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Abstract: The role of Pleckstrin homology-like domain family B member 2 (PHLDB2) in the regulation
of cell migration has been extensively studied. However, the exploration of PHLDB2 in head and neck
squamous cell carcinoma (HNSCC) is still limited in terms of expression, function, and therapeutic
potential. In this study, we discovered an upregulation of PHLDB2 expression in HNSCC tissues
which was correlated with a negative prognosis in patients with HNSCC. Additionally, we determined
that a high level of expression of PHLDB2 is crucial for maintaining cell migration through the
regulation of the epithelial–mesenchymal transition (EMT). Furthermore, we demonstrated that
the ablation of PHLDB2 in tumor cells inhibited tumorigenicity in a C3H syngeneic tumor-bearing
mouse model. Mechanistically, PHLDB2 was found to be involved in the regulation of T cell anti-
tumor immunity, primarily by enhancing the activation and infiltration of CD8+ T cells. In light of
these findings, PHLDB2 emerges as a promising biomarker and therapeutic target for interventions
in HNSCC.

Keywords: anti-tumor immunity; CD8+T; epithelial–mesenchymal transition; head and neck squa-
mous cell carcinoma; PHLDB2

1. Introduction

Head and neck squamous cell carcinoma (HNSCC) is a highly aggressive form of
cancer that is diagnosed in approximately 800,000 individuals annually worldwide [1–3].
To date, various treatment modalities such as surgery, chemotherapy, radiotherapy, and
targeted therapy have been developed to combat HNSCC, leading to a modest improve-
ment in the 5-year survival rate. Despite these advances, the recurrence and metastasis
of HNSCC still pose significant challenges in patient management [4–6]. It is therefore
crucial to identify more effective therapeutic targets and enhance our understanding of their
anti-tumor mechanisms in order to enhance the survival outcomes of HNSCC patients.

Immunotherapy, especially immune checkpoint inhibitors (ICIs), has achieved signifi-
cant results in a wide range of tumor types and is expected to improve the prognosis of
several cancers, including HNSCC [7,8]. However, the clinical efficacy of ICI is severely
limited by tumor immune escape. Only 15% of patients with HNSCC are able to achieve a
significant and long-lasting therapeutic response to ICIs [9,10]. Therefore, it is essential to
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elucidate the molecular mechanisms of tumor immune escape and develop effective thera-
peutic targets to improve the efficacy of immunotherapy. Previous studies have suggested
a link between the infiltration of CD8+T cells and a lack of response to immunotherapy
based on gene expression data from tumors of patients who received ICI treatments [11,12].
Thus, promoting intratumoral CD8+T cell infiltration may be an effective way to boost
anti-tumor immunity.

The protein known as Pleckstrin homology-like domain family B member 2 (PHLDB2),
which contains a PH domain, is crucial in facilitating the migration of cells by actively
engaging in complex formations with various proteins including CLASPS, Prickle 1, and
Liprin α1 [13–15], which suggests that PHLDB2 plays a significant role in the develop-
ment of tumors and could potentially be a target for treating different types of cancer.
Various studies have indicated that high levels of PHLDB2 expression are linked to a
poor prognosis in multiple tumor types [16–19]. Furthermore, recent research has high-
lighted the possible involvement of PHLDB2 in cancer cell mobility and the process of the
epithelial–mesenchymal transition (EMT), which ultimately leads to metastatic progres-
sion [20,21]. These findings strongly suggest that PHLDB2 may hold therapeutic potential
for specific tumors. Nonetheless, the exploration of PHLDB2’s expression, function, and
therapeutic significance in HNSCC remains incomplete. It has been demonstrated that the
frequent activation of signaling pathways is connected to the EMT during the malignant
advancement of tumors [22–24]. Notably, tumor cells undergoing the EMT can also produce
immunosuppressive cytokines or chemokines to exacerbate the immunosuppressive state
of the tumor microenvironment, contributing to tumor progression [25]. Keshamouni et al.
found that a TGFβ-induced EMT with increased expression of E-cadherin, which activates
the NK ligand, increases susceptibility to NK cell-mediated cytotoxicity [26]. Maehara
et al. showed that vimentin, an EMT-related marker, was associated with less CD8+T cell
infiltration and more FoxP3+ cell infiltration. Targeting the EMT signaling pathway in
combination with PD-1/PD-L1 immunotherapy may improve the outcome of patients with
pancreatic ductal adenocarcinoma cells [27]. Additionally, a large amount of preclinical
research has shown that the inhibition of molecules linked to the EMT can successfully
impede tumor progression, remodel the immune microenvironment within the tumor, and
reinstate an anti-tumor immune response [25,28–30]. Therefore, it is crucial to investigate
the potential role of PHLDB2 in the EMT and anti-tumor immunity in HNSCC.

In this study, we found that PHLDB2 was upregulated in HNSCC compared to normal
tissues. A higher expression level of PHLDB2 was associated with a poorer prognosis. In
terms of functionality, the genetic reduction in PHLDB2 dampened the EMT phenotype of
cancer cells and boosted CD8+T cell function. Furthermore, we found that the depletion of
PHLDB2 significantly delayed tumor growth and enhanced the infiltration and function of
CD8+T cells in a mouse model of HNSCC bearing a C3H tumor. These results suggest that
PHLDB2 is a key regulator of the anti-tumor effect and highlight the potential therapeutic
value of targeting PHLDB2 in HNSCC.

2. Materials and Methods
2.1. Cell Culture

This study employed the HNSCC cell lines HN6 and CAL27, 293T cells (KCB Cat#
KCB 200744YJ, RRID: CVCL_0063), and murine SCC7 cells. HN6 cells were acquired from
Wayne State University, while CAL27, 293T cells, and murine SCC7 cells were procured
from the American Type Culture Collection (Manassas, VA, USA). A normal epithelial cell
line (NOK) was provided by the Guangdong Provincial Key Laboratory of Stomatology. For
in vivo experiments, the murine SCC cell line SCC7, provided by Guangdong Provincial
Key Laboratory of Stomatology, was utilized. The HNSCC cell lines, NOK, 293T cells, and
SCC7 cells were cultured under the following conditions: DMEM (Gibco Carlsbad, CA,
USA) supplemented with 10% FBS (Gibco [Carlsbad, CA, USA]), at a temperature of 37 ◦C,
within a humidified incubator containing 5% carbon dioxide.
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2.2. Real-Time Quantity PCR (RT-qPCR)

Total RNA preparation was carried out using an RNA quick purification kit (ES Sci-
ence, Shanghai, China, RN001), followed by an assessment of RNA concentration using
a NanoDrop one. The cDNA synthesis step was performed using a HiScript II One Step
RT-PCR Kit (Vazyme, Nanjing, China, P611-01), following the instructions provided by the
manufacturer. An RT-qPCR was conducted using SYBR Green master mix. Each sample
was assayed in triplicate or more. The determination of relative expression levels was
achieved by employing the ∆Ct method and normalizing the results to GAPDH. The primer
sequences for PHLDB2 and ACTB are presented below.

PHLDB2:
Forward primer: 5′-CCTGTTGGATGTTGAAAGCA-3′;
Reverse primer: 5′-GAGCCTGCTGAACAATGTGA-3′

GAPDH:
Forward primer: 5′-GTCAAGGCTGAGAACGGGAA-3′;
Reverse primer: 5′-AAATGAGCCCCAGCCTTCTC-3′

2.3. Western Blot

HNSCC cells were collected using a solution of 1× Cell RIPA Buffer combined with a
mixture of protease inhibitors (Sigma, St. Louis, MO, USA, P7626-5g). Centrifugation at
12,000 rpm for 15 min at 4 ◦C separated the cell lysates. Subsequently, the denaturation
of the protein extracts occurred by treating them with 6× SDS buffer, followed by boiling
at 100 ◦C for 10 min. SDS-PAGE was employed for separation, and PVDF membranes
(Roche, Mannheim, BW, Germany, No.3010040001) facilitated the transfer of the proteins.
To block any potential nonspecific binding, the membranes were incubated in a solution of
phosphate-buffered saline containing 3% nonfat dried milk and 0.1% Tween-20. Incubation
with the primary antibodies, PHLDB2 (1:1000, ovus Biologicals), Vimentin (Cell Signaling
Technology Cat# 3932, RRID: AB_2288553), E-cadherin (Cell Signaling Technology Cat#
3195, RRID: AB_2291471), and β-Tubulin (1:1000, CST, No.2148s) was conducted overnight
at 4 ◦C. Afterward, horseradish peroxidase-conjugated secondary antibodies were applied
at room temperature for 2 h. Finally, ECL prime Western blotting detection reagents (GE
Healthcare Life Sciences, Uppsala, Sweden) were used for visualization purposes.

