:1099–106. doi:10.1002/eji.200940022 

8. Grinberg-Bleyer Y, Saadoun D, Baeyens A, Billiard F, Goldstein JD, Gregoire S,  
et  al. Pathogenic T  cells have a paradoxical protective effect in murine auto-
immune diabetes by boosting Tregs. J Clin Invest (2010) 120:4558–68. 
doi:10.1172/JCI42945 

9. Chen X, Wu X, Zhou Q, Howard OM, Netea MG, Oppenheim JJ. TNFR2 is 
critical for the stabilization of the CD4+Foxp3+ regulatory T cell phenotype in 
the inflammatory environment. J Immunol (2013) 190:1076–84. doi:10.4049/
jimmunol.1202659 

10. Zaragoza B, Chen X, Oppenheim JJ, Baeyens A, Gregoire S, Chader D, et al. 
Suppressive activity of human regulatory T cells is maintained in the presence 
of TNF. Nat Med (2016) 22:16–7. doi:10.1038/nm.4019 

11. Chopra M, Biehl M, Steinfatt T, Brandl A, Kums J, Amich J, et al. Exogenous 
TNFR2 activation protects from acute GvHD via host T reg cell expansion. 
J Exp Med (2016) 213:1881–900. doi:10.1084/jem.20151563 

12. Leclerc M, Naserian S, Pilon C, Thiolat A, Martin GH, Pouchy C, et al. Control 
of GVHD by regulatory T  cells depends on TNF produced by T  cells and 
TNFR2 expressed by regulatory T cells. Blood (2016) 128:1651–9. doi:10.1182/
blood-2016-02-700849 

13. Pierini A, Strober W, Moffett C, Baker J, Nishikii H, Alvarez M, et al. TNF-
alpha priming enhances CD4+FoxP3+ regulatory T-cell suppressive function 
in murine GVHD prevention and treatment. Blood (2016) 128(6):866–71. 
doi:10.1182/blood-2016-04-711275 

14. Chen X, Baumel M, Mannel DN, Howard OM, Oppenheim JJ. Interaction of 
TNF with TNF receptor type 2 promotes expansion and function of mouse 
CD4+CD25+ T regulatory cells. J Immunol (2007) 179:154–61. doi:10.4049/
jimmunol.179.1.154 

15. Chen X, Oppenheim JJ. Therapy: paradoxical effects of targeting TNF signal-
ling in the treatment of autoimmunity. Nat Rev Rheumatol (2016) 12:625–6. 
doi:10.1038/nrrheum.2016.145 

16. Vanamee ES, Faustman DL. TNFR2: a novel target for cancer immunotherapy. 
Trends Mol Med (2017) 23:1037–46. doi:10.1016/j.molmed.2017.09.007 

17. Lionta E, Spyrou G, Vassilatis DK, Cournia Z. Structure-based virtual screen-
ing for drug discovery: principles, applications and recent advances. Curr Top 
Med Chem (2014) 14:1923–38. doi:10.2174/1568026614666140929124445 

18. Mukai Y, Nakamura T, Yoshikawa M, Yoshioka Y, Tsunoda S, Nakagawa S, 
et al. Solution of the structure of the TNF-TNFR2 complex. Sci Signal (2010) 
3:ra83. doi:10.1126/scisignal.2000954 

19. Sakaguchi S, Yamaguchi T, Nomura T, Ono M. Regulatory T cells and immune 
tolerance. Cell (2008) 133:775–87. doi:10.1016/j.cell.2008.05.009 

20. Stephens GL, Shevach EM. Foxp3+ regulatory T  cells: selfishness under 
scrutiny. Immunity (2007) 27:417–9. doi:10.1016/j.immuni.2007.08.008 

21. Singer BD, King LS, D’Alessio FR. Regulatory T cells as immunotherapy. Front 
Immunol (2014) 5:46. doi:10.3389/fimmu.2014.00046 

Glu57 resulting in highly favorable electrostatic interactions and 
a tight network of hydrogen bonds. By contrast, in TNF–TNFR2 
complex, the weak interaction of TNF with Glu70 and Asp54 is 
presumably caused by the flipped Glu70 side chain which pulls 
Arg31 of TNF to stay away from the two negative charged recep-
tor residues. Other compounds will be further subjected to the 
same analysis and validated of their efficiency on inhibiting TNF-
induced activation, expansion of Tregs, and enhancing antitumor 
immune responses in in vitro and in vivo experiments.

