
Citation: Basingab, F.S.; Alzahrani,

R.A.; Alrofaidi, A.A.; Barefah, A.S.;

Hammad, R.M.; Alahdal, H.M.;

Alrahimi, J.S.; Zaher, K.A.; Algiraigri,

A.H.; El-Daly, M.M.; et al.

Herpesvirus Entry Mediator as an

Immune Checkpoint Target and a

Potential Prognostic Biomarker in

Myeloid and Lymphoid Leukemia.

Biomolecules 2024, 14, 523. https://

doi.org/10.3390/biom14050523

Academic Editors: Y-h. Taguchi,

Hsiuying Wang and Undurti N. Das

Received: 13 March 2024

Revised: 18 April 2024

Accepted: 23 April 2024

Published: 27 April 2024

Copyright: © 2024 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 (https://

creativecommons.org/licenses/by/

4.0/).

biomolecules

Article

Herpesvirus Entry Mediator as an Immune Checkpoint Target
and a Potential Prognostic Biomarker in Myeloid and
Lymphoid Leukemia
Fatemah S. Basingab 1,2,* , Reem A. Alzahrani 1,2, Aisha A. Alrofaidi 1,2 , Ahmed S. Barefah 3,4 ,
Rawan M. Hammad 3, Hadil M. Alahdal 5, Jehan S. Alrahimi 1,2, Kawther A. Zaher 2,7,* , Ali H. Algiraigri 3,4,
Mai M. El-Daly 6,7 , Saleh A. Alkarim 1,8 and Alia M. Aldahlawi 1,2

1 Department of Biological Sciences, Faculty of Science, King Abdulaziz University, Jeddah 21859, Saudi Arabia
2 Immunology Unit, King Fahd Medical Research Center, King Abdulaziz University,

Jeddah 21859, Saudi Arabia
3 Hematology Department, Faculty of Medicine, King Abdulaziz University Hospital,

King Abdulaziz University, Jeddah 21859, Saudi Arabia
4 Hematology Research Unit, King Fahd Medical Research Center, King Abdulaziz University,

Jeddah 21859, Saudi Arabia
5 Department of Biology, Faculty of Science, Princes Nourah bint Abdulrahman University,

Riyadh 11671, Saudi Arabia
6 Special Infectious Agents Unit-BSL3, King Fahd Medical Research Center, King Abdulaziz University,

Jeddah 21859, Saudi Arabia
7 Department of Medical Laboratory Sciences, Faculty of Applied Medical Sciences, King Abdulaziz University,

Jeddah 21859, Saudi Arabia
8 Embryonic Stem Cells Research Unit and Embryonic and Cancer Stem Cells Research Group,

King Fahd Medical Research Center, King Abdulaziz University, Jeddah 21859, Saudi Arabia
* Correspondence: fbaseqab@kau.edu.sa (F.S.B.); kzaher@kau.edu.sa (K.A.Z.)

Abstract: Herpesvirus entry mediator (HVEM) is a molecular switch that can modulate immune
responses against cancer. The significance of HVEM as an immune checkpoint target and a potential
prognostic biomarker in malignancies is still controversial. This study aims to determine whether
HVEM is an immune checkpoint target with inhibitory effects on anti-tumor CD4+ T cell responses
in vitro and whether HVEM gene expression is dysregulated in patients with acute lymphocytic
leukemia (ALL). HVEM gene expression in tumor cell lines and peripheral blood mononuclear
cells (PBMCs) from ALL patients and healthy controls was measured using reverse transcription-
quantitative polymerase chain reaction (RT-qPCR). Tumor cells were left untreated (control) or were
treated with an HVEM blocker before co-culturing with CD4+ T cells in vitro in a carboxyfluorescein
succinimidyl ester (CFSE)-dependent proliferation assay. HVEM expression was upregulated in
the chronic myelogenous leukemia cell line (K562) (FC = 376.3, p = 0.086) compared with normal
embryonic kidney cells (Hek293). CD4+ T cell proliferation was significantly increased in the HVEM
blocker-treated K562 cells (p = 0.0033). Significant HVEM differences were detected in ALL PBMCs
compared with the controls, and these were associated with newly diagnosed ALL (p = 0.0011) and
relapsed/refractory (p = 0.0051) B cell ALL (p = 0.0039) patients. A significant differentiation between
malignant ALL and the controls was observed in a receiver operating characteristic (ROC) curve
analysis with AUC = 0.78 ± 0.092 (p = 0.014). These results indicate that HVEM is an inhibitory
molecule that may serve as a target for immunotherapy and a potential ALL biomarker.

Keywords: herpesvirus entry mediator; acute lymphocytic leukemia; co-inhibitory molecules;
immune checkpoint blockade; CD4+ T cells; immune checkpoint receptor

1. Introduction

A breakthrough in immunotherapy against cancers has occurred with the invention
of immune checkpoint blockade (ICB). ICB-based therapy can revive anti-tumor immune
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responses. The success of ICB in cancer treatment relies primarily on programmed cell
death protein 1 (PD-1) and cytotoxic T-lymphocyte-associated protein 4 (CTLA-4) [1].
However, limited response rates of cancer patients to PD-1 and CTLA-4 blockade have been
reported [2]. The effectiveness of these blockades is seen only with PD-1+ and CTLA-4+

cancer patients. In addition, complete resistance to ICB-based therapy has been exhibited
in different types of cancer [3]. Therefore, the identification of a new immune checkpoint
target in ICB-based cancer therapy is required.

Herpesvirus entry mediator (HVEM) and its ligand B- and T-lymphocyte attenuator
(BTLA) have been proposed as promising future targets for cancer immunotherapy. HVEM
is a tumor necrosis factor receptor (TNFR) superfamily member associated with the expand-
ing family of immunological checkpoint molecules [4]. It can be a co-stimulatory molecule
upon engagement with TNFR LIGHT or lymphotoxin-α [5,6], or a suppressive molecule
through interaction with the Ig superfamily (BTLA) [7,8]. Hence, HVEM is described as
a molecular switch based on the associated ligand [9,10]. HVEM is expressed in various
host cells and contributes to immune homeostasis. It has a broader expression than the
well-known PD-1, which is approved for cancer immunotherapy targets [11]. Further,
peripheral blood mononuclear cells (PBMCs) of breast cancer patients express the HVEM
gene in similar levels to the approved target immunotherapy CTLA-4 [12].

In cancer, HVEM upregulation has been reported in various tumor cell lines and clini-
cal tumor tissue, including breast and esophageal cancer, chronic lymphocytic leukemia,
and melanoma [7,13–15]. HVEM gene expression is proposed to be a promising prognostic
marker in metastatic melanomas when expressed on melanoma cells to interact with BTLA
on tumor-infiltrating lymphocytes (TILs) [11]. In myeloid and lymphoid disorders, one
of seven acute myeloid leukemia (AML) cell lines exhibits HVEM expression. Leukemias
of myeloid origin have been commonly classified as having low levels of HVEM expres-
sion [16,17]. The transformation of chronic myeloid leukemia (CML) into acute lymphoid
leukemia (ALL) has been reported in 20–30% of cancer patients during the terminal blast
crisis stage, in which more than 20% blasts are present in the patients’ peripheral blood
and bone marrow [18].

HVEM has been shown to participate in tumor progression and the evasion of im-
munosurveillance. For example, HVEM expression is linked to reducing tumor-infiltrating
lymphocytes (TILs), affecting anti-tumor immune responses [11]. Anti-HVEM monoclonal
antibody (anti-HVEM18-10), which preferentially blocks HVEM engagement with BTLA,
has improved the immune responses of γδ-T cells against lymphoma [19,20]. Administer-
ing anti-HVEM18-10 in prostate tumor-bearing mice in vivo showed a twofold reduction
in tumor growth and reconstituted human T cells [21]. Nevertheless, no previous study
has examined HVEM blocker in leukemia. Instead, an anti-BTLA monoclonal antibody has
been shown to deplete chronic lymphocytic leukemia (CLL) and boost natural killer (NK)
cell-mediated responses ex vivo by increasing IFN-γ production and cytotoxic capability in
antibody-dependent cytotoxicity (ADCC). Although BTLA is upregulated in CLL, HVEM
is downregulated in both NK and leukemic cells in patients with CLL associated with
advanced Rai/Binet stage [22]. Other researchers, however, found HVEM to enhance both
tumor regression and anti-tumor responses. Investigations have demonstrated that HVEM
overexpression increases the survival incidence of pancreatic and bladder tumors [23–25].
Chemotherapy with adoptive cells using CD8+ BTLA+ TILs results in better clinical out-
comes for managing melanoma through an increased response to IL-2. The ligation of
BTLA with HVEM has been shown to activate the Akt/PKB pathway, thus preventing the
apoptosis of CD8+ BTLA+ TILs [26]. Two important themes that emerge from the studies
discussed are that HVEM either encourages tumor progression by inhibiting anti-tumor
immune responses or favors tumor regression by enhancing anti-tumor immunity. The
extent to which HVEM acts in leukemia remains uncertain.