2.4. Immunohistology (IHC)

For the analysis of human HNSCC tumors, we opted to include a total of 55 paraffin
blocks containing human HNSCC lesions. These particular samples were diagnosed both
histopathologically and clinically at the Hospital of Stomatology, Sun Yat-sen University. To
ensure proper processing, the samples were first immersed in formalin and then embedded
into paraffin blocks. Subsequently, sections were submerged in an EDTA citrate buffer
(with a pH of 6.0) and subjected to microwave-assisted antigen retrieval. After cooling to
room temperature, the endogenous peroxide was blocked with 0.3% hydrogen peroxide for
15 min. Then, the sections were blocked with goat serum for 30 min to avoid nonspecific
binding. The slides were incubated overnight at a temperature of 4 ◦C with the anti-
PHLDB2 antibody (Novus Biologicals, Littleton, CO, USA). Subsequently, we incubated the
slides with a secondary antibody that was conjugated to an HRP polymer at a temperature
of 37 ◦C for 30 min. After that, we performed counterstaining with hematoxylin, dehydrated
the slides, and mounted them with neutral gum. Finally, for image acquisition, we used an
Olympus BX51 Research System Microscope equipped with 20× UPlanApo air objective
lenses from Olympus, Tokyo, Japan.
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2.5. sgRNA Transfection

A lentiviral vector was employed to introduce both the sgRNA for PHLDB2 and the
control sgRNA. The construct containing PHLDB2 and the packaging plasmid (∆H8.2 and
VSVG) were combined and co-transfected into 239 T cells via the lipo2000 transfection
reagent. Subsequently, 72 h after transfection, the viral supernatants were gathered. To
concentrate the viral particles, suitable measures were taken, and HNSCC cell lines sup-
plemented with polybrene (2 µg/mL) were infected using the concentrated viral particles.
Once the supernatant was removed by centrifugation, the transfected cells were cultured
in DMEM supplemented with 10% FBS for further experimentation. Furthermore, the
infected cells were selected using puromycin. The knockdown target sequence of PHLDB2
is provided below:

hPHLDB2 sgRNA #1: 5′-GAACGATTCCCAAAACATGA-3′;
hPHLDB2 sgRNA #2: 5′-AAGTGGATATCCACTGAGGG-3′;
mPhldb2 sgRNA #1: 5′-AAAGCCAACGGGGACTATTC-3′

2.6. CCK-8 Assay

To assess cell growth, we employed the CCK-8 assay. Briefly, the stably transduced
samples of HN6 and CAL27 cells were seeded in 96-well plates at a density of 2×104 cells
per well with the addition of 100 µL of medium. The plates were subsequently placed
in a humid environment at a temperature of 37 ◦C, with a 5% concentration of CO2, for
different time intervals: 0, 24, 48, 72, 96, and 120 h. Subsequently, 10µL of CCK8 kit solution
(Dojindo Molecular Technologies, Kyushu, Japan) was introduced into each well. After
incubating for one hour at 37 ◦C with a 5% CO2 concentration in a humid atmosphere, the
absorbance at 450 nm was measured using a microplate reader.

2.7. Survival Analysis

The application of TIMER 2.0 (http://timer.comp-genomics.org accessed on 12 May
2022) is commonly utilized to investigate the prognostic importance of genes in HNSCC. We
assessed the prognostic implications of PHLDB2 expression for overall survival in HNSCC
through the utilization of TCGA databases. HNSCC patients were divided into high- and
low-expression groups based on the median expression levels of PHLDB2 for a survival
analysis. The assessment of the p-value was performed by conducting a Kaplan–Meier
survival analysis and employing the log-rank test.

2.8. Co-Expression Gene and Survival-Related Gene Analysis

We utilized the LinkedOmics database (http://www.linkedomics.orglogin.php ac-
cessed on 4 June 2022) to identify the co-expressed genes that showed correlations with
PHLDB2 expression in the RNA-seq data obtained from HNSCC patients in the TCGA co-
hort. To calculate the Pearson correlation coefficient, we accessed the LinkedOmics website
and generated a volcano map of the co-expressed genes. To visualize the co-expression
results between PHLDB2 and immune-related genes, we applied the “Limma” package to
generate a heatmap.

2.9. T Cell Cytotoxicity Assays

The cleavage caspase-3 assay was utilized to measure the T cell killing activity. Periph-
eral blood mononuclear cells (PBMCs) were used to acquire T cells by employing the Pan T
Cell Isolation Kit (Miltenyi, North Rhine-Westphalia, Germany, No.130-096-535). To per-
form the experiments, 12-well plates were coated with Ultra-LEAF™ Purified anti-human
CD3 (Biolegend, San Diego, CA, USA, No.300331) and Ultra-LEAF™ Purified anti-human
CD28 (Biolegend, San Diego, CA, USA, No.302933) in PBS and incubated overnight at
4 ◦C. Isolated T cells were then seeded into 12-well plates and activated in 1640 medium
for at least 72 h. The medium contained 10% FBS, 1×MEM Non-Essential Amino Acids
(ThermoFisher, Waltham, MA, USA, No.11140050), 1 mM sodium pyruvate (ThermoFisher,
Waltham, MA, USA, No.11360070), 100 U/mL penicillin, 100µg/mL streptomycin, and 100

http://timer.comp-genomics.org
http://www.linkedomics.orglogin.php


Biomolecules 2024, 14, 232 5 of 18

IU/mL human IL2 (PeproTech, Rocky Hill, NJ, USA, No.200-02-50). HNSCC cells were
previously transfected with PHLDB2 knockdown for 24 h. The HNSCC cells that were
prepared beforehand were subsequently co-cultured alongside activated T cells at a propor-
tion of 1:10 for a duration of 6 h at a temperature of 37 ◦C. Following this 6 h timeframe, the
cells were gathered and subjected to staining using an anti-human CD3 antibody that was
conjugated with APC. This staining process lasted for 30 min and took place in darkness
on ice, after which the cells were washed with PBS. Following this, the cells were fixed and
permeabilized prior to being subjected to staining using an anti-human/mouse-cleaved
caspase-3 antibody that was conjugated with FITC (BD, Franklin Lakes, NJ, USA, No.
559341). Again, this staining process lasted for 30 min and took place in darkness on ice,
following which the cells were washed once more with PBS. The percentages of tumor cells
that displayed positive staining for cleaved caspase-3 were subsequently analyzed utilizing
the Beckman CytoFLEX (Brea, CA, USA) instrument.

2.10. C3H Syngeneic Model

To investigate the functional role of PHLDB2 in HNSCC, we utilized a mouse cell
line known as SCC7 (mouse squamous cell carcinoma, ATCC, IM-M102). Female C3H
mice, six weeks old, were acquired from Vital River Laboratories (Beijing, China) with
the reference ID MGI: 2160217. The assignment of animals to experimental groups was
carried out randomly and without bias. For the initiation of tumor growth, subcutaneous
injections of 1 × 106 SCC7 cells suspended in PBS/Matrigel were administered in the right
flank region. No exclusion of subjects occurred during our study. Tumor xenografts were
allowed to grow until they reached an average volume of approximately 100 mm3. Sub-
sequently, an experimenter, who remained blinded to the experimental cohort, measured
the tumors every other day. The determination of tumor volumes involved the calculation
(length × width2)/2. When the mice reached the predetermined endpoints, euthanasia
was performed using the cervical dislocation method. Following tumor collection, the
tumors were weighed, and samples underwent analysis using flow cytometry. All animal
experiments were conducted in compliance with applicable guidelines and regulations and
were approved by the Animal Experiment Ethics Committee at Sun Yat-Sen University.

2.11. Statistical Analysis

To determine the statistical significance of the data, Student’s t-test or an ANOVA
was employed. All reported p-values were considered statistically significant if they were
less than 0.05 and were two-tailed. Each experiment conducted in vitro was repeated a
minimum of three times.