FUtUre PersPectives

Targeting TNF–TNFR2 with small molecules is a challenging 
task. Here, we demonstrated the use of virtual screening, MD, and 
MM/PBSA methods to identify promising hits from a screening 
of 400,000 natural compounds to target the major TNF–TNFR2 
binding regions. Combined MD and MM/PBSA method can 
provide detail picture of the protein–protein and protein–ligand 
interactions which helps to identify and compare key receptor 
residues that contribute to the binding. Our analysis indicates 
that region 3 is potentially more druggable by small molecules 
due to its relatively much weaker but essential binding to TNF 
than region 4 (58). Also, TNF is not able to optimally position 
itself at the acidic pocket of region 3 presumably due to the physi-
cal restriction imposed by the strong binding of itself in region 
4. Indeed, our top screened compound for region 3 achieved sig-
nificantly better affinity (ΔΔG = −57 kcal/mol) to TNFR2 than 

TNF. Altogether, our study shows that the hit list targeting region 
3 might serve as a good starting point to further investigate the 
effect of small molecules binding to TNFR2, and their efficiency 
on inhibiting TNF-induced activation, expansion of Tregs, and 
enhancing antitumor immune responses.

AUtHOr cONtriBUtiONs

FS, JH, XC, and SS designed the overall project. XC supervised 
JH, and SS supervised FS and PB. FS performed virtual screening, 
FS and PB performed simulations and analyzed data. FS, JH, XC, 
and SS wrote and edited the manuscript. XC and SS provided 
funding for the project. FS and JH contributed equally.

FUNDiNG

This project has been supported by University of Macau under 
grants MYRG2017-00146-FST, MYRG2016-00023-ICMS-QRCM, 
and MYRG2017-00120-ICMS; and the Science and Technology 
Development Fund of Macao SAR (FDCT) under grants 
014/2015/A1 and 066/2016/A.

sUPPLeMeNtArY MAteriAL

The Supplementary Material for this article can be found online at 
https://www.frontiersin.org/article/10.3389/fimmu.2018.01382/
full#supplementary-material.

https://www.frontiersin.org/Immunology/
https://www.frontiersin.org
https://www.frontiersin.org/Immunology/archive
https://doi.org/10.1111/j.1742-4658.2011.08017.x
https://doi.org/10.4049/jimmunol.180.10.6467
https://doi.org/10.4049/jimmunol.180.10.6467
https://doi.org/10.1172/JCI64115
https://doi.org/10.2353/ajpath.2006.060603
https://doi.org/10.2353/ajpath.2006.060603
https://doi.org/10.1007/s00109-008-0378-3
https://doi.org/10.1007/s00109-008-0378-3
https://doi.org/10.1146/annurev.immunol.25.022106.141623
https://doi.org/10.1146/annurev.immunol.25.022106.141623
https://doi.org/10.1002/eji.200940022
https://doi.org/10.1172/JCI42945
https://doi.org/10.4049/jimmunol.1202659
https://doi.org/10.4049/jimmunol.1202659
https://doi.org/10.1038/nm.4019
https://doi.org/10.1084/jem.20151563
https://doi.org/10.1182/blood-2016-02-700849
https://doi.org/10.1182/blood-2016-02-700849
https://doi.org/10.1182/blood-2016-04-711275
https://doi.org/10.4049/jimmunol.179.1.154
https://doi.org/10.4049/jimmunol.179.1.154
https://doi.org/10.1038/nrrheum.2016.145
https://doi.org/10.1016/j.molmed.2017.09.007
https://doi.org/10.2174/1568026614666140929124445
https://doi.org/10.1126/scisignal.2000954
https://doi.org/10.1016/j.cell.2008.05.009
https://doi.org/10.1016/j.immuni.2007.08.008
https://doi.org/10.3389/fimmu.2014.00046
https://www.frontiersin.org/article/10.3389/fimmu.2018.01382/full#supplementary-material
https://www.frontiersin.org/article/10.3389/fimmu.2018.01382/full#supplementary-material