Numerous studies have focused on acute myeloid leukemia (AML); however, only
a few have examined acute lymphocytic leukemia (ALL). The use of HVEM blockade
against leukemia has yet to be investigated. The clinical significance of HVEM as an
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immune checkpoint target with a potential prognostic marker in malignant tumors has
been hypothesized in various cancers, but not in ALL. Therefore, the aim of this study is to
determine whether HVEM has an inhibitory effect on anti-tumor CD4+ T cell responses
in vitro and whether HVEM gene expression is dysregulated in patients with ALL. We
hypothesize that tumor-expressing HVEM can inhibit the proliferation of CD4+ T cells
in vitro and that HVEM gene expression is a prognostic biomarker upregulated in ALL.

2. Materials and Methods
2.1. Study Design

To determine whether HVEM has an inhibitory effect on anti-tumor CD4+ T cell
responses in vitro, an experimental approach was employed in three stages. First, the
expression of the HVEM gene and surface protein were measured in various tumor cell
lines in vitro, resulting in the selection of tumor cell lines that expressed the highest HVEM.
CD4+ T cells were then isolated from healthy donors. Last, the HVEM+ tumor cells were
treated with HVEM blockade before being co-cultured with CD4+ T cells. The proliferation
of CD4+ T cells in response to HVEM blockade-treated and untreated tumor cells was
measured via a CFSE-dependent assay.

To ascertain whether HVEM gene expression is dysregulated in patients with ALL,
reverse transcription-quantitative polymerase chain reaction (RT-qPCR) was utilized on
RNA isolated from malignant ALL patients and non-malignant healthy controls. Cor-
relations between HVEM gene expression and clinicopathological data were conducted.
Further, receiver operating characteristic (ROC) curve analysis was performed to evaluate
the diagnostic ability of HVEM gene expression to discriminate between malignant ALL
and non-malignant healthy controls.

2.2. In Vitro Tumor and Healthy Control Cell Lines

To examine the effect of HVEM-expressing tumor cells on T cell proliferation in vitro,
it is important to determine the expression of HVEM in different tumor cell lines. Variations
in gene expression have been detected between an adherent and a non-adherent cell
suspension of Hek293 after transcriptomic, genomic, and metabolic gene analysis, which are
associated with cell membrane proteins [27]. As HVEM is a surface protein, two adherent
tumor cell lines, breast cancer (MCF-7) and hepatocellular carcinomas (HepG2) and non-
adherent chronic myelogenous leukemia (CML) (K562), were also utilized. An embryonic
immobilized kidney cell line (Hek293) served as a healthy control [28]. All cell lines were
obtained from the Immunology Unit at King Fahd Medical Research Center (KFMRC).
Tumor cells were grown, and passaged in RPMI media, as previously described [29]. All cell
lines were propagated in RPMI-1640 supplemented with 10% FBS, 100 units/mL penicillin,
and 100 µg/mL streptomycin at 37 ◦C in a 5% CO2 incubator.

2.3. CFSE CD4+ T Cell Proliferation in Response to HVEM Blocker-Treated and Untreated Tumor
Cells In Vitro

To examine the proliferation of CD4+ T cells in response to HVEM+ tumor cells,
CD4+ T cells were isolated from the peripheral blood of healthy individuals by the Roaya
Unit at King Fahd Medical Research Center (KFMRC). Blood samples were collected in
ethylenediaminetetraacetic acid (EDTA) tubes (BRT; Qiagen, Inc., Manchester, UK). PBMCs
were prepared as previously shown in a published article [29]. An amount of 14–16 mL
of a whole blood sample with approximately 15.7 × 106 PBMC cells was collected using
Lymphoprep density gradient medium (Stem Cell Technologies, Vancouver, BC, Canada),
then CD4+ T cells were purified from PBMCs using CD4 Miltenyi beads (Miltenyi Biotec,
Gaithersburg, MD, USA) following the manufacturer’s instructions. Purified CD4+ T cells
were labeled with carboxyfluorescein succinimidyl ester (CFSE: BioLegend, San Diego, CA,
USA) in the dark for 20 min at room temperature according to the instructions before being
washed and used in co-culturing with tumor cells [30].
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K562 and Hek293 cells were either treated or left untreated with 20 ng/100 µL of
HVEM-TNFRSF14 antibody blocking peptide (NBP1-76690PEP) (Novus Biologicals, Cen-
tennial, CO, USA). The peptide product is purified and corresponds to the immunogen
sequence of the corresponding antibody. HVEM blocker was prepared according to the
manufacturer’s instructions and added to 1 × 105 of either K562 or Hek293 for 2 h before be-
ing washed and seeded in two separate six-well plates. Next, 1 × 106 CFSE-labeled CD4+ T
cells were added. The plates were incubated for 72 h at 37 ◦C in a 5% CO2 incubator [29–31].

2.4. Flow Cytometry

To determine the purity of the CD4+ T cells isolated from PBMCs, the CD4+ T cells
were stained with anti-CD4 and anti-CD8 monoclonal antibodies (mAbs) (Bio-Legend,
San Diego, CA, USA). Purified CD4+ T cells, collected after MACS separation or at the
end of co-culturing with tumor cells, were treated with Fc blocker at room temperature
for 15 min. Next, the T cells were stained with anti-CD4-PE-Cy7 and anti-CD8-APC-Cy7
mAbs (BioLegend, USA) for 30 min at 4 ◦C before being washed. The CD4+ T cells were
then stained with 7AAD to exclude any dead cells. The tumor cells were stained with
anti-HVEM-PE (Bio-Legend, USA) to ascertain the levels of HVEM surface protein. The
stained cells were run on BD FACSAriaTM III flow cytometry (Becton Dickinson, Franklin
Lakes, NJ, USA) according to published studies [29,32]. Data were then analyzed using
FlowJoTM version 10 software (Becton Dickinson, USA).

2.5. Study Subjects

Blood samples from 23 patients with acute lymphocytic leukemia (ALL) and 10 non-
malignant healthy controls were obtained between 2021 and 2023 from the Department of
Hematology at King Abdulaziz University Hospital (KAUH), Jeddah, Saudi Arabia. ALL
blood samples were collected from the following: 1. newly diagnosed patients before start-
ing treatment, 2. patients in the remission phase, and 3. patients in the relapse/refractory
phase. All participants or legal guardians were informed of the objective of the study
and were required to sign a consent form before participating in the study. An amount
of 3–5 mL of peripheral blood samples was collected into EDTA tubes using PAXgene™
blood RNA tubes (BRT; Qiagen, Inc.) according to the manufacturer’s instructions [12].
The collected blood samples were stored at −80 ◦C and used for RNA extraction. Ethical
approval number HA-02-J-008 (Reference No. 512/21) was granted from the Biomedical
Ethics Research Committee of KAUH, Jeddah, Saudi Arabia.

2.6. Reverse Transcription-Quantitative PCR (RT-qPCR)

To measure HVEM gene expression from the tumor cells and blood samples, total
RNA was extracted from the tumor cultures using RNAbler Cells and Tissue Kit (Haven
Scientific, Thuwal, Saudi Arabia) and from blood samples using (Qiagen, Inc., UK), as per
the manufacturer’s instructions. The concentration and purity of the RNA samples were
checked using a NanoDrop 2000c spectrophotometer (Thermo Fisher Scientific, Waltham,
MA, USA) at a 260/280 ratio ~2 and a 260/230 ratio ~2.2. All steps in this protocol were
carried out at room temperature.

A QuantiTect Reverse Transcription Kit (Qiagen, Inc.) was utilized to prepare cDNA
from the required RNA template of interest, as per the manufacturer’s protocol. The cDNA
product was stored at −20 ◦C for downstream gene expression analysis.