3. Results
3.1. Higher Expression of PHLDB2 Is Correlated with Poorer Prognosis for HNSCC Patients

To investigate the expression patterns of PHLDB2 in HNSCC, we initially assessed the
mRNA expression of PHLDB2 in various types of cancers and normal tissues from different
cancer populations, utilizing data from the TCGA database. Our analysis revealed a
noteworthy upregulation of PHLDB2 in the majority of human cancers, including HNSCC
(Figure 1A). These findings strongly indicate that the expression levels of PHLDB2 in
HNSCC tumor tissues are considerably higher when compared to their corresponding
normal tissues (Figure 1B). Similarly, we observed consistent results in HNSCC tissues and
their paired normal tissues (Figure 1C). Additionally, we examined PHLDB2 expression in
HNSCC cell lines and a normal epithelial cell line (NOK) through Western blotting and an
RT-qPCR. The data showed a significant increase in PHLDB2 expression in all nine HNSCC
cell lines compared to the NOK line, with the highest expression observed in the HN6 and
CAL27 cell lines (Figure 1D,E and Figure S1A). For a more comprehensive evaluation of
PHLDB2 expression in HNSCC, immunostaining was performed on tumor tissues and
adjacent normal tissues. Interestingly, the results indicated a significantly higher expression
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of PHLDB2 in HNSCC compared to the adjacent normal tissues, supporting the findings
obtained from the TCGA database analysis of the HNSCC cohort (Figure 1F,G).

The relationships between the expression of PHLDB2 and clinicopathological pa-
rameters, as well as patient survival, were investigated in our study. A summary of the
association between PHLDB2 expression and clinical features in patients with HNSCC
can be found in Table 1. Our findings revealed a significant correlation between high
levels of PHLDB2 expression and various parameters including the T stage, N stage, M
stage, histologic grade, clinical stage, smoker status, and overall survival (OS) of these
patients (Figure 1H–M). To assess the prognostic value of PHLDB2 expression in HNSCC,
we conducted a Kaplan–Meier analysis and surprisingly found that patients with elevated
PHLDB2 expression levels experienced poorer outcomes (Figure 1N). A further subgroup
analysis was conducted to identify specific cases in which high PHLDB2 expression was
significantly linked to an unfavorable prognosis in HNSCC. These cases included male
patients (HR = 1.90, p = 0.004), N1 (HR = 2.53, p = 0.041), N2 (HR = 3.70, p = 0.001), clinical
stage II (HR = 4.51, p = 0.041), clinical stage IV (HR = 1.74, p = 0.013), histologic grade G1
(HR = 3.23, p = 0.036), histologic grade G3 (HR = 2.55, p = 0.015), and smokers (HR = 2.00,
p = 0.001) (Figure S1). These findings collectively indicate that the overexpression of
PHLDB2 is associated with a poorer prognosis in patients with HNSCC.

Biomolecules 2024, 14, x FOR PEER REVIEW 6 of 19 
 

tumor tissues and adjacent normal tissues. Interestingly, the results indicated a signifi-
cantly higher expression of PHLDB2 in HNSCC compared to the adjacent normal tissues, 
supporting the findings obtained from the TCGA database analysis of the HNSCC cohort 
(Figure 1F,G). 

 
Figure 1. Cont.



Biomolecules 2024, 14, 232 7 of 18
Biomolecules 2024, 14, x FOR PEER REVIEW 7 of 19 
 

 

Figure 1. PHLDB2 is aberrantly expressed in HNSCC and associated with a poor prognosis. (A) 
TIMER was utilized to detect the expression levels of PHLDB2 in different tumors in the TCGA 
database. Red boxes indicated tumor tissues while blue boxes indicated normal tissues (B,C) The 
expression level of PHLDB2 was analyzed in normal tissues and paired adjacent tumor tissues, in-
cluding unmatched tissues (B) and matched tissues (C). (D) Transcriptional level of PHLDB2 in 
different HNSCC cell lines. (E) The protein expression level of PHLDB2 in various HNSCC cell lines 
was determined through a Western blot analysis. (F) Representative images of PHLDB2 expression 
in normal tissues and HNSCC tissues via IHC staining. Scale bar: 50 µm. (G) PHLDB2 expression 
was evaluated in normal and HNSCC tissues using IHC scoring. (H–M) The expression level of 
PHLDB2 was analyzed in tumor tissues from patients with distinct clinical characteristics in TCGA, 
including T stage (H), N stage (I), clinical stage (J), M stage (K), smoker status (L), and OS (M). (N) 
The OS of TCGA patients within the HNSCC cohort was estimated using a Kaplan–Meier analysis. 
Data were shown as mean ± SEM values. ns means no significance. * p < 0.05, ** p < 0.01, and *** p < 
0.001 using a two-tailed Student’s t-test. 

The relationships between the expression of PHLDB2 and clinicopathological param-
eters, as well as patient survival, were investigated in our study. A summary of the asso-
ciation between PHLDB2 expression and clinical features in patients with HNSCC can be 
found in Table 1. Our findings revealed a significant correlation between high levels of 
PHLDB2 expression and various parameters including the T stage, N stage, M stage, his-
tologic grade, clinical stage, smoker status, and overall survival (OS) of these patients (Fig-
ure 1H–M). To assess the prognostic value of PHLDB2 expression in HNSCC, we con-
ducted a Kaplan–Meier analysis and surprisingly found that patients with elevated 
PHLDB2 expression levels experienced poorer outcomes (Figure 1N). A further subgroup 
analysis was conducted to identify specific cases in which high PHLDB2 expression was 

Figure 1. PHLDB2 is aberrantly expressed in HNSCC and associated with a poor prognosis.
(A) TIMER was utilized to detect the expression levels of PHLDB2 in different tumors in the TCGA
database. Red boxes indicated tumor tissues while blue boxes indicated normal tissues (B,C) The
expression level of PHLDB2 was analyzed in normal tissues and paired adjacent tumor tissues,
including unmatched tissues (B) and matched tissues (C). (D) Transcriptional level of PHLDB2 in
different HNSCC cell lines. (E) The protein expression level of PHLDB2 in various HNSCC cell lines
was determined through a Western blot analysis. (F) Representative images of PHLDB2 expression in
normal tissues and HNSCC tissues via IHC staining. Scale bar: 50 µm. (G) PHLDB2 expression was
evaluated in normal and HNSCC tissues using IHC scoring. (H–M) The expression level of PHLDB2
was analyzed in tumor tissues from patients with distinct clinical characteristics in TCGA, including
T stage (H), N stage (I), clinical stage (J), M stage (K), smoker status (L), and OS (M). (N) The OS of
TCGA patients within the HNSCC cohort was estimated using a Kaplan–Meier analysis. Data were
shown as mean ± SEM values. ns means no significance. * p < 0.05, ** p < 0.01, and *** p < 0.001 using
a two-tailed Student’s t-test.
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Table 1. Correlation between PHLDB2 expression and the clinicopathological features of the HNSCC
cases from The Cancer Genome Atlas (TCGA).