6

Shaikh et al. TNFR2 as Emerging Drug Target

Frontiers in Immunology | www.frontiersin.org June 2018 | Volume 9 | Article 1382

22. Mougiakakos D, Johansson CC, Jitschin R, Bottcher M, Kiessling R. Increased 
thioredoxin-1 production in human naturally occurring regulatory T  cells 
confers enhanced tolerance to oxidative stress. Blood (2011) 117:857–61. 
doi:10.1182/blood-2010-09-307041 

23. Grant CR, Liberal R, Mieli-Vergani G, Vergani D, Longhi MS. Regulatory T-cells 
in autoimmune diseases: challenges, controversies and—yet—unanswered 
questions. Autoimmun Rev (2015) 14:105–16. doi:10.1016/j.autrev.2015.05.007 

24. Chen X, Hamano R, Subleski JJ, Hurwitz AA, Howard OM, Oppenheim JJ.  
Expression of costimulatory TNFR2 induces resistance of CD4+FoxP3- 
conventional T  cells to suppression by CD4+FoxP3+ regulatory T  cells. 
J Immunol (2010) 185:174–82. doi:10.4049/jimmunol.0903548 

25. Annunziato F, Cosmi L, Liotta F, Lazzeri E, Manetti R, Vanini V, et  al. 
Phenotype, localization, and mechanism of suppression of CD4(+)CD25(+) 
human thymocytes. J Exp Med (2002) 196:379–87. doi:10.1084/jem.20020110 

26. Nagar M, Jacob-Hirsch J, Vernitsky H, Berkun Y, Ben-Horin S, Amariglio N,  
et  al. TNF activates a NF-kappaB-regulated cellular program in human 
CD45RA- regulatory T  cells that modulates their suppressive function. 
J Immunol (2010) 184:3570–81. doi:10.4049/jimmunol.0902070 

27. Nguyen DX, Ehrenstein MR. Anti-TNF drives regulatory T  cell expansion 
by paradoxically promoting membrane TNF-TNF-RII binding in rheumatoid 
arthritis. J Exp Med (2016) 213:1241–53. doi:10.1084/jem.20151255 

28. Okubo Y, Mera T, Wang L, Faustman DL. Homogeneous expansion of human 
T-regulatory cells via tumor necrosis factor receptor 2. Sci Rep (2013) 3:3153. 
doi:10.1038/srep03153 

29. He X, Landman S, Bauland SC, van den Dolder J, Koenen HJ, Joosten I.  
A TNFR2-agonist facilitates high purity expansion of human low purity Treg 
cells. PLoS One (2016) 11:e0156311. doi:10.1371/journal.pone.0156311 

30. Okubo Y, Torrey H, Butterworth J, Zheng H, Faustman DL. Treg activation 
defect in type 1 diabetes: correction with TNFR2 agonism. Clin Transl Immu­
nology (2016) 5:e56. doi:10.1038/cti.2015.43 

31. Chen X, Yang Y, Zhou Q, Weiss JM, Howard OZ, McPherson JM, et al. Effective 
chemoimmunotherapy with anti-TGFbeta antibody and cyclophosphamide 
in a mouse model of breast cancer. PLoS One (2014) 9:e85398. doi:10.1371/
journal.pone.0085398 