RT-qPCR was used to evaluate the expression levels of HVEM in three tumor cell lines
and a healthy control sample. Primers targeting these genes were designed using NCBI
gene databases and the Primer3Web tool. The primer sequence was as follows:

HVEM: (F) acttctgcatcgtccaggac, (R) tctggtgctgacattcctcc,
GAPDH: (F) agaacgggaagcttgtcatc, (R) ggcagagatgatgacccttt.
The relative gene expression levels were adjusted using the internal reference house-

keeping gene glyceraldehyde 3-phosphate dehydrogenase (GAPDH). The samples were
processed in duplicate in a 96-well plate using BioFact™ 2X Real-Time PCR Master Mix
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SYBR Green and a Real-Time PCR device (Thermo Fisher Scientific, Inc.) according to
the manufacturer’s instructions. RT-qPCR was conducted using a single initial cycle of
30 s at 95 ◦C, followed by 40 amplification cycles of 15 s at 98 ◦C and 30 s at 60 ◦C. The
amplified products were verified at the end of each cycle, and their purity was determined
by analyzing the melting curves. Relative expression was quantified using the comparative
Ct method (2−∆∆Ct) [33,34].

2.7. Statistical Analysis

IBM SPSS Statistics 27.0.1.0 software and GraphPad Prism 10.0.3 (GraphPad Software,
Inc., La Jolla, CA, USA) were used for statistical analyses of the relative gene expression of
HVEM, where p ≤ 0.05 was considered statistically significant. Non-parametric tests were
chosen based on whether the included variables are categorical or have a skewed distri-
bution, accordingly. Any significant changes in gene expression between non-malignant
controls and ALL samples were noted using an unpaired two-tailed t-test. Additionally,
a one-way ANOVA (two-tailed Mann–Whitney and Kruskal–Wallis tests) was applied to
select the parameters to compare among the three groups. The results are presented as the
mean ± standard error of the mean (SEM). To examine the sensitivity and specificity of
HVEM as a possible biomarker, receiver operating characteristic (ROC) curves were plotted
using their expression values (2−∆∆Cq) in malignant ALL and non-malignant controls.
p ≤ 0.05 was considered to indicate a statistically significant difference [30,35].

3. Results
3.1. HVEM Gene Expression and HVEM Surface Protein Are Upregulated in Different Cancer
Cell Lines In Vitro

To examine the effect of HVEM blocker on HVEM-expressing tumor cells and on
the proliferation of T cells in vitro, the expression of HVEM was measured in different
tumor cells. In this study, the following three different tumor cell lines were utilized: breast
cancer (MCF-7), hepatocellular carcinomas (HepG2), and chronic myelogenous leukemia
(CML) (K562), along with human embryonic kidney (Hek293), which served as a healthy
control indicator. MCF-7, HepG2, and Hek293 are adherent cells, whereas K562 are cells
that grow in suspension. The cell morphology and HVEM expression at the gene and
surface protein levels were investigated. Under high-magnification light microscopy, MCF-
7 cells appeared elongated with a large and centered nucleus compared with HepG2 cells,
which are epithelial-like cells with sharp ends. K562 leukemia cells have a shiny rounded
shape, and Hek293 cells are spheroidal in shape (Figure 1). The results in Table 1 show an
upregulation of HVEM gene expression in the three cancer cell lines, MCF-7, HepG2, and
K562, compared with the healthy control Hek293 cells with fold changes (FCs) of 1.8, 2.3,
and 376, respectively. Leukemic cell line K562 showed the highest degree of upregulation
of HVEM with an FC of 376 (p = 0.086) compared with the healthy control Hek293. In
addition, HVEM surface protein expression was measured using flow cytometry. The
surface expression of HVEM protein is represented as the percentage of HVEM+ cells and
the mean of fluorescence intensity (MFI). The percentages of HVEM-positive cells were
around 8%, 21%, and 11% of MCF-7, HepG2, and K562, respectively, compared with 1% of
HVEM+ on Hek293 cells. The MFI equaled 56, 62, and 146 on MCF-7, HepG2, and K562,
respectively, compared with their unstained controls, and an MFI of 40 was detected on
Hek293. Although 1% of K562 was HVEM+ cells, there was a distinct separation between
the unstained and HVEM-stained cells, and the highest HVEM MFI was detected on K562.
Based on these findings, K562 and Hek293 cells were chosen for further investigations.
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Figure 1. Light microscopy images and the expression of herpesvirus entry mediator (HVEM) surface
protein on breast cancer (MCF-7), hepatocellular carcinomas (HepG2), chronic myelogenous leukemia
(K562), and human embryonic kidney (Hek293) cells. The left column represents the microscope and
a magnification of 100 pt using NIS-Elements F 4.00.00 software (Nikon Instruments, USA) under a
light microscope (Nikon Eclipse, Fujisawa, Japan). Data collected from four separate experiments
represents cell proliferation, morphology, and attachment nature. The right column shows histogram
graphs representing the measurements of HVEM expression after staining with anti-HVEM-PE. The
dotted-line histograms show the unstained control cells, whereas the line histograms represent the
HVEM-stained cells. The numbers at the top of each histogram indicate the MFI of the unstained
(left) and HVEM-PE (right). The number in the middle represents the percentage of HVEM-positive
cells. The results were collected from two wells in three separate experiments. Magnification: 100 pt.
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Table 1. The relative gene expression level of HVEM, normalized to the housekeeping gene GAPDH,
is represented as a fold change.

Cell Type HVEM Ct
Mean

GAPDH Ct
Mean ∆Ct ∆∆Ct Fold Change

(FC)

MCF-7 32.486 21.885 10.602 −0.854 1.8

HepG2 33.60 23.223 10.230 −1.225 2.3

K562 25.268 22.368 2.900 −8.556 376.3 *

Hek293 33.230 21.774 11.456 0 1
A non-parametric pair-wise comparison among the four cell line groups was tested using SPSS software, and
a biologically significant increase in gene expression was determined between K562 and Hek293 (* indicates
significancy, p = 0.086).

3.2. CD4+ T Cell Proliferation in Response to HVEM Blocker-Treated and Untreated Tumor Cells
In Vitro

To examine the effect of blocking HVEM expressed by K562 cells on the proliferation
of T cells in vitro, it was essential to purify the CD4+ T cells from the PBMCs obtained from
the blood samples of healthy donors using MACS CD4 beads. Following the CD4 bead
enrichment process, 6.72 × 106 CD4+ T cells were collected, representing approximately
42% of the PBMCs. Similar results were observed based on the flow cytometric analysis
data with anti-CD4+ and anti-CD8+ mAbs, which showed that CD4+ T cells represented
39–45% of the PBMCs and the CD4+ purity yield reached around 80% post-selection
(Supplementary Figure S1). Purified CD4+ T cells were then labeled with CFSE, with a loss
of CFSE indicating the division of T cells.

HVEM+ K562 cells and HVEM− Hek293 were treated first with 20 ng/100 µL of
HVEM blocker using 1 × 105 cells for 2 h before being washed and then co-cultured with
CFSE-labeled CD4+ T cells at a ratio of one tumor or healthy control cell to ten CFSE
CD4+ T cells. The results showed that HVEM+ K562 tumor cells expanded normally when
they were cultured alone or co-cultured with CFSE CD4+ T cells without HVEM blocker
treatment of the tumor cells. In contrast, the number of tumor cells reduced significantly
when HVEM+ K562 cells were treated with the HVEM blocker before being co-cultured
with CFSE CD4+ T cells (Figure 2, left column). In the Hek293 cultures, the cells appeared
similar when the Hek293 cells were grown alone or with CFSE CD4+ T cells post-Hek293
cell treatment with HVEM blocker (Figure 2, right column). These results indicated that
the HVEM blocker at the used concentration of 20 ng/100 µL was not toxic because the
healthy control Hek293 cells grew normally after HVEM blocker treatment. The reduction
in HVEM+ K562 cells was investigated further using flow cytometric analysis.

The proliferation of CFSE CD4+ T cells in response to HVEM blocker-treated and
untreated HVEM+ K562 or HVEM− Hek293 is shown in Figure 3. Approximately 11%
of CFSE CD4+ T cells reached the fifth division after 72 h of incubation when the CD4+

T cells were cultured with HVEM+ K562. Treating HVEM+ K562 with an HVEM blocker
before co-culturing increased the loss of CFSE, and approximately 20% of CFSE CD4+

T cells reached the fifth division, indicating that blocking HVEM enhanced the T cell
proliferation (Figure 3A, bottom). No differences were reported in the CFSE CD4+ T cell
proliferation when co-cultured with HVEM blocker-treated or untreated HVEM− Hek293
(Figure 3B, bottom).
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Figure 2. Light microscopic images of K562 (left) and Hek293 (right): (A) alone, (B) HVEM untreated
cells with CFSE CD4+ T cells at one tumor or normal to ten T cells, or (C) HVEM blocker treated cells
with CFSE CD4+ T cells after K562 and Hek293 for 72 h of incubation. Data are representative of
three separate experiments. Magnification: 100 µm.