Characteristic Low Expression of PHLDB2 High Expression of PHLDB2 p-Value

n 251 251
T stage, n (%) 0.024

T1 21 (4.3%) 12 (2.5%)
T2 81 (16.6%) 63 (12.9%)
T3 66 (13.6%) 65 (13.3%)
T4 75 (15.4%) 104 (21.4%)

N stage, n (%) 0.780
N0 120 (25%) 119 (24.8%)
N1 40 (8.3%) 40 (8.3%)
N2 77 (16%) 77 (16%)
N3 2 (0.4%) 5 (1%)

M stage, n (%) 0.216
M0 234 (49.1%) 238 (49.9%)
M1 4 (0.8%) 1 (0.2%)

Clinical stage, n (%) 0.524
Stage I 12 (2.5%) 7 (1.4%)
Stage II 51 (10.5%) 44 (9%)
Stage III 50 (10.2%) 52 (10.7%)
Stage IV 131 (26.8%) 141 (28.9%)

Gender, n (%) 0.034
Female 78 (15.5%) 56 (11.2%)
Male 173 (34.5%) 195 (38.8%)

Age, n (%) 0.395
≤60 117 (23.4%) 128 (25.5%)
>60 133 (26.5%) 123 (24.6%)

Histologic grade, n (%) <0.001
G1 43 (8.9%) 19 (3.9%)
G2 125 (25.9%) 175 (36.2%)
G3 70 (14.5%) 49 (10.1%)
G4 1 (0.2%) 1 (0.2%)

Smoker, n (%) 0.015
No 67 (13.6%) 44 (8.9%)
Yes 178 (36.2%) 203 (41.3%)

Alcohol history, n (%) 0.106
No 89 (18.1%) 69 (14.1%)
Yes 160 (32.6%) 173 (35.2%)

Age, median (IQR) 61 (55, 69) 60 (53, 67) 0.187

3.2. PHLDB2 Promotes EMT and Tumorigenicity of HNSCC

Previous studies proposed that PHLDB2 may function as an oncogene [31,32], although
its precise role in HNSCC remains poorly understood. In order to validate the functional
contribution of PHLDB2 to the development and progression of HNSCC, we generated two
lentivirus-based small-guide RNAs (sgRNAs; sg1 and sg2) to target two different sequences
of PHLDB2. RT-qPCR and Western blot analyses were then performed to confirm the effec-
tiveness of knockdown. The expression levels of PHLDB2 were significantly reduced after
the transfection of PHLDB2 sgRNA in HN6 and CAL27 cells compared to the control cells
(Figure 2A,B and Figure S2A). The results showed an inverse correlation between PHLDB2
expression and the epithelial phenotype as well as a positive correlation with the mesenchymal
phenotype, which is consistent with previous reports. To examine the impact of PHLDB2
on HNSCC cell migration, we performed wound-healing and transwell assays. As shown
in Figure 2C,D, PHLDB2 knockdown significantly impaired cell migration capabilities in
both cell lines compared to the control group (Figure S2B,C). Furthermore, we found that
the depletion of PHLDB2 did not have a significant effect on the proliferation of HN6 and
CAL27 cells, as measured by the CCK-8 assay (Figure 2E). Moreover, we evaluated the effect
of PHLDB2 on HNSCC tumorigenicity in vivo by subcutaneously injecting SCC7 cells into
C3H mice. The results demonstrated significant reductions in tumor volume and weight in
the PHLDB2-knockdown cells compared to those in control mice (Figure 2F–J). These findings
suggest that silencing PHLDB2 effectively inhibits the growth of HNSCC tumors in mice.
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Figure 2. PHLDB2 promotes the EMT and the tumorigenicity of HNSCC. (A) The impact of reducing
PHLDB2 levels was confirmed through an RT-qPCR in two HNSCC cell lines. (B) Western blotting was
utilized to assess the expression level of an EMT-related marker in HN6 and CAL27 cells with stable
PHLDB2 knockdown. (C) A wounding assay was performed to detect the migration ability of HN6
and CAL27 cells. (D) A transwell assay was performed to detect the migration ability of HN6 and
CAL27 cells. (E) CCK-8 was used to detect the proliferation ability of HN6 and CAL27 cells. (F) The
effectiveness of Phldb2 knockdown was confirmed through an RT-qPCR in SCC7 cell lines. (G) The
effectiveness of Phldb2 knockdown was confirmed using Western blotting in SCC7 cell lines. (H) SCC7
cells stably transfected with control or Phldb2-specific sgRNAs were injected into C3H mice. (I) Tumor
growth was monitored every 3 days; tumor size and weight were recorded. (J) Comparison of tumor
volumes between control group and Phldb-knockdown group. Data were shown as mean± SEM values.
* p < 0.05, and *** p < 0.001 using a two-tailed Student’s t-test or an ANOVA.
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3.3. Elevated PHLDB2 Is Closely Related to Immune Regulation in HNSCC

To gain a deeper understanding of the potential mechanisms underlying the promo-
tion of HNSCC tumorigenesis by PHLDB2, we initially investigated the co-expression
of genes with PHLDB2 in HNSCC patients from the TCGA dataset using LinkedOmics
(Figure 3A). The findings revealed a total of 2280 co-expressed genes that exhibited signif-
icant correlations with PHLDB2 in HNSCC (FDR < 0.05, p < 0.05, and |cor| ≥ 0.3). Out
of these 2280 genes, 927 showed a positive correlation with PHLDB2 expression, while
1354 displayed a negative correlation (Figure 3B). When comparing these 2280 signifi-
cantly co-expressed genes of PHLDB2 with the 4115 prognostic-related genes mentioned
earlier (using the Draw Venn diagrams online tool), we identified 462 overlapping genes
for further functional analysis. This set consisted of 164 positively upregulated genes
and 299 negatively downregulated genes (Figure 3C). To examine the biological functions
associated with these 462 overlapping genes, we conducted GO analyses using the Metas-
cape database. Figure 3D presents the top 20 enriched sets obtained from the enrichment
analysis. The results of the analysis suggested that PHLDB2 and its associated genes serve
as functional mediators in immunological modulation, specifically influencing processes
such as leukocyte activation, the regulation of T cell activation, and adaptive immune
response. Additionally, our study revealed that these genes are implicated in the posi-
tive regulation of cytokine production, cytokine–cytokine receptor interaction, and the
regulation of the antigen receptor-mediated signaling pathway. These findings provide
further evidence supporting the immunomodulatory role of PHLDB2 in the pathogenesis
of HNSCC. Furthermore, we observed a negative correlation between PHLDB2 and the
expression of several immune inhibitors, including PDCD1 (r = −0.451, p < 2.2 × 10−16),
LAG3 (r =−0.411, p < 2.2× 10−16), CD244 (r =−0.394, p < 2.2× 10−16), CTLA4 (r =−0.375,
p < 2.2× 10−16), TIGIT (r =−0.377, p < 2.2× 10−16), and IDO1 (r =−0.326, p = 2.72× 10−14),
in HNSCC (Figure 3E–J). These findings suggest that PHLDB2 maybe play a role in the
regulation of T cell activation in HNSCC.

A further analysis was conducted to examine the relationship between the expression
level of PHLDB2 and the infiltration of immune cells in HNSCC (Figures 4A,B and S3).
Interestingly, a significant negative correlation was observed between the expression of
PHLDB2 and the infiltration of multiple immune cells in HNSCC, particularly cytotoxic
cells (r = −0.440, p < 0.001) and T cells (r = −0.364, p < 0.001) (Figure 4C,D). Additionally,
we found that the migration of immune cells into tumors is dependent on chemokines
and their receptors [33,34]. Therefore, we utilized TISIDB to investigate the relationship
between the expression of PHLDB2 and chemokines, as well as their receptors, in HNSCC.
The heatmap results revealed several chemokines and chemokine receptors that were
negatively correlated with the expression of PHLDB2 in HNSCC (Figure 4E,F), specifically
CCL4 (r = −0.306, p = 1.25 × 10−12), CCL5 (r = −0.353, p = 8.58 × 10−17), XCL2 (r = −0.417,
p < 2.2 × 10−16), CCR5 (r = −0.404, p < 2.2 × 10−16), CCR6 (r = −0.443, p < 2.2 × 10−16),
and CXCR6 (r = −0.385, p < 2.2 × 10−16) (Figure S4). These findings suggest a negative
association between PHLDB2 and the expression of chemokines and their receptors in
HNSCC. In conclusion, our data support the notion that the PHLDB2 gene may significantly
impact tumor immunity.
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Figure 3. Elevated PHLDB2 is closely related to immune regulation in HNSCC. (A) The volcano plot
exhibits the co-expression of genes with PHLDB2 in HNSCC patients from the TCGA dataset using
LinkedOmics. (B) The volcano plot shows a total of 2280 co-expressed genes that exhibited significant
correlations with PHLDB2. (C) A Venn diagram illustrates the genes associated with PHLDB2, as
well as those genes related to HNSCC survival and those upregulated in HNSCC. (D) GO term
analyses were performed on the genes related to PHLDB2 and the survival-related genes in HNSCC.
(E–J) PHLDB2 expression is negatively correlated with the immunomodulators PDCD1 (E), LAG3
(F), CD244 (G), CTLA4 (H), TIGIT (I), and IDO1 (J) in HNSCC.
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Figure 4. Correlation of PHLDB2 expression with immune infiltration in HNSCC. (A) Differential
distribution of immune cells in patients with high PHLDB2 expression and low PHLDB2 expression.
(B–D) Correlations between the expression level of PHLDB2 and immune cell infiltration in HNSCC
(B), cytotoxic cells (C), and T cells(D). (E) Analyzing the correlation between PHLDB2 and chemokines
in tumors using a heatmap. (F) Assessing the correlation between PHLDB2 and chemokine receptors
in tumors through a heatmap analysis. ns means no significance. * p < 0.05, ** p < 0.01 and *** p < 0.001
using a two-tailed Student’s t-test.
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3.4. Targeting PHLDB2 Exerts an Anti-Tumor Effect in HNSCC by Enhancing the Anti-Tumor
Function of T Cells