32. Yan F, Du R, Wei F, Zhao H, Yu J, Wang C, et al. Expression of TNFR2 by 
regulatory T  cells in peripheral blood is correlated with clinical pathology 
of lung cancer patients. Cancer Immunol Immunother (2015) 64:1475–85. 
doi:10.1007/s00262-015-1751-z 

33. Govindaraj C, Scalzo-Inguanti K, Madondo M, Hallo J, Flanagan K, Quinn M,  
et  al. Impaired Th1 immunity in ovarian cancer patients is mediated by 
TNFR2+ Tregs within the tumor microenvironment. Clin Immunol (2013) 
149:97–110. doi:10.1016/j.clim.2013.07.003 

34. Tirosh I, Izar B, Prakadan SM, Wadsworth MH II, Treacy D, Trombetta JJ,  
et  al. Dissecting the multicellular ecosystem of metastatic melanoma by 
single-cell RNA-seq. Science (2016) 352:189–96. doi:10.1126/science.aad0501 

35. Govindaraj C, Tan P, Walker P, Wei A, Spencer A, Plebanski M. Reducing 
TNF receptor 2+ regulatory T  cells via the combined action of azacitidine 
and the HDAC inhibitor, panobinostat for clinical benefit in acute myeloid 
leukemia patients. Clin Cancer Res (2014) 20:724–35. doi:10.1158/1078-0432.
CCR-13-1576 

36. Govindaraj C, Madondo M, Kong YY, Tan P, Wei A, Plebanski M. 
Lenalidomide-based maintenance therapy reduces TNF receptor 2 on CD4 
T  cells and enhances immune effector function in acute myeloid leukemia 
patients. Am J Hematol (2014) 89:795–802. doi:10.1002/ajh.23746 

37. Hu X, Li B, Li X, Zhao X, Wan L, Lin G, et al. Transmembrane TNF-alpha pro-
motes suppressive activities of myeloid-derived suppressor cells via TNFR2. 
J Immunol (2014) 192:1320–31. doi:10.4049/jimmunol.1203195 

38. Ham B, Wang N, D’Costa Z, Fernandez MC, Bourdeau F, Auguste P, et al. TNF 
receptor-2 facilitates an immunosuppressive microenvironment in the liver to 
promote the colonization and growth of hepatic metastases. Cancer Res (2015) 
75:5235–47. doi:10.1158/0008-5472.CAN-14-3173 

39. Hamilton KE, Simmons JG, Ding S, Van Landeghem L, Lund PK. Cytokine induc-
tion of tumor necrosis factor receptor 2 is mediated by STAT3 in colon cancer 
cells. Mol Cancer Res (2011) 9:1718–31. doi:10.1158/1541-7786.MCR-10-0210 

40. Nakayama S, Yokote T, Tsuji M, Akioka T, Miyoshi T, Hirata Y, et al. Expression 
of tumour necrosis factor-alpha and its receptors in Hodgkin lymphoma. Br 
J Haematol (2014) 167:574–7. doi:10.1111/bjh.13015 

41. Rauert H, Stuhmer T, Bargou R, Wajant H, Siegmund D. TNFR1 and TNFR2 
regulate the extrinsic apoptotic pathway in myeloma cells by multiple mecha-
nisms. Cell Death Dis (2011) 2:e194. doi:10.1038/cddis.2011.78 

42. Wang J, Al-Lamki RS. Tumor necrosis factor receptor 2: its contribution to 
acute cellular rejection and clear cell renal carcinoma. Biomed Res Int (2013) 
2013:821310. doi:10.1155/2013/821310 

43. Torrey H, Butterworth J, Mera T, Okubo Y, Wang L, Baum D, et al. Targeting 
TNFR2 with antagonistic antibodies inhibits proliferation of ovarian cancer 
cells and tumor-associated Tregs. Sci Signal (2017) 10:eaaf8608. doi:10.1126/
scisignal.aaf8608 