For cell viability, 75% of HVEM+ K562 tumor cells remained alive after co-culturing
with CFSE CD4+ T cells as a result of not treating them with an HVEM blocker. However,
only 10% of the same cells remained alive after co-culturing with CFSE CD4+ T cells upon
the treatment of cells with an HVEM blocker before co-culturing (Figure 3A, top). This
reduction in cell viability was not detected on HVEM− Hek293 where the cells remained
alive after co-culturing with CFSE CD4+ T cells in both HVEM blocker-treated and untreated
Hek293 cells (Figure 3B, top).
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Figure 3. Proliferation of CFSE-labeled CD4+ T cells in response to (A) K562 tumor cells or (B) Hek293
healthy control cells without HVEM blocker treatment (left column), or after K562 and Hek293
treatment with HVEM blocker (middle column); and non-proliferated CFSE CD4+ T cells (right
column) after 72 h of incubation at 37 ◦C. Data are representative of two separate experiments.
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To validate the proliferation of CFSE CD4+ T cells results, the mean fluorescence
intensity (MFI) of CFSE was measured in the CD4+ T cells when co-cultured with the K562
or Hek293 cells that had been either left untreated or treated with 20 ng/µL of HVEM
blocker. There was a significant reduction in the MFI of CFSE CD4+ T cells with the HVEM
blocker-treated K562 (MFI = 116.5 ± 1.18) compared with the HVEM blocker untreated
K562 (MFI = 136 ± 1.18) with p = 0.0033, indicating a higher proliferation of CD4+ T
cells in response to HVEM blocker-treated K562 cells. No significant differences were
detected in the co-culturing with HVEM blocker-treated and untreated healthy control
Hek293 (Figure 4).
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Figure 4. Mean ± SD of fluorescence intensity of CFSE-labeled CD4+ T cells before proliferation on
day zero and after 72 h of incubation with either K562 tumor cells or with Hek293 normal cells that
were left untreated or treated with 20 ng HVEM blocker. Cells were cultured at a ratio of one tumor
or normal cell to ten CFSE CD4+ T cells. ** indicates strong significant differences between groups
with p = 0.0033, whereas “ns” indicates no significant differences with p = 0.5918. The results were
collected from three separate experiments.

3.3. Elevated HVEM Gene Expression in Acute Lymphocytic Leukemia (ALL)

To measure the gene expression of HVEM in the PBMCs of cancer patients, 23 blood
samples were collected from ALL patients and compared with 10 non-malignant healthy
controls. Table 2 shows the baseline characteristics of the ALL and healthy control subjects.
The results show a significantly higher expression of HVEM among the ALL patients
compared with the non-malignant healthy controls (p = 0.0064) (Figure 5A). In addition,
significance was noted among the newly diagnosed ALL patients and those in the re-
lapse/refractory stage (p = 0.0011 and p = 0.0051, respectively) (Figure 5B). Moreover, the
significant differences in HVEM expression between the non-malignant controls and the
ALL patients are associated with the B-ALL type (p = 0.0039). In contrast, no significant
HVEM expression differences were reported between the non-malignant controls and the
pre-B-ALL or T-ALL patients (Figure 5C). A ROC curve analysis showed that HVEM ex-
pression allowed significant differences between the patients with malignant ALL and the
non-malignant healthy controls, with an area under the curve (AUC) equal to 0.78 ± 0.092
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(p = 0.014) (Figure 6A). In addition, a significant difference value of AUC = 0.89 ± 0.088
(p = 0.013) was calculated among the patients with newly diagnosed ALL and the non-
malignant healthy controls (Figure 6B). Unlike with the ALL patients in the remission
phase, the discriminatory power of the AUC test is of limited diagnostic value, with an
AUC value equal to 0.65 ± 0.111, indicating non-significance (p = 0.198) (Figure 6C). More-
over, an AUC value of 0.78 ± 0.098 (p = 0.036) was obtained among the ALL patients in
the relapse/refractory phase and the non-malignant healthy controls (Figure 6D). This
indicates perfect diagnostic accuracy, which is clinically useful, and the result is highly sig-
nificant (p = 0.04). These results suggest that HVEM at the gene levels may act as a potential
biomarker for malignant ALL in the newly diagnosed and relapsed/refractory phases.

Table 2. Baseline characteristics of acute lymphocytic leukemia (ALL) and non-malignant healthy
control subjects.

Total Non-Malignant Malignant

Parameters Mean ±
SEM Median IQR Mean ±

SEM Median IQR Mean ±
SEM Median IQR

Number of participants,
n (%) 33 (100) 10 (30) 23 (70)

Gender - 6 Female (60%),
4 Male (40%) 13 Female (57%), 10 Male (43%)

Age (years) 17 ± 3 12 21.25 35 ± 3 38 12.5 8 ± 1.3 7 4

Initial WBC count
(unit) - - - - - - 74.13 ± 39 13.3 54.65

Disease status at study enrollment

Newly diagnosed Remission Relapse Refractory

3 (13%) 8 (35%) 10% (45%) 5 (22%)

Male Female Male Female Male Female Male Female

2 1 3 5 4 6 2 3
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Figure 5. Relative expression of HVEM gene in patients with malignant ALL compared with non-
malignant healthy controls. RNA from PBMCs were isolated, RT-qPCR determined the gene expres-
sion of HVEM, and the expression of GAPDH was normalized. (A) represents HVEM expression in all
study subjects, 10 non-malignant controls and 23 malignant ALL patients, and ** shows significant
differences between groups with p = 0.0064 (using the Mann–Whitney multiple comparisons test).
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(B) shows the expression of HVEM in three ALL categories (newly diagnosed, remission, and
relapse/refractory) compared with the non-malignant control, and ** shows significant differences
between non-malignant and either freshly diagnosed groups with p = 0.0011 or relapse/refractory
with p = 0.0051 (using a one-way ANOVA multiple comparison test). (C) represents HVEM relative
expression in three types of ALL (pre-B-ALL, B-ALL, and T-ALL) compared with the non-malignant
controls, and ** shows significant differences between groups with p = 0.0039 (using a one-way
ANOVA multiple comparison test). In addition, “ns” represents non-significant between groups. All
statistical analyses were conducted using GraphPad Prism 10.0.3.
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Figure 6. Receiver operating characteristic curve for HVEM gene expression in patients with malig-
nant ALL compared with non-malignant healthy controls: (A) in all samples, (B) in newly diagnosed
ALL, (C) in remission ALL, and (D) in relapse/refractory. AUC, the area under the curve, values are
0.7762 (p = 0.0142), 0.8889 (p = 0.0133), 0.6543 (p = 0.1985), and 0.7472 (p = 0.0359), respectively, indi-
cating that HVEM is a potential biomarker in ALL patients, especially in newly diagnosed patients
and those in the relapse/refractory phase.

4. Discussion

Cancer immunotherapy has advanced rapidly with the inclusion of numerous ICBs ap-
proved against specific targets, such as ipilimumab, an inhibitor of CTLA-4, and nivolumab
and pembrolizumab, PD-1 inhibitors [3,36,37]. However, there are limitations associated
with these novel drugs, mainly adverse effects that emerge from systemic host immunosup-
pression, along with the resistance mechanism developed by the host immunity. In addition,
such ICBs are efficient for use with the subset of cancer patients who are CTLA-4-positive
and PD-1-positive [22].

HVEM is an immune checkpoint protein that, upon ligation with BTLA, regulates
the T cell immune response. Abnormal HVEM expression has been detected not only
in various host immune cells [9], but also in several types of cancers [13,23,24]. HVEM
expression is elevated in hepatocarcinoma [38], breast cancers [39], chronic lymphocytic
leukemia (CLL) [13], and prostate cancer [28]. In this study, the significant upregulation
of HVEM expression in leukemic cell lines in vitro at the gene and protein levels corrobo-
rated these earlier findings. These results differ from Duhen et al. (2004), who reported
HVEM downregulation in leukemic cells in patients with CLL; however, those results were
associated with advanced Rai/Binet stage [6]. The current study also found that higher
HVEM mRNA expression was associated with non-adherent leukemic cells, compared
with adherent breast cancer and hepatocellular carcinomas and healthy human embryonic
kidney (Hek293). In agreement with our study, previous studies have shown that HVEM is
expressed by A20 leukemia cells [40]. The variation in surface protein expression between
adherent and non-adherent Hek293 cells observed in an earlier study was associated with
cellular components, motility, and adhesion molecules [27]. However, no evidence relat-
ing to the differences in HVEM expression between adherent and non-adherent cells was
reported. Although Hek293 cells are immortalized human embryonic kidney cells, they
were used as a healthy control in our study because they showed zero ∆∆Ct of HVEM gene
expression. The low HVEM expression levels on Hek293 were noted previously because
these cells were transfected with recombinant HVEM plasmid to induce the expression
of HVEM. Hek293 cells were also used as healthy controls in previous studies [4,41–43].
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The difficulty of growing ALL in vitro restricted the use of ALL cell lines in testing HVEM
blockade in this current study. ALL blasts rely on their in vivo environment and undergo
apoptosis ex vivo. Drug sensitivity testing in vitro with ALL is not commonly performed,
owing to the fast fall of ALL cells in these experiments, even when no anti-leukemic drugs
are used [44]. Mycoplasma contamination occurs in 5–10% of ALL cell lines. Moreover,
16–38% of ALL cell lines cross-contaminate with other ALL cell lines or lose their pheno-
typic features after several passages. ALL cell lines are not constantly in circulation, and
they invade other tissues. As a result, supplying growth factors, adhesive substrates, and
cytokines may result in treatment resistance [45] Based on the above reasons, CML (K562),
which expresses the highest HVEM levels, was used in the HVEM blockade experiment.