T cells play a crucial role in the adaptive immune response against cancer, allowing for
the prognosis prediction of tumor patients and response to immune checkpoint blockade
therapy [35,36]. Nevertheless, the mechanisms by which PHLDB2 regulates T cell function
are still unclear. Based on the association of PHLDB2 with immunomodulator-related
genes in HNSCC, we hypothesize that PHLDB2 may be involved in regulating the immune
response to tumors, particularly in T cell activation. To confirm the functional role of
PHLDB2 in T cell regulation, we conducted co-culture experiments involving T cells and
HNSCC cells. Human T cells labeled with carboxyfluorescein diacetate succinimidyl
ester (CFSE) were cultured with anti-CD3. A flow cytometry analysis revealed that the
knockdown of PHLDB2 resulted in the increased growth and proliferation of T cells
when co-cultured with PHLDB2 knockdown cells compared to control cells (Figure 5A).
Furthermore, an examination of T cell activation markers demonstrated a significant
increase in the frequencies of IL2+ T, IFNγ+ T, and GZMB+ T cells when cocultured with
PHLDB2 knockdown cells (Figure 5B). To assess the T cell-mediated killing ability of tumor
cells, we performed co-culture experiments using activated human peripheral blood T
cells and HNSCC cells. The results demonstrated that PHLDB2 knockdown cells were
more susceptible to CD3/CD28-activated human T cell-induced killing, as indicated by
the elevated percentage of cleaved caspase-3+ HNSCC cells compared to the control group
(Figure 5C,D). Accordingly, it can be concluded that a reduction in PHLDB2 in HNSCC
cells has the capacity to regulate T cell function.

To further address the potential impact of PHLDB2 knockdown on T cells, murine
HNSCC samples were harvested for a flow cytometry analysis. The results revealed that the
depletion of PHLDB2 dramatically increased the percentage of CD8+ T cells as compared to
the control groups (Figure 5E). However, there was no notable difference in the percentage
of CD4+ T cells (Figure 5H). More importantly, the percentages of GZMB+CD8+ TILs and
IFN-γ+CD8+ TILs (Figure 5F,G) and GZMB+CD4+ TILs and IFN-γ+CD4+ TILs (Figure 5I,J)
showed significant increases in mice upon PHLDB2 knockdown.

These results suggest that targeting PHLDB2 promotes the activation and infiltration
of T cells in HNSCC, which aligns with the conclusions drawn from the database analysis.
Thus, targeting PHLDB2 may enhance the anti-tumor function of T cells and potentially
exert anti-tumor immunity in HNSCC cells rather than directly suppressing tumor cell
proliferation.
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Figure 5. Targeting PHLDB2 exerts an anti-tumor effect in HNSCC by enhancing the anti-tumor
function of T cells. (A,B) The percentages of proliferating T cells (A), IFNγ+ T, and GZMB+ T (B) were
measured by flow cytometry with genetic-depletion PHLDB2 co-cultured with T cells. (C,D) Repre-
sentative images (C) and quantification of cleaved caspase-3+ cells in HN6 and CAL27 cells (D) with
genetic-depletion PHLDB2 co-cultured with T cells. (E) Flow cytometry showed that the percentage of
CD8 in TIL was higher in the Phldb2 knockdown group compared to the control group. (F,G) Flow
cytometry showed that the percentages of GZMB+CD8 (F) and IFN-γ+CD8 (G) were higher in the
Phldb2 knockdown group compared to the control group. (H) Flow cytometry showed that the
percentage of CD4 in TIL had no significant difference between the Phldb2 knockdown group and the
control group. (I,J) Flow cytometry showed that the percentages of IFN-γ+ CD4 (I) and GZMB+ CD4
(J) were higher in the Phldb2 knockdown group compared to the control group. Data were shown as
mean ± SEM values. ns means no significance. ** p < 0.01, *** p < 0.001 and **** p < 0.0001 using a
two-tailed Student’s t-test or an ANOVA.

4. Discussions

The mounting evidence strongly supports the crucial role of PHLDB2 in tumori-
genesis and the prognosis of cancer patients. The upregulation of PHLDB2 has been
observed in various cancers, including colorectal cancer, gastric cancer, and lung adeno-
carcinoma [17,19,21,37]. However, the expression, function, and therapeutic significance
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of PHLDB2 in HNSCC remain insufficiently documented. In this study, we investigated
the overexpression of PHLDB2 in HNSCC and its association with poor OS in HNSCC
patients. According to previous research, PHLDB2 is involved in diverse cellular func-
tions and signaling regulation. Yu et al. discovered that PHLDB2 acts as a significant
oncogenic protein, able to bind to MDM2 and enhance the MDM2-mediated degradation
of E-cadherin, thus promoting the EMT and metastasis [14]. Moreover, researchers have
hypothesized that PHLDB2 could serve as a valuable biomarker and a potential target
for interventions in colorectal cancer [38]. Notably, a recent report revealed that PHLDB2
plays a critical role in cetuximab resistance and is suggested as a potential therapeutic
target for colorectal cancer [16]. Consistent with these findings, our study demonstrated
that PHLDB2 promoted the EMT phenotype of cancer cells, facilitating malignant tumor
progression in HNSCC. Silencing PHLDB2 significantly impeded cancer cell migration,
while our in vitro experiments revealed no impact of PHLDB2 on cell proliferation in HN-
SCC cells. However, in vivo experiments showed that PHLDB2 markedly inhibited tumor
growth. Recent studies have shown that tumor cells undergoing the EMT can construct an
immunosuppressive tumor microenvironment by secreting certain cytokines or chemokines
which, in turn, promote tumor development [25]. These findings provide further insights
into the possible intrinsic mechanisms by which PHLDB2 exerts its antitumor effects by
affecting the HNSCC tumor microenvironment.

To investigate the correlation between levels of PHLDB2 expression and the progres-
sion of HNSCC, we initially examined co-expressed genes in conjunction with PHLDB2
using gene expression data from HNSCC patients in the TCGA database. LinkedOmics
conducted this analysis. The results displayed a close association between PHLDB2 and the
regulation of T cell activation. Additionally, when PHLDB2 was silenced, it significantly
increased the proliferation and activation of T cells in vitro. A significant finding of this
study was that PHLDB2 modified tumor-infiltrated T cells to optimize antitumor immune
responses in HNSCC. By analyzing the TCGA database, we observed that PHLDB2 was
highly expressed and showed an inverse correlation with T cell infiltration in HNSCC.
These discoveries indicate that PHLDB2 may promote immune escape in HNSCC by in-
fluencing the function of T cells. Consequently, blocking PHLDB2 could be a promising
strategy for anti-tumor purposes. To further validate the impact of PHLDB2 on T cell
function in HNSCC, an immunocompetent C3H HNSCC mouse model was established
and treated with PHLDB2-transfected SCC7 cells or a control. The results showed that
tumors with PHLDB2 knockdown significantly impede the growth of HNSCC by inducing
CD8+ T cell-mediated anti-tumor immunity. Comparable outcomes were observed in T
cell cytotoxicity assays in vitro. These results support the idea that the targeted inhibition
of PHLDB2 improves CD8+ T cell-mediated antitumor immunity in HNSCC. However,
the detailed molecular mechanism by which PHLDB2 depletion mediates the infiltration
and cytotoxicity of CD8+T cells was not investigated in the present study. A growing
body of evidence has shown that anti-PD-1 antibodies are a useful therapeutic strategy
for the treatment of patients with refractory or metastatic HNSCC [39,40]. However, due
to immune resistance, the objective response rate to anti-PD-1 treatment in HNSCC is
extremely low. In order to improve the efficacy of tumor immunotherapy, ICB-based combi-
nation therapies have been developed and have demonstrated promising activity, including
combinations of anti-PD1/PD-L1 with chemotherapy, other immune checkpoint inhibitors
(such as CTLA4, LAG3, and TIM3), cetuximab, CAR-T, EZH2 inhibitors, TGF-β inhibitors,
and cancer vaccines [41–44]. The main reasons for the unexpected therapeutic effect of
immunotherapy in tumors are cytotoxic T cell infiltration, PD-1/PD-L1 expression, neo-
antigen generation, and an immunosuppressive tumor microenvironment [45,46]. In this
study, we show that PHLDB2 depletion induces effective antitumoral immunity through
recruitment of cytotoxic CD8+ T cells and the remodeling of the tumor microenvironment
in HNSCC, which suggests that targeting PHLDB2 may be an effective strategy to improve
PD-1 immunotherapy. In our next study, we will further investigate whether the targeted
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inhibition of PHLDB2 in combination with a PD-1 monoclonal antibody improves clinical
outcomes in patients with head and neck squamous cell carcinoma.