44. Nie Y, He J, Shirota H, Trivett AL, Yang D, Klinman DM, et al. Blockade of 
TNFR2 signaling enhances the immunotherapeutic effect of CpG ODN in 
a mouse model of colon cancer. Sci Signal (2018) 11:eaan0790. doi:10.1126/
scisignal.aan0790 

45. Choi H, Lee Y, Park H, Oh DS. Discovery of the inhibitors of tumor necrosis 
factor alpha with structure-based virtual screening. Bioorg Med Chem Lett 
(2010) 20:6195–8. doi:10.1016/j.bmcl.2010.08.116 

46. Chan DS, Lee HM, Yang F, Che CM, Wong CC, Abagyan R, et al. Structure-
based discovery of natural-product-like TNF-alpha inhibitors. Angew Chem 
Int Ed Engl (2010) 49:2860–4. doi:10.1002/anie.200907360 

47. Ma L, Gong H, Zhu H, Ji Q, Su P, Liu P, et al. A novel small-molecule tumor 
necrosis factor alpha inhibitor attenuates inflammation in a hepatitis mouse 
model. J Biol Chem (2014) 289:12457–66. doi:10.1074/jbc.M113.521708 

48. Takasaki W, Kajino Y, Kajino K, Murali R, Greene MI. Structure-based 
design and characterization of exocyclic peptidomimetics that inhibit TNF 
alpha binding to its receptor. Nat Biotechnol (1997) 15:1266–70. doi:10.1038/
nbt1197-1266 

49. Chen S, Feng Z, Wang Y, Ma S, Hu Z, Yang P, et al. Discovery of novel ligands 
for TNF-alpha and TNF receptor-1 through structure-based virtual screening 
and biological assay. J Chem Inf Model (2017) 57:1101–11. doi:10.1021/acs.
jcim.6b00672 

50. Cao Y, Li YH, Lv DY, Chen XF, Chen LD, Zhu ZY, et al. Identification of a 
ligand for tumor necrosis factor receptor from Chinese herbs by combination 
of surface plasmon resonance biosensor and UPLC-MS. Anal Bioanal Chem 
(2016) 408:5359–67. doi:10.1007/s00216-016-9633-6 

51. Van Der Spoel D, Lindahl E, Hess B, Groenhof G, Mark AE, Berendsen HJ.  
GROMACS: fast, flexible, and free. J Comput Chem (2005) 26:1701–18. 
doi:10.1002/jcc.20291 

52. Kumari R, Kumar R; Open Source Drug Discovery Consortium, Lynn A. 
g_mmpbsa – a GROMACS tool for high-throughput MM-PBSA calculations. 
J Chem Inf Model (2014) 54:1951–62. doi:10.1021/ci500020m 

53. Sanderson K. Databases aim to bridge the East-West divide of drug discovery. 
Nat Med (2011) 17:1531. doi:10.1038/nm1211-1531a 

54. Yang SC, Chang SS, Chen HY, Chen CY. Identification of potent EGFR inhi-
bitors from TCM Database@Taiwan. PLoS Comput Biol (2011) 7:e1002189. 
doi:10.1371/journal.pcbi.1002189 

55. Sun Y, Zhou H, Zhu H, Leung SW. Ligand-based virtual screening and inductive 
learning for identification of SIRT1 inhibitors in natural products. Sci Rep (2016)  
6:19312. doi:10.1038/srep19312 

56. Chang SS, Huang HJ, Chen CY. High performance screening, structural and 
molecular dynamics analysis to identify H1 inhibitors from TCM Database@
Taiwan. Mol Biosyst (2011) 7:3366–74. doi:10.1039/c1mb05320e 

57. Schrödinger Release 2017­4. New York, NY: Glide, Schrödinger, LLC (2017).
58. Reed C, Fu ZQ, Wu J, Xue YN, Harrison RW, Chen MJ, et al. Crystal structure 

of TNF-alpha mutant R31D with greater affinity for receptor R1 compared 
with R2. Protein Eng (1997) 10:1101–7. doi:10.1093/protein/10.10.1101 

Conflict of Interest Statement: The authors declare that the research was con-
ducted in the absence of any commercial or financial relationships that could be 
construed as a potential conflict of interest.