Herein, the therapeutic target of HVEM was evaluated against K562 cancer cell lines
in vitro. The efficacy of blocking HVEM expressed on K562 leukemic cells by NBP1-
76690PEP (Novus Biologicals, USA) on the proliferation of naïve CFSE CD4+ T cells showed
an increase in CD4+ T cell proliferation in vitro. Accordingly, anti-HVEM mAbs enhanced
γδ-T cell immune responses; however, this was against lymphoma [5,20]. Anti-HVEM
18-18 mAbs improved the activity of primary human αβ-T cells and decreased exhausted
CD8+ and regulatory T cells [46]. In addition, administering an HVEM blockade in prostate
tumor-bearing mice in vivo reduced tumor growth by twofold and reconstituted human
T cells [21]. Moreover, inhibiting the interaction of BTLA with HVEM using anti-BTLA
mAbs boosted NK cell-mediated responses ex vivo by increasing their IFN-γ production [6].
Many studies have shown that BTLA, an HVEM ligand, is expressed more in naïve T cells
than in memory T cells [5,7,47,48]. The levels of BTLA can transiently increase upon T cell
differentiation and activation and eventually decrease in activated T cells [6,49]. Although
both CD4+ and CD8+ T cells express BTLA, a ligand of HVEM, CD4+ T cells have been
reported to express more BTLA than CD8+ T cells [8,50]. BTLA increases more significantly
in circulating CD4+ T cells than in CD8+ T cells in hepatocellular carcinoma (HCC) [9,51].
Interestingly, blocking HVEM in this study not only enhanced T cell proliferation but also
diminished leukemic cells in vitro. These results reflect those of del Rio et al. (2023), who
also found that the expression of HVEM on A20 leukemic cells is essential in maintaining
the proliferation and survival of tumor cells because of the deletion of the HVEM-induced
PD-1 stem cell-like T cells that contain the tumor progression [40]. HVEM expression has
been linked to a reduction in tumor-infiltrating lymphocytes (TILs), thus affecting anti-
tumor immune responses in melanoma [11]. The ligation of BTLA with HVEM activates
the Akt/PKB pathway, thus preventing the apoptosis of CD8+BTLA+ TILs, resulting in
the enhancement of immune responses [26]. Blocking BTLA/HVEM pathways promotes
the production of IFN-γ by circulating T cells [9]. In summary, HVEM contributes to the
following three hallmarks of cancer: sustaining proliferative signals, resisting apoptosis,
and evading immune distraction [52]. It has been shown that CML can transform into ALL
in 20–30% of cancer patients during the terminal blast crisis stage [18].

Research to date has not determined whether HVEM gene expression is dysregulated
in patients with ALL. In this study, we also identified HVEM gene expression as a prog-
nostic factor in ALL patients. Numerous reports have measured the expression of HVEM
in acute myeloid leukemia (AML) [53,54]. Gene dysregulation was reported in studies
investigating HVEM expression in patients with AML [54]. Elevated HVEM expression is
reported to be associated with a worse cancer prognosis and a lower survival rate in cancer
patients. The upregulation of HVEM was shown to be related to breast cancer aggressive-
ness [39]. Similarly, a low response and high incidence of relapse were associated with
immune checkpoints in AML. This finding is consistent with our study, in which significant
HVEM upregulation was reported in relapsed and refractory ALL patients. In addition,
newly diagnosed ALL patients have upregulated HVEM expression. Moreover, we have
previously shown a positive correlation between HVEM gene expression and HVEM serum
levels in breast cancer with a higher tumor grade and a worse cancer prognosis [12,28].
The serum levels of HVEM are elevated compared with serum CTLA-4 in breast cancer
PBMCs. These indicate that, although CTLA-4 remains on immune cells, HVEM can be
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shed from cells; thus, blocking HVEM would target both circulating and surface molecules
with border effects. In contrast to the data of the current study, HVEM expression has also
been reported to improve the prognosis of cholangiocarcinoma (ICC), favoring overall
survival [55]. The significant upregulation of HVEM is more highly associated with B-ALL
compared with T-ALL and non-malignant controls. One study reported that HVEM as
a surface protein frequently mutates in germinal center-derived B cell lymphomas. It
suggested that the interaction of BTLA on T cells with HVEM on B cells results in BTLA
regulating the expression of HVEM on B cells through phosphatase SHP1, resulting in a
reduction in T cell receptors (TCRs). Without BTLA on T cells, B cells upregulate Bcl-2, lead-
ing to germinal center B cells outgrowing [43]. Another study showed that the expression
of HVEM was considerably elevated in αβ+ T cells in the low-risk group of acute myeloid
leukemia (AML) patients, but CTLA-4 on γδ+ T cells and PD-1 ligand on blasts were both
correlated with poor relapse-free survival in ALL patients [56].

To ensure the validity of the conducted experiments, we employed a rigorous experi-
mental design, appropriate sampling and measurement tools, and statistical analysis. For
the experimental design, as in previous studies, all experiments used a single variable and
a control. Examples of the controls utilized in this study are Hek293 in vitro cells [4,41–43],
HVEM untreated tumor cells [46], unstained CD4+ T cells [30], and non-malignant healthy
controls [35]. In addition, the replication of each experiment was conducted similarly to
previous publications [30,35]. Moreover, various programs were employed to analyze
data, such as FlowJo for flow cytometric data and GraphPad Prism for statistical analy-
sis [30,35]. The results included in this study indicate whether the differences between
groups are significant based on p-values [12]. The consistency, stability, and repeatability of
the experiment’s results confirm the reliability of our study.

The current study has some limitations. ALL samples with the three study criteria,
newly diagnosed, remission, and relapse/refractory, were difficult to obtain. The number
of collected samples was 33, with 23 patient samples and 10 healthy controls. The mean
age ± SEM of the healthy control subjects was 35 ± 3, compared with 8 ± 1.3 for the
ALL patients. Collecting blood samples from healthy pediatric patients who were not
admitted to hospital was a constraint. In the case of collecting samples from hospital-
admitted pediatric patients, other underlying health conditions could not be excluded.
Future ongoing studies are underway in our laboratory to delineate the HVEM mechanism
through the molecular silencing of the HVEM gene and examine the effect on T cell
responses. In addition, performing a phenotypic analysis of PBMCs may provide insights
into using HVEM as a biomarker in ALL. The serum levels of HVEM will be tested and
compared with the HVEM gene levels.

5. Conclusions

This study concludes that HVEM expression is upregulated in many types of cancer,
including CML and ALL, and HVEM protein acts as an immune suppressive molecule that
contributes to tumor progression and may serve as a potential biomarker and target for
cancer immunotherapy.

Supplementary Materials: The following supporting information can be downloaded at https:
//www.mdpi.com/article/10.3390/biom14050523/s1. Figure S1: Flow cytometric analysis of CD4+

T cell purification.

Author Contributions: The authors confirm their contribution to the paper as follows: F.S.B., A.M.A.,
J.S.A. and H.M.A.: grant proposal, research design, and manuscript writing and revision; A.H.A.,
F.S.B. and K.A.Z.: ethical approval procedure; F.S.B., R.A.A. and A.A.A.: conducting experimental
work and data analysis; A.S.B., R.M.H. and A.H.A.: All patient sample collection and clinical data
analysis; and J.S.A., K.A.Z., S.A.A., A.M.A. and M.M.E.-D.: literature research and manuscript
revision. All authors have read and agreed to the published version of the manuscript.

https://www.mdpi.com/article/10.3390/biom14050523/s1
https://www.mdpi.com/article/10.3390/biom14050523/s1


Biomolecules 2024, 14, 523 15 of 17

Funding: This research was funded by the Institutional Fund Projects under grant no (IFPRC-217-
130-2020). Therefore, the authors gratefully acknowledge the technical and financial support from the
Ministry of Education and King Abdulaziz University, Jeddah, Saudi Arabia.