Our findings have shown that the expression of PHLDB2 acts as an autonomous
prognostic indicator and potentially significantly contributes to the promotion of the EMT
in HNSCC. Moreover, the removal of PHLDB2 leads to a notable increase in the activation
and infiltration of CD8+ T cells in HNSCC.

Supplementary Materials: The following supporting information can be downloaded at https://
www.mdpi.com/article/10.3390/biom14020232/s1, Figure S1: Kaplan–Meier survival curve analysis
of the prognostic significance of high and low levels of expression of PHLDB2 in human HNSCC
using TCGA; Figure S2: Statistical chart of Western blot, wounding healing and transwell assays;
Figure S3: Correlation analysis of PHLDB2 expression and immune infiltration in HNSCC; Figure S4:
The correlation of PHLDB2 expression and chemokines and/or chemokine receptors. Original images
of Figures 1E and 2B.

Author Contributions: Conceptualization, J.H. and H.L. (Hongyu Li); methodology, H.L. (Hongyu Li);
software, Z.W.; validation, Z.Z.; formal analysis, H.L. (Hongyu Li) and Z.W.; investigation, H.L.
(Hongyu Li), Z.W. and H.L. (Huiting Liang); resources, X.L and H.L.(Haichao Liu).; data curation, H.L.
(Hongyu Li), X.L. and H.L. (Huiting Liang); writing—original draft preparation, H.L. (Hongyu Li) and
H.L. (Huiting Liang); writing—review and editing, Z.Z., H.L.(Haichao Liu) and J.H.; visualization,
Z.W.; supervision, J.H.; project administration, J.H.; Funding acquisition, J.H. All authors have read
and agreed to the published version of the manuscript.

Funding: This research was supported by the National Natural Science Foundation of China (grant
nos. 82072994, 82373015) and the Sun Yat-sen University Clinical Research 5010 Program (grant
no. 2015018).

Institutional Review Board Statement: This study was conducted following the Declaration of
Helsinki and was approved by the Stomatology Hospital Research Ethics Committee (KQEC-2022-15-
01). Experiments using animals were approved by the Institutional Animal Care and Use Committee,
Sun Yat-Sen University (SYSU-IACUC-2023-B1073).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: The data presented in this study are available upon request from the
corresponding author.

Acknowledgments: The authors thank all reviewers for their valuable comments.

Conflicts of Interest: The authors declare no competing financial interests.

References
1. Ferlay, J.; Colombet, M.; Soerjomataram, I.; Mathers, C.; Parkin, D.M. Estimating the global cancer incidence and mortality in

2018: GLOBOCAN sources and methods. Int. J. Cancer 2019, 144, 1941–1953. [CrossRef]
2. Sung, H.; Ferlay, J.; Siegel, R.L.; Laversanne, M.; Soerjomataram, I.; Jemal, A.; Bray, F. Global Cancer Statistics 2020: GLOBOCAN

Estimates of Incidence and Mortality Worldwide for 36 Cancers in 185 Countries. CA Cancer J. Clin. 2021, 71, 209–249. [CrossRef]
3. Cramer, J.D.; Burtness, B.; Le, Q.T.; Ferris, R.L. The changing therapeutic landscape of head and neck cancer. Nat. Rev. Clin. Oncol.

2019, 16, 669–683. [CrossRef]
4. Bray, F.; Ferlay, J.; Soerjomataram, I.; Siegel, R.L.; Torre, L.A.; Jemal, A. Global cancer statistics 2018: GLOBOCAN estimates of

incidence and mortality worldwide for 36 cancers in 185 countries. CA Cancer J. Clin. 2018, 68, 394–424. [CrossRef]
5. Hedberg, M.L.; Goh, G.; Chiosea, S.I.; Bauman, J.E.; Freilino, M.L.; Zeng, Y.; Wang, L.; Diergaarde, B.B.; Gooding, W.E.; Lui, V.W.;

et al. Genetic landscape of metastatic and recurrent head and neck squamous cell carcinoma. J. Clin. Investig. 2016, 126, 1606.
[CrossRef] [PubMed]

6. Leemans, C.R.; Snijders, P.J.F.; Brakenhoff, R.H. The molecular landscape of head and neck cancer. Nat. Rev. Cancer 2018, 18,
269–282. [CrossRef] [PubMed]

7. Economopoulou, P.; Agelaki, S.; Perisanidis, C.; Giotakis, E.I.; Psyrri, A. The promise of immunotherapy in head and neck
squamous cell carcinoma. Ann. Oncol. 2016, 27, 1675–1685. [CrossRef] [PubMed]

8. Ling, D.C.; Bakkenist, C.J.; Ferris, R.L.; Clump, D.A. Role of Immunotherapy in Head and Neck Cancer. Semin. Radiat. Oncol.
2018, 28, 12–16. [CrossRef]

https://www.mdpi.com/article/10.3390/biom14020232/s1
https://www.mdpi.com/article/10.3390/biom14020232/s1
https://doi.org/10.1002/ijc.31937
https://doi.org/10.3322/caac.21660
https://doi.org/10.1038/s41571-019-0227-z
https://doi.org/10.3322/caac.21492
https://doi.org/10.1172/JCI86862
https://www.ncbi.nlm.nih.gov/pubmed/27035818
https://doi.org/10.1038/nrc.2018.11
https://www.ncbi.nlm.nih.gov/pubmed/29497144
https://doi.org/10.1093/annonc/mdw226
https://www.ncbi.nlm.nih.gov/pubmed/27380958
https://doi.org/10.1016/j.semradonc.2017.08.009


Biomolecules 2024, 14, 232 17 of 18

9. Topalian, S.L.; Hodi, F.S.; Brahmer, J.R.; Gettinger, S.N.; Smith, D.C.; McDermott, D.F.; Powderly, J.D.; Carvajal, R.D.; Sosman, J.A.;
Atkins, M.B.; et al. Safety, activity, and immune correlates of anti-PD-1 antibody in cancer. N. Engl. J. Med. 2012, 366, 2443–2454.
[CrossRef] [PubMed]

10. Page, D.B.; Postow, M.A.; Callahan, M.K.; Allison, J.P.; Wolchok, J.D. Immune modulation in cancer with antibodies. Annu. Rev.
Med. 2014, 65, 185–202. [CrossRef]

11. Hanna, B.S.; Llaó-Cid, L.; Iskar, M.; Roessner, P.M.; Klett, L.C.; Wong, J.K.L.; Paul, Y.; Ioannou, N.; Öztürk, S.; Mack, N.; et al.
Interleukin-10 receptor signaling promotes the maintenance of a PD-1(int) TCF-1(+) CD8(+) T cell population that sustains
anti-tumor immunity. Immunity 2021, 54, 2825–2841.e2810. [CrossRef]

12. Virassamy, B.; Caramia, F.; Savas, P.; Sant, S.; Wang, J.; Christo, S.N.; Byrne, A.; Clarke, K.; Brown, E.; Teo, Z.L.; et al. Intratumoral
CD8(+) T cells with a tissue-resident memory phenotype mediate local immunity and immune checkpoint responses in breast
cancer. Cancer Cell. 2023, 41, 585–601.e588. [CrossRef]