Copyright © 2018 Shaikh, He, Bhadra, Chen and Siu. This is an open­access article 
distributed under the terms of the Creative Commons Attribution License (CC BY).  
The use, distribution or reproduction in other forums is permitted, provided the 
original author(s) and the copyright owner are credited and that the original publi­
cation in this journal is cited, in accordance with accepted academic practice. No use, 
distribution or reproduction is permitted which does not comply with these terms.

https://www.frontiersin.org/Immunology/
https://www.frontiersin.org
https://www.frontiersin.org/Immunology/archive
https://doi.org/10.1182/blood-2010-09-307041
https://doi.org/10.1016/j.autrev.2015.05.007
https://doi.org/10.4049/jimmunol.0903548
https://doi.org/10.1084/jem.20020110
https://doi.org/10.4049/jimmunol.0902070
https://doi.org/10.1084/jem.20151255
https://doi.org/10.1038/srep03153
https://doi.org/10.1371/journal.pone.0156311
https://doi.org/10.1038/cti.2015.43
https://doi.org/10.1371/journal.pone.0085398
https://doi.org/10.1371/journal.pone.0085398
https://doi.org/10.1007/s00262-015-1751-z
https://doi.org/10.1016/j.clim.2013.07.003
https://doi.org/10.1126/science.aad0501
https://doi.org/10.1158/1078-0432.CCR-13-1576
https://doi.org/10.1158/1078-0432.CCR-13-1576
https://doi.org/10.1002/ajh.23746
https://doi.org/10.4049/jimmunol.1203195
https://doi.org/10.1158/0008-5472.CAN-14-3173
https://doi.org/10.1158/1541-7786.MCR-10-0210
https://doi.org/10.1111/bjh.13015
https://doi.org/10.1038/cddis.2011.78
https://doi.org/10.1155/2013/821310
https://doi.org/10.1126/scisignal.aaf8608
https://doi.org/10.1126/scisignal.aaf8608
https://doi.org/10.1126/scisignal.aan0790
https://doi.org/10.1126/scisignal.aan0790
https://doi.org/10.1016/j.bmcl.2010.08.116
https://doi.org/10.1002/anie.200907360
https://doi.org/10.1074/jbc.M113.521708
https://doi.org/10.1038/nbt1197-1266
https://doi.org/10.1038/nbt1197-1266
https://doi.org/10.1021/acs.jcim.6b00672
https://doi.org/10.1021/acs.jcim.6b00672
https://doi.org/10.1007/s00216-016-9633-6
https://doi.org/10.1002/jcc.20291
https://doi.org/10.1021/ci500020m
https://doi.org/10.1038/nm1211-1531a
https://doi.org/10.1371/journal.pcbi.1002189
https://doi.org/10.1038/srep19312
https://doi.org/10.1039/c1mb05320e
https://doi.org/10.1093/protein/10.10.1101
https://creativecommons.org/licenses/by/4.0/

	TNF Receptor Type II as an Emerging Drug Target for the Treatment of Cancer, Autoimmune Diseases, and Graft-Versus-Host Disease: Current Perspectives and In Silico Search for Small Molecule Binders
	Introduction
	TNFR2 Agonists Stimulate the Expansion and Activation of Tregs
	TNFR2 Antagonists Inhibit the Suppressive Activity of Tregs
	Virtual Screening of Small Molecules Targeting TNFR2
	Future Perspectives
	Author Contributions
	Funding
	Supplementary Material
	References