Institutional Review Board Statement: The present study was approved (approval no. 512-21) by
the Biomedical Ethics Research Committee of King Abdulaziz University Hospital (KAUH; Jeddah,
Saudi Arabia).

Informed Consent Statement: Written informed consent was obtained from the patient(s) to publish
this paper.

Data Availability Statement: Not applicable.

Acknowledgments: The authors gratefully acknowledge technical and financial support from the
Ministry of Education, Deanship of Scientific Research (DSR), and King Fahd Medical Research
Center at King Abdulaziz University Jeddah, Saudi Arabia.

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

References
1. Sordo-Bahamonde, C.; Lorenzo-Herrero, S.; Granda-Díaz, R.; Martínez-Pérez, A.; Aguilar-García, C.; Rodrigo, J.P.; García-Pedrero,

J.M.; Gonzalez, S. Beyond the anti-PD-1/PD-L1 era: Promising role of the BTLA/HVEM axis as a future target for cancer
immunotherapy. Mol. Cancer 2023, 22, 142. [CrossRef] [PubMed]

2. Sharma, P.; Siddiqui, B.A.; Anandhan, S.; Yadav, S.S.; Subudhi, S.K.; Gao, J.; Goswami, S.; Allison, J.P. The Next Decade of Immune
Checkpoint Therapy. Cancer Discov. 2021, 11, 838–857. [CrossRef]

3. Wolchok, J.D. Checkpoint blockade: The end of the beginning. Nat. Rev. Immunol. 2021, 21, 621. [CrossRef]
4. Shui, J.W.; Kronenberg, M. HVEM is a TNF Receptor with Multiple Regulatory Roles in the Mucosal Immune System. Immune

Netw. 2014, 14, 67–72. [CrossRef]
5. Morel, Y.; Truneh, A.; Sweet, R.W.; Olive, D.; Costello, R.T. The TNF superfamily members LIGHT and CD154 (CD40 ligand)

costimulate induction of dendritic cell maturation and elicit specific CTL activity. J. Immunol. 2001, 167, 2479–2486. [CrossRef]
6. Duhen, T.; Pasero, C.; Mallet, F.; Barbarat, B.; Olive, D.; Costello, R.T. LIGHT costimulates CD40 triggering and induces

immunoglobulin secretion; a novel key partner in T cell-dependent B cell terminal differentiation. Eur. J. Immunol. 2004, 34,
3534–3541. [CrossRef] [PubMed]

7. Pasero, C.; Speiser, D.E.; Derré, L.; Olive, D. The HVEM network: New directions in targeting novel costimulatory/co-inhibitory
molecules for cancer therapy. Curr. Opin. Pharmacol. 2012, 12, 478–485. [CrossRef]

8. Murphy, T.L.; Murphy, K.M. Slow down and survive: Enigmatic immunoregulation by BTLA and HVEM. Annu. Rev. Immunol.
2010, 28, 389–411. [CrossRef] [PubMed]

9. Cai, G.; Freeman, G.J. The CD160, BTLA, LIGHT/HVEM pathway: A bidirectional switch regulating T-cell activation. Immunol.
Rev. 2009, 229, 244–258. [CrossRef]

10. Šedý, J.R.; Ramezani-Rad, P. HVEM network signaling in cancer. Adv. Cancer Res. 2019, 142, 145–186.
11. Malissen, N.; Macagno, N.; Granjeaud, S.; Granier, C.; Moutardier, V.; Gaudy-Marqueste, C.; Habel, N.; Mandavit, M.; Guillot,

B.; Pasero, C.; et al. HVEM has a broader expression than PD-L1 and constitutes a negative prognostic marker and potential
treatment target for melanoma. OncoImmunology 2019, 8, e1665976. [CrossRef] [PubMed]

12. Aldahlawi, A.; Basingab, F.; Alrahimi, J.; Zaher, K.; Pushparaj, P.N.; Hassan, M.A.; Al-Sakkaf, K. Herpesvirus entry mediator as a
potential biomarker in breast cancer compared with conventional cytotoxic T-lymphocyte-associated antigen 4. Biomed. Rep. 2023,
19, 56. [CrossRef]

13. M’hidi, H.; Thibult, M.-L.; Chetaille, B.; Rey, F.; Bouadallah, R.; Nicollas, R.; Olive, D.; Xerri, L. High expression of the inhibitory
receptor BTLA in T-follicular helper cells and in B-cell small lymphocytic lymphoma/chronic lymphocytic leukemia. Am. J. Clin.
Pathol. 2009, 132, 589–596. [CrossRef] [PubMed]

14. Zhai, Y.; Guo, R.; Hsu, T.L.; Yu, G.L.; Ni, J.; Kwon, B.S.; Jiang, G.W.; Lu, J.; Tan, J.; Ugustus, M.; et al. LIGHT, a novel ligand for
lymphotoxin beta receptor and TR2/HVEM induces apoptosis and suppresses in vivo tumor formation via gene transfer. J. Clin.
Invest. 1998, 102, 1142–1151. [CrossRef] [PubMed]

15. Demerlé, C.; Gorvel, L.; Olive, D. BTLA-HVEM Couple in Health and Diseases: Insights for Immunotherapy in Lung Cancer.
Front. Oncol. 2021, 11, 682007. [CrossRef]

16. Hobo, W.; Norde, W.J.; Schaap, N.; Fredrix, H.; Maas, F.; Schellens, K.; Falkenburg, J.H.F.; Korman, A.J.; Olive, D.; van der Voort,
R.; et al. B and T lymphocyte attenuator mediates inhibition of tumor-reactive CD8+ T cells in patients after allogeneic stem cell
transplantation. J. Immunol. 2012, 189, 39–49. [CrossRef] [PubMed]

17. Pasero, C.; Barbarat, B.; Just-Landi, S.; Bernard, A.; Aurran-Schleinitz, T.; Rey, J.; Eldering, E.; Truneh, A.; Costello, R.T.; Olive, D.
A role for HVEM, but not lymphotoxin-beta receptor, in LIGHT-induced tumor cell death and chemokine production. Eur. J.
Immunol. 2009, 39, 2502–2514. [CrossRef] [PubMed]

https://doi.org/10.1186/s12943-023-01845-4
https://www.ncbi.nlm.nih.gov/pubmed/37649037
https://doi.org/10.1158/2159-8290.CD-20-1680
https://doi.org/10.1038/s41577-021-00617-9
https://doi.org/10.4110/in.2014.14.2.67
https://doi.org/10.4049/jimmunol.167.5.2479
https://doi.org/10.1002/eji.200425598
https://www.ncbi.nlm.nih.gov/pubmed/15549770
https://doi.org/10.1016/j.coph.2012.03.001
https://doi.org/10.1146/annurev-immunol-030409-101202
https://www.ncbi.nlm.nih.gov/pubmed/20307212
https://doi.org/10.1111/j.1600-065X.2009.00783.x
https://doi.org/10.1080/2162402X.2019.1665976
https://www.ncbi.nlm.nih.gov/pubmed/31741766
https://doi.org/10.3892/br.2023.1638
https://doi.org/10.1309/AJCPPHKGYYGGL39C
https://www.ncbi.nlm.nih.gov/pubmed/19762537
https://doi.org/10.1172/JCI3492
https://www.ncbi.nlm.nih.gov/pubmed/9739048
https://doi.org/10.3389/fonc.2021.682007
https://doi.org/10.4049/jimmunol.1102807
https://www.ncbi.nlm.nih.gov/pubmed/22634623
https://doi.org/10.1002/eji.200939069
https://www.ncbi.nlm.nih.gov/pubmed/19701890


Biomolecules 2024, 14, 523 16 of 17

18. Ivanov, S.; Sharma, P.; Jobanputra, Y.; Zhang, Y. Transformation of Chronic Myeloid Leukemia to Acute Biphenotypic Leukemia.
J. Med Cases 2020, 11, 239–242. [CrossRef] [PubMed]

19. Gertner-Dardenne, J.; Fauriat, C.; Orlanducci, F.; Thibult, M.-L.; Pastor, S.; Fitzgibbon, J.; Bouabdallah, R.; Xerri, L.; Olive, D. The
co-receptor BTLA negatively regulates human Vγ9Vδ2 T-cell proliferation: A potential way of immune escape for lymphoma
cells. Blood 2013, 122, 922–931. [CrossRef]