13. Lim, B.C.; Matsumoto, S.; Yamamoto, H.; Mizuno, H.; Kikuta, J.; Ishii, M.; Kikuchi, A. Prickle1 promotes focal adhesion
disassembly in cooperation with the CLASP-LL5β complex in migrating cells. J. Cell Sci. 2016, 129, 3115–3129. [CrossRef]

14. Chen, G.; Zhou, T.; Ma, T.; Cao, T.; Yu, Z. Oncogenic effect of PHLDB2 is associated with epithelial-mesenchymal transition and
E-cadherin regulation in colorectal cancer. Cancer Cell Int. 2019, 19, 184. [CrossRef]

15. Hotta, A.; Kawakatsu, T.; Nakatani, T.; Sato, T.; Matsui, C.; Sukezane, T.; Akagi, T.; Hamaji, T.; Grigoriev, I.; Akhmanova, A.; et al.
Laminin-based cell adhesion anchors microtubule plus ends to the epithelial cell basal cortex through LL5alpha/beta. J. Cell Biol.
2010, 189, 901–917. [CrossRef]

16. Luo, M.; Huang, Z.; Yang, X.; Chen, Y.; Jiang, J.; Zhang, L.; Zhou, L.; Qin, S.; Jin, P.; Fu, S.; et al. PHLDB2 Mediates Cetuximab
Resistance via Interacting With EGFR in Latent Metastasis of Colorectal Cancer. Cell. Mol. Gastroenterol. Hepatol. 2022, 13,
1223–1242. [CrossRef] [PubMed]

17. Kang, W.; Zhang, J. NOTCH3, a crucial target of miR-491-5p/miR-875-5p, promotes gastric carcinogenesis by upregulating
PHLDB2 expression and activating Akt pathway. Oncogene 2021, 40, 1578–1594. [CrossRef] [PubMed]

18. Carles, A.; Millon, R.; Cromer, A.; Ganguli, G.; Lemaire, F.; Young, J.; Wasylyk, C.; Muller, D.; Schultz, I.; Rabouel, Y.; et al. Head
and neck squamous cell carcinoma transcriptome analysis by comprehensive validated differential display. Oncogene 2006, 25,
1821–1831. [CrossRef] [PubMed]

19. Yang, Y.; Feng, M.; Bai, L.; Liao, W.; Zhou, K.; Zhang, M.; Wu, Q.; Wen, F.; Lei, W.; Zhang, P.; et al. Comprehensive analysis of
EMT-related genes and lncRNAs in the prognosis, immunity, and drug treatment of colorectal cancer. J. Transl. Med. 2021, 19, 391.
[CrossRef] [PubMed]

20. Astro, V.; Chiaretti, S.; Magistrati, E.; Fivaz, M.; de Curtis, I. Liprin-α1, ERC1 and LL5 define polarized and dynamic structures
that are implicated in cell migration. J. Cell Sci. 2014, 127, 3862–3876. [CrossRef] [PubMed]

21. Lv, J.; Zhang, S.; Liu, Y.; Li, C.; Guo, T.; Zhang, S.; Li, Z.; Jiao, Z.; Sun, H.; Zhang, Y.; et al. NR2F1-AS1/miR-190a/PHLDB2
Induces the Epithelial-Mesenchymal Transformation Process in Gastric Cancer by Promoting Phosphorylation of AKT3. Front.
Cell Dev. Biol. 2021, 9, 688949. [CrossRef] [PubMed]

22. Pastushenko, I.; Blanpain, C. EMT Transition States during Tumor Progression and Metastasis. Trends Cell Biol. 2019, 29, 212–226.
[CrossRef]

23. Huang, Y.; Hong, W.; Wei, X. The molecular mechanisms and therapeutic strategies of EMT in tumor progression and metastasis.
J. Hematol. Oncol. 2022, 15, 129. [CrossRef] [PubMed]

24. Brabletz, S.; Schuhwerk, H. Dynamic EMT: A multi-tool for tumor progression. EMBO J. 2021, 40, e108647. [CrossRef] [PubMed]
25. Taki, M.; Abiko, K.; Ukita, M.; Murakami, R.; Yamanoi, K.; Yamaguchi, K. Tumor Immune Microenvironment during Epithelial-

Mesenchymal Transition. Clin. Cancer Res. 2021, 27, 4669–4679. [CrossRef] [PubMed]
26. Chockley, P.J.; Chen, J.; Chen, G.; Beer, D.G.; Standiford, T.J.; Keshamouni, V.G. Epithelial-mesenchymal transition leads to NK

cell-mediated metastasis-specific immunosurveillance in lung cancer. J. Clin. Investig. 2018, 128, 1384–1396. [CrossRef]
27. Imai, D.; Yoshizumi, T.; Okano, S.; Itoh, S.; Ikegami, T.; Harada, N.; Aishima, S.; Oda, Y.; Maehara, Y. IFN-γ Promotes Epithelial-

Mesenchymal Transition and the Expression of PD-L1 in Pancreatic Cancer. J. Surg. Res. 2019, 240, 115–123. [CrossRef]
28. Jiang, Y.; Zhan, H. Communication between EMT and PD-L1 signaling: New insights into tumor immune evasion. Cancer Lett.

2020, 468, 72–81. [CrossRef]
29. Lou, Y.; Diao, L.; Cuentas, E.R.; Denning, W.L.; Chen, L.; Fan, Y.H.; Byers, L.A.; Wang, J.; Papadimitrakopoulou, V.A.; Behrens,

C.; et al. Epithelial-Mesenchymal Transition Is Associated with a Distinct Tumor Microenvironment Including Elevation of
Inflammatory Signals and Multiple Immune Checkpoints in Lung Adenocarcinoma. Clin. Cancer Res. Off. J. Am. Assoc. Cancer
Res. 2016, 22, 3630–3642. [CrossRef]

30. Kim, S.; Koh, J.; Kim, M.Y.; Kwon, D.; Go, H.; Kim, Y.A.; Jeon, Y.K.; Chung, D.H. PD-L1 expression is associated with epithelial-to-
mesenchymal transition in adenocarcinoma of the lung. Human Pathol. 2016, 58, 7–14. [CrossRef]

31. Wang, H.; Wang, L.; Zheng, Q.; Lu, Z.; Chen, Y.; Shen, D.; Xue, D.; Jiang, M.; Ding, L.; Zhang, J.; et al. Oncometabolite
L-2-hydroxyglurate directly induces vasculogenic mimicry through PHLDB2 in renal cell carcinoma. Int. J. Cancer 2021, 148,
1743–1755. [CrossRef]

32. Chen, G.; Zhou, T.; Li, Y.; Yu, Z.; Sun, L. p53 target miR-29c-3p suppresses colon cancer cell invasion and migration through
inhibition of PHLDB2. Biochem. Biophys. Res. Commun. 2017, 487, 90–95. [CrossRef]

https://doi.org/10.1056/NEJMoa1200690
https://www.ncbi.nlm.nih.gov/pubmed/22658127
https://doi.org/10.1146/annurev-med-092012-112807
https://doi.org/10.1016/j.immuni.2021.11.004
https://doi.org/10.1016/j.ccell.2023.01.004
https://doi.org/10.1242/jcs.185439
https://doi.org/10.1186/s12935-019-0903-1
https://doi.org/10.1083/jcb.200910095
https://doi.org/10.1016/j.jcmgh.2021.12.011
https://www.ncbi.nlm.nih.gov/pubmed/34952201
https://doi.org/10.1038/s41388-020-01579-3
https://www.ncbi.nlm.nih.gov/pubmed/33452458
https://doi.org/10.1038/sj.onc.1209203
https://www.ncbi.nlm.nih.gov/pubmed/16261155
https://doi.org/10.1186/s12967-021-03065-0
https://www.ncbi.nlm.nih.gov/pubmed/34526059
https://doi.org/10.1242/jcs.155663
https://www.ncbi.nlm.nih.gov/pubmed/24982445
https://doi.org/10.3389/fcell.2021.688949
https://www.ncbi.nlm.nih.gov/pubmed/34746118
https://doi.org/10.1016/j.tcb.2018.12.001
https://doi.org/10.1186/s13045-022-01347-8
https://www.ncbi.nlm.nih.gov/pubmed/36076302
https://doi.org/10.15252/embj.2021108647
https://www.ncbi.nlm.nih.gov/pubmed/34459003
https://doi.org/10.1158/1078-0432.CCR-20-4459
https://www.ncbi.nlm.nih.gov/pubmed/33827891
https://doi.org/10.1172/JCI97611
https://doi.org/10.1016/j.jss.2019.02.038
https://doi.org/10.1016/j.canlet.2019.10.013
https://doi.org/10.1158/1078-0432.CCR-15-1434
https://doi.org/10.1016/j.humpath.2016.07.007
https://doi.org/10.1002/ijc.33435
https://doi.org/10.1016/j.bbrc.2017.04.023