20. Park, J.-J.; Anand, S.; Zhao, Y.; Matsumura, Y.; Sakoda, Y.; Kuramasu, A.; Strome, S.E.; Chen, L.; Tamada, K. Expression of
anti-HVEM single-chain antibody on tumor cells induces tumor-specific immunity with long-term memory. Cancer Immunol.
Immunother. 2012, 61, 203–214. [CrossRef]

21. Aubert, N.; Brunel, S.; Olive, D.; Marodon, G. Blockade of HVEM for Prostate Cancer Immunotherapy in Humanized Mice.
Cancers 2021, 13, 3009. [CrossRef] [PubMed]

22. Sordo-Bahamonde, C.; Lorenzo-Herrero, S.; Gonzalez-Rodriguez, A.P.; Payer, R.; González-García, E.; López-Soto, A.; Gonzalez,
S. BTLA/HVEM Axis Induces NK Cell Immunosuppression and Poor Outcome in Chronic Lymphocytic Leukemia. Cancers 2021,
13, 1766. [CrossRef] [PubMed]

23. Sideras, K.; Biermann, K.; Yap, K.; Mancham, S.; Boor, P.P.; Hansen, B.E.; Stoop, H.J.; Peppelenbosch, M.P.; van Eijck, C.H.; Sleijfer,
S.; et al. Tumor cell expression of immune inhibitory molecules and tumor-infiltrating lymphocyte count predict cancer-specific
survival in pancreatic and ampullary cancer. Int. J. Cancer 2017, 141, 572–582. [CrossRef] [PubMed]

24. Zhu, Y.; Lu, M. Increased expression of TNFRSF14 indicates good prognosis and inhibits bladder cancer proliferation by
promoting apoptosis. Mol. Med. Rep. 2018, 18, 3403–3410. [CrossRef] [PubMed]

25. Lee, W.-H.; Kim, S.-H.; Lee, Y.; Lee, B.B.; Kwon, B.; Song, H.; Kwon, B.S.; Park, J.-E. Tumor necrosis factor receptor superfamily 14
is involved in atherogenesis by inducing proinflammatory cytokines and matrix metalloproteinases. Arter. Thromb. Vasc. Biol.
2001, 21, 2004–2010. [CrossRef] [PubMed]

26. Haymaker, C.L.; Wu, R.C.; Ritthipichai, K.; Bernatchez, C.; Forget, M.-A.; Chen, J.Q.; Liu, H.; Wang, E.; Marincola, F.; Hwu, P.;
et al. BTLA marks a less-differentiated tumor-infiltrating lymphocyte subset in melanoma with enhanced survival properties.
Oncoimmunology 2015, 4, e1014246. [CrossRef]

27. Malm, M.; Saghaleyni, R.; Lundqvist, M.; Giudici, M.; Chotteau, V.; Field, R.; Varley, P.G.; Hatton, D.; Grassi, L.; Svensson, T.; et al.
Evolution from adherent to suspension: Systems biology of HEK293 cell line development. Sci. Rep. 2020, 10, 18996. [CrossRef]
[PubMed]

28. Wang, Q.; Ye, Y.; Yu, H.; Lin, S.-H.; Tu, H.; Liang, D.; Chang, D.W.; Huang, M.; Wu, X. Immune checkpoint-related serum proteins
and genetic variants predict outcomes of localized prostate cancer, a cohort study. Cancer Immunol. Immunother. 2021, 70, 701–712.
[CrossRef] [PubMed]

29. Aldahlawi, A.; Alqadiri, A.; Alahdal, H.; Al-Sakkaf, K.; Alrahimi, J.; Basingab, F. Tumor necrosis factor alpha and lipopolysaccha-
rides synergistic effects on T-cell immunoglobulin and mucin domain 3 regulation in dendritic cells. J. King Saud Univ. Sci. 2022,
34, 102213. [CrossRef]

30. Basingab, F.S.; Ahmadi, M.; Morgan, D.J. IFNγ-Dependent Interactions between ICAM-1 and LFA-1 Counteract Prostaglandin
E2-Mediated Inhibition of Antitumor CTL Responses. Cancer Immunol. Res. 2016, 4, 400–411. [CrossRef]

31. Lewis, M.D.; de Leenheer, E.; Fishman, S.; Siew, L.K.; Gross, G.; Wong, F.S. A reproducible method for the expansion of mouse
CD8+ T lymphocytes. J. Immunol. Methods 2015, 417, 134–138. [CrossRef] [PubMed]

32. Pierzchalski, A.; Mittag, A.; Bocsi, J.; Tarnok, A. An innovative cascade system for simultaneous separation of multiple cell types.
PLoS ONE 2013, 8, e74745. [CrossRef] [PubMed]

33. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2−∆∆C(T) Method.
Methods 2001, 25, 402–408. [CrossRef] [PubMed]

34. Pfaffl, M.W. A new mathematical model for relative quantification in real-time RT-PCR. Nucleic Acids Res. 2001, 29, e45. [CrossRef]
[PubMed]

35. Choudhry, H.; Hassan, M.A.; Al-Malki, A.L.; Al-Sakkaf, K.A. Suppression of circulating AP001429.1 long non-coding RNA in
obese patients with breast cancer. Oncol. Lett. 2021, 22, 508. [CrossRef] [PubMed]

36. Rotte, A. Combination of CTLA-4 and PD-1 blockers for treatment of cancer. J. Exp. Clin. Cancer Res. 2019, 38, 255. [CrossRef]
[PubMed]

37. De Velasco, G.; Je, Y.; Bossé, D.; Awad, M.M.; Ott, P.A.; Moreira, R.B.; Schutz, F.; Bellmunt, J.; Sonpavde, G.P.; Hodi, F.S.; et al.
Comprehensive Meta-analysis of Key Immune-Related Adverse Events from CTLA-4 and PD-1/PD-L1 Inhibitors in Cancer
Patients. Cancer Immunol. Res. 2017, 5, 312–318. [CrossRef] [PubMed]

38. Hokuto, D.; Sho, M.; Yamato, I.; Yasuda, S.; Obara, S.; Nomi, T.; Nakajima, Y. Clinical impact of herpesvirus entry mediator
expression in human hepatocellular carcinoma. Eur. J. Cancer 2015, 51, 157–165. [CrossRef] [PubMed]

39. Tsang, J.Y.S.; Chan, K.-W.; Ni, Y.-B.; Hlaing, T.; Hu, J.; Chan, S.-K.; Cheung, S.-Y.; Tse, G.M. Expression and Clinical Significance of
Herpes Virus Entry Mediator (HVEM) in Breast Cancer. Ann. Surg. Oncol. 2017, 24, 4042–4050. [CrossRef]

40. del Rio, M.-L.; de Juan, C.Y.-D.; Roncador, G.; Caleiras, E.; Álvarez-Esteban, R.; Pérez-Simón, J.A.; Rodriguez-Barbosa, J.-I. Genetic
deletion of HVEM in a leukemia B cell line promotes a preferential increase of PD-1- stem cell-like T cells over PD-1+ T cells
curbing tumor progression. Front. Immunol. 2023, 14, 1113858. [CrossRef]

41. I Montgomery, R.; Warner, M.S.; Lum, B.J.; Spear, P.G. Herpes simplex virus-1 entry into cells mediated by a novel member of the
TNF/NGF receptor family. Cell 1996, 87, 36–427. [CrossRef] [PubMed]

https://doi.org/10.14740/jmc3511
https://www.ncbi.nlm.nih.gov/pubmed/34434403
https://doi.org/10.1182/blood-2012-11-464685
https://doi.org/10.1007/s00262-011-1101-8
https://doi.org/10.3390/cancers13123009
https://www.ncbi.nlm.nih.gov/pubmed/34208480
https://doi.org/10.3390/cancers13081766
https://www.ncbi.nlm.nih.gov/pubmed/33917094
https://doi.org/10.1002/ijc.30760
https://www.ncbi.nlm.nih.gov/pubmed/28470686
https://doi.org/10.3892/mmr.2018.9306
https://www.ncbi.nlm.nih.gov/pubmed/30066919
https://doi.org/10.1161/hq1201.098945
https://www.ncbi.nlm.nih.gov/pubmed/11742877
https://doi.org/10.1080/2162402X.2015.1014246
https://doi.org/10.1038/s41598-020-76137-8
https://www.ncbi.nlm.nih.gov/pubmed/33149219
https://doi.org/10.1007/s00262-020-02718-1
https://www.ncbi.nlm.nih.gov/pubmed/32909077
https://doi.org/10.1016/j.jksus.2022.102213
https://doi.org/10.1158/2326-6066.CIR-15-0146
https://doi.org/10.1016/j.jim.2015.01.004
https://www.ncbi.nlm.nih.gov/pubmed/25602136
https://doi.org/10.1371/journal.pone.0074745
https://www.ncbi.nlm.nih.gov/pubmed/24040334
https://doi.org/10.1006/meth.2001.1262
https://www.ncbi.nlm.nih.gov/pubmed/11846609
https://doi.org/10.1093/nar/29.9.e45
https://www.ncbi.nlm.nih.gov/pubmed/11328886
https://doi.org/10.3892/ol.2021.12769
https://www.ncbi.nlm.nih.gov/pubmed/33986869
https://doi.org/10.1186/s13046-019-1259-z
https://www.ncbi.nlm.nih.gov/pubmed/31196207
https://doi.org/10.1158/2326-6066.CIR-16-0237
https://www.ncbi.nlm.nih.gov/pubmed/28246107
https://doi.org/10.1016/j.ejca.2014.11.004
https://www.ncbi.nlm.nih.gov/pubmed/25468715
https://doi.org/10.1245/s10434-017-5924-1
https://doi.org/10.3389/fimmu.2023.1113858
https://doi.org/10.1016/S0092-8674(00)81363-X
https://www.ncbi.nlm.nih.gov/pubmed/8898196


Biomolecules 2024, 14, 523 17 of 17

42. Yegin, Z.; Duran, T.; Yildirim, I.H. Thymoquinone Down-regulates VEGFA and Up-regulates FLT1 Transcriptional Levels in
Human Breast Cancer Cells. Int. J. Hum. Genet. 2020, 20, 19–24. [CrossRef]

43. Mintz, M.A.; Felce, J.H.; Chou, M.Y.; Mayya, V.; Xu, Y.; Shui, J.W.; An, J.; Li, Z.; Marson, A.; Okada, T.; et al. The HVEM-BTLA Axis
Restrains T Cell Help to Germinal Center B Cells and Functions as a Cell-Extrinsic Suppressor in Lymphomagenesis. Immunity
2019, 51, 310–323. [CrossRef] [PubMed]

44. Pal, D.; Blair, H.J.; Elder, A.; Dormon, K.; Rennie, K.J.; Coleman, D.J.L.; Weiland, J.; Rankin, K.S.; Filby, A.; Heidenreich, O.;
et al. Long-term in vitro maintenance of clonal abundance and leukaemia-initiating potential in acute lymphoblastic leukaemia.
Leukemia 2016, 30, 700–1691. [CrossRef] [PubMed]

45. Valle-Reyes, S.; Dobrovinskaya, O.; Pelayo, R.; Schnoor, M. Acute Lymphoblastic Leukemia Cell Lines in Immunology Research.
Trends Immunol. 2021, 42, 182–185. [CrossRef] [PubMed]

46. Demerlé, C.; Gorvel, L.; Mello, M.; Pastor, S.; Degos, C.; Zarubica, A.; Angelis, F.; Fiore, F.; Nunes, J.A.; Malissen, B.; et al. Anti-
HVEM mAb therapy improves antitumoral immunity both in vitro and in vivo, in a novel transgenic mouse model expressing
human HVEM and BTLA molecules challenged with HVEM expressing tumors. J. Immunother Cancer 2023, 11, e006348. [CrossRef]
[PubMed]

47. Ning, Z.; Liu, K.; Xiong, H. Roles of BTLA in Immunity and Immune Disorders. Front. Immunol. 2021, 12, 654960. [CrossRef]
[PubMed]

48. Compaan, D.M.; Gonzalez, L.C.; Tom, I.; Loyet, K.M.; Eaton, D.; Hymowitz, S.G. Attenuating lymphocyte activity: The crystal
structure of the BTLA-HVEM complex. J. Biol. Chem. 2005, 280, 39553–39561. [CrossRef] [PubMed]

49. Le Mercier, I.; Lines, J.L.; Noelle, R.J. Beyond CTLA-4 and PD-1, the Generation Z of Negative Checkpoint Regulators. Front.
Immunol. 2015, 6, 159365. [CrossRef]

50. del Rio, M.-L.; Kaye, J.; Rodriguez-Barbosa, J.-I. Detection of protein on BTLAlow cells and in vivo antibody-mediated down-
modulation of BTLA on lymphoid and myeloid cells of C57BL/6 and BALB/c BTLA allelic variants. Immunobiology 2010, 215,
570–578. [CrossRef]

51. Liu, J.; Li, J.; He, M.; Zhang, G.-L.; Zhao, Q. Distinct Changes of BTLA and HVEM Expressions in Circulating CD4+ and CD8+ T
Cells in Hepatocellular Carcinoma Patients. J. Immunol. Res. 2018, 2018, 4561571. [CrossRef] [PubMed]

52. Hanahan, D. Hallmarks of Cancer: New Dimensions. Cancer Discov. 2022, 12, 31–46. [CrossRef] [PubMed]
53. Gamaleldin, M.A.; Imbaby, S.A.E. The role of tumor necrosis factor receptor superfamily member 4 (TNFRSF4) gene expression

in diagnosis and prognosis of acute myeloid leukemia. Mol. Biol. Rep. 2021, 48, 6831–6843. [CrossRef] [PubMed]
54. Lichtenegger, F.S.; Kondla, I.; Krempasky, M.; Weber, A.L.; Herold, T.; Krupka, C.; Spiekermann, K.; Schneider, S.; Büchner, T.;

Berdel, W.E.; et al. RNA and protein expression of herpesvirus entry mediator (HVEM) is associated with molecular markers,
immunity-related pathways and relapse-free survival of patients with AML. Cancer Immunol. Immunother. 2015, 64, 1505–1515.
[CrossRef] [PubMed]

55. Ma, B.; Meng, H.; Tian, Y.; Wang, Y.; Song, T.; Zhang, T.; Wu, Q.; Cui, Y.; Li, H.; Zhang, W.; et al. High expression of HVEM is
associated with improved prognosis in intrahepatic cholangiocarcinoma. Oncol. Lett. 2021, 21, 69. [CrossRef]

56. Kang, S.H.; Hwang, H.J.; Yoo, J.W.; Kim, H.; Choi, E.S.; Hwang, S.-H.; Cho, Y.-U.; Jang, S.; Park, C.-J.; Im, H.J.; et al. Expression of
Immune Checkpoint Receptors on T-Cells and Their Ligands on Leukemia Blasts in Childhood Acute Leukemia. Anticancer. Res.
2019, 39, 5531–5539. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.31901/24566330.2020/20.01.746
https://doi.org/10.1016/j.immuni.2019.05.022
https://www.ncbi.nlm.nih.gov/pubmed/31204070
https://doi.org/10.1038/leu.2016.79
https://www.ncbi.nlm.nih.gov/pubmed/27109511
https://doi.org/10.1016/j.it.2020.12.007
https://www.ncbi.nlm.nih.gov/pubmed/33485795
https://doi.org/10.1136/jitc-2022-006348
https://www.ncbi.nlm.nih.gov/pubmed/37230538
https://doi.org/10.3389/fimmu.2021.654960
https://www.ncbi.nlm.nih.gov/pubmed/33859648
https://doi.org/10.1074/jbc.M507629200
https://www.ncbi.nlm.nih.gov/pubmed/16169851
https://doi.org/10.3389/fimmu.2015.00418
https://doi.org/10.1016/j.imbio.2009.09.008
https://doi.org/10.1155/2018/4561571
https://www.ncbi.nlm.nih.gov/pubmed/30116751
https://doi.org/10.1158/2159-8290.CD-21-1059
https://www.ncbi.nlm.nih.gov/pubmed/35022204
https://doi.org/10.1007/s11033-021-06682-6
https://www.ncbi.nlm.nih.gov/pubmed/34453673
https://doi.org/10.1007/s00262-015-1755-8
https://www.ncbi.nlm.nih.gov/pubmed/26377688
https://doi.org/10.3892/ol.2020.12330
https://doi.org/10.21873/anticanres.13746

	Introduction 
	Materials and Methods 
	Study Design 
	In Vitro Tumor and Healthy Control Cell Lines 
	CFSE CD4+ T Cell Proliferation in Response to HVEM Blocker-Treated and Untreated Tumor Cells In Vitro 
	Flow Cytometry 
	Study Subjects 
	Reverse Transcription-Quantitative PCR (RT-qPCR) 
	Statistical Analysis 

	Results 
	HVEM Gene Expression and HVEM Surface Protein Are Upregulated in Different Cancer Cell Lines In Vitro 
	CD4+ T Cell Proliferation in Response to HVEM Blocker-Treated and Untreated Tumor Cells In Vitro 
	Elevated HVEM Gene Expression in Acute Lymphocytic Leukemia (ALL) 

	Discussion 
	Conclusions 
	References