Biomolecules 2024, 14, 232 18 of 18

33. Nagarsheth, N.; Wicha, M.S.; Zou, W. Chemokines in the cancer microenvironment and their relevance in cancer immunotherapy.
Nat. Rev. Immunol. 2017, 17, 559–572. [CrossRef]

34. Peng, D.; Kryczek, I.; Nagarsheth, N.; Zhao, L.; Wei, S.; Wang, W.; Sun, Y.; Zhao, E.; Vatan, L.; Szeliga, W.; et al. Epigenetic
silencing of TH1-type chemokines shapes tumour immunity and immunotherapy. Nature 2015, 527, 249–253. [CrossRef]

35. Prokhnevska, N.; Cardenas, M.A.; Valanparambil, R.M.; Sobierajska, E.; Barwick, B.G.; Jansen, C.; Reyes Moon, A.; Gregorova,
P.; delBalzo, L.; Greenwald, R.; et al. CD8(+) T cell activation in cancer comprises an initial activation phase in lymph nodes
followed by effector differentiation within the tumor. Immunity 2023, 56, 107–124.e105. [CrossRef]

36. Azimi, F.; Scolyer, R.A.; Rumcheva, P.; Moncrieff, M.; Murali, R.; McCarthy, S.W.; Saw, R.P.; Thompson, J.F. Tumor-infiltrating
lymphocyte grade is an independent predictor of sentinel lymph node status and survival in patients with cutaneous melanoma.
J. Clin. Oncol. 2012, 30, 2678–2683. [CrossRef] [PubMed]

37. Liu, C.; Ruan, Y.Q.; Qu, L.H.; Li, Z.H.; Xie, C.; Pan, Y.Q.; Li, H.F.; Li, D.B. Prognostic Modeling of Lung Adenocarcinoma Based on
Hypoxia and Ferroptosis-Related Genes. J. Oncol. 2022, 2022, 1022580. [CrossRef] [PubMed]

38. Hoshino, I.; Akutsu, Y.; Murakami, K.; Akanuma, N.; Isozaki, Y.; Maruyama, T.; Toyozumi, T.; Matsumoto, Y.; Suito, H.; Takahashi,
M.; et al. Histone Demethylase LSD1 Inhibitors Prevent Cell Growth by Regulating Gene Expression in Esophageal Squamous
Cell Carcinoma Cells. Ann. Surg. Oncol. 2016, 23, 312–320. [CrossRef] [PubMed]

39. Pai, S.I.; Faivre, S.; Licitra, L.; Machiels, J.P.; Vermorken, J.B.; Bruzzi, P.; Gruenwald, V.; Giglio, R.E.; Leemans, C.R.; Seiwert, T.Y.;
et al. Comparative analysis of the phase III clinical trials of anti-PD1 monotherapy in head and neck squamous cell carcinoma
patients (CheckMate 141 and KEYNOTE 040). J. Immunother. Cancer 2019, 7, 96. [CrossRef] [PubMed]

40. Ju, W.T.; Xia, R.H.; Zhu, D.W.; Dou, S.J.; Zhu, G.P. A pilot study of neoadjuvant combination of anti-PD-1 camrelizumab and
VEGFR2 inhibitor apatinib for locally advanced resectable oral squamous cell carcinoma. Nat. Commun. 2022, 13, 5378. [CrossRef]
[PubMed]

41. Zhou, L.; Mudianto, T.; Ma, X.; Riley, R.; Uppaluri, R. Targeting EZH2 Enhances Antigen Presentation, Antitumor Immunity, and
Circumvents Anti-PD-1 Resistance in Head and Neck Cancer. Clin. Cancer Res. Off. J. Am. Assoc. Cancer Res. 2020, 26, 290–300.
[CrossRef]

42. Dorta-Estremera, S.; Hegde, V.L.; Slay, R.B.; Sun, R.; Yanamandra, A.V.; Nicholas, C.; Nookala, S.; Sierra, G.; Curran, M.A.; Sastry,
K.J. Targeting interferon signaling and CTLA-4 enhance the therapeutic efficacy of anti-PD-1 immunotherapy in preclinical model
of HPV(+) oral cancer. J. Immunother. Cancer. 2019, 7, 252. [CrossRef]

43. Upadhaya, S.; Neftelino, S.T.; Hodge, J.P.; Oliva, C.; Campbell, J.R.; Yu, J.X. Combinations take centre stage in PD1/PDL1 inhibitor
clinical trials. Nat. Rev. Drug Discov. 2021, 20, 168–169. [CrossRef]

44. Meric-Bernstam, F.; Larkin, J.; Tabernero, J.; Bonini, C. Enhancing anti-tumour efficacy with immunotherapy combinations. Lancet
2021, 397, 1010–1022. [CrossRef] [PubMed]

45. O’Donnell, J.S.; Teng, M.W.L.; Smyth, M.J. Cancer immunoediting and resistance to T cell-based immunotherapy. Nat. Rev. Clin.
Oncol. 2019, 16, 151–167. [CrossRef] [PubMed]

46. Schoenfeld, A.J.; Hellmann, M.D. Acquired Resistance to Immune Checkpoint Inhibitors. Cancer Cell. 2020, 37, 443–455. [CrossRef]
[PubMed]

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/10.1038/nri.2017.49
https://doi.org/10.1038/nature15520
https://doi.org/10.1016/j.immuni.2022.12.002
https://doi.org/10.1200/JCO.2011.37.8539
https://www.ncbi.nlm.nih.gov/pubmed/22711850
https://doi.org/10.1155/2022/1022580
https://www.ncbi.nlm.nih.gov/pubmed/36245988
https://doi.org/10.1245/s10434-015-4488-1
https://www.ncbi.nlm.nih.gov/pubmed/25791791
https://doi.org/10.1186/s40425-019-0578-0
https://www.ncbi.nlm.nih.gov/pubmed/30944020
https://doi.org/10.1038/s41467-022-33080-8
https://www.ncbi.nlm.nih.gov/pubmed/36104359
https://doi.org/10.1158/1078-0432.CCR-19-1351
https://doi.org/10.1186/s40425-019-0728-4
https://doi.org/10.1038/d41573-020-00204-y
https://doi.org/10.1016/S0140-6736(20)32598-8
https://www.ncbi.nlm.nih.gov/pubmed/33285141
https://doi.org/10.1038/s41571-018-0142-8
https://www.ncbi.nlm.nih.gov/pubmed/30523282
https://doi.org/10.1016/j.ccell.2020.03.017
https://www.ncbi.nlm.nih.gov/pubmed/32289269

	Introduction 
	Materials and Methods 
	Cell Culture 
	Real-Time Quantity PCR (RT-qPCR) 
	Western Blot 
	Immunohistology (IHC) 
	sgRNA Transfection 
	CCK-8 Assay 
	Survival Analysis 
	Co-Expression Gene and Survival-Related Gene Analysis 
	T Cell Cytotoxicity Assays 
	C3H Syngeneic Model 
	Statistical Analysis 

	Results 
	Higher Expression of PHLDB2 Is Correlated with Poorer Prognosis for HNSCC Patients 
	PHLDB2 Promotes EMT and Tumorigenicity of HNSCC 
	Elevated PHLDB2 Is Closely Related to Immune Regulation in HNSCC 
	Targeting PHLDB2 Exerts an Anti-Tumor Effect in HNSCC by Enhancing the Anti-Tumor Function of T Cells 

	Discussions 
	References

