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Abstract.  Immune checkpoint inhibitors (ICIs), which target novel immune receptors
including programmed cell death protein-1 (PD-1), cytotoxic T-lymphocyte-associated
antigen-4 (CTLA-4), lymphocyte activation gene-3 (LAG-3), T-cell immunoglobulin and
ITIM domain (TIGIT), and T-cell immunoglobulin and mucin domain 3 (TIM-3), have
profoundly reshaped cancer treatment paradigms. Tumors exploit these signaling pathways
to suppress T-cell activation and impair immune surveillance. By interrupting inhibitory
signaling, ICIs mechanistically restore antitumor immune responses. In clinical practice,
ICIs have demonstrated durable efficacy and wide-ranging applicability across multiple
solid tumors, markedly increasing overall survival (OS) when utilized as monotherapy or in
combination with chemotherapy or anti-angiogenic therapies. Nonetheless, significant
clinical challenges persist, including heterogeneous patient responses, only approximately
20–40% achieve sustained remission, and immune-related adverse events (irAEs) affecting
around 50–70% of recipients. Additionally, existing biomarkers, such as programmed cell
death-ligand 1 (PD-L1) expression levels and tumor mutation burden, exhibit limited
predictive accuracy across different cancer types. Moreover, irAEs, including severe
pneumonitis and endocrine toxicities, require specialized clinical management. Moving
forward, research should emphasize developing multi-omics-based biomarkers, refining
combination treatment regimens, and unraveling resistance mechanisms to improve the
precision and effectiveness of immunotherapy.
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1. Introduction

While traditional tumor treatments like have shown some success in clinical use, their limitations
have become apparent. Chemotherapeutic drugs and ionizing radiation can trigger severe systemic
toxic reactions while eliminating tumor cells. Tumor heterogeneity and genomic instability may
result in drug resistance. More critically, tumor cells can circumvent immune system surveillance
via immune escape mechanisms, progressively establishing an immune-suppressive
microenvironment [1]. Recent research indicates that tumor cells overexpress immune checkpoint
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molecules, such as PD-L1, and specifically bind to PD-1 receptors on T cell surfaces. This binding
induces T-cell exhaustion and disrupts immune synapse formation, establishing an immune-
privileged microenvironment that facilitates tumor growth [2]. This biological trait not only clarifies
the primary cause behind the failure of traditional therapies to achieve lasting remission but also lays
the theoretical groundwork for the development of ICIs.

ICIs have nearly transformed the landscape of cancer therapy. Compared to traditional
treatments, ICIs offer two key advantages: first, their effects are durable and involve immunological
memory, with some patients achieving long-term remission [3]; second, these inhibitors have a
broad spectrum of action, showing significant efficacy against various solid tumors [4, 5]. Moreover,
the advancement of inhibitors aimed at emerging targets has broadened the scope of immunotherapy.

ICIs not only overturn the conventional cancer treatment paradigm but also progressively
advance the evolution of precision medicine. First, their efficacy is closely linked to specific
biomarkers, such as tumor mutation load, and viral infection status, which aids in the advancement
of personalized therapy [6].For instance, patients with high PD-L1 levels benefit from monotherapy,
whereas those with low PD-L1 levels might need combination therapy with chemotherapy [7].
Secondly, combining ICIs with other treatment methods has become a central focus of research.

2. Principles of action of immune checkpoints and inhibitors

2.1. PD-1 and PD-L1

The interaction between PD-1 and its ligand PD-L1 constitutes a critical mechanism by which
cancer cells escape immune detection. PD-1, known as an essential immune checkpoint, is
predominantly upregulated in activated T lymphocytes, B cells, and natural killer (NK) cells. In
contrast, PD-L1 is frequently overexpressed in both tumor cells and immune cells infiltrating the
tumor microenvironment (TME). When PD-L1 engages with PD-1 on the surface of T cells, it leads
to suppression of T-cell function, marked by diminished cytokine secretion, limited cell
proliferation, and ultimately T-cell exhaustion, thereby facilitating immune evasion by tumors [8].
The expression of PD-L1 is regulated by a range of intrinsic factors, including oncogenic signaling
pathways, as well as extrinsic cues such as hypoxic conditions within the TME. For example, the
transcription factor c-Myc, expressed by the oncogene MYC, has the ability to directly bind to the
promoter region of PD-L1, driving its transcription. Similarly, insufficient supply of oxygen within
tumors activates hypoxia-inducible factor 1-alpha (HIF-1α), thereby elevating the expression of PD-
L1, reinforcing the immunoresistance of the tumors [9].

Inhibiting the PD-1/PD-L1 axis has emerged as an integral part of immunotherapeutic modalities
in several cancers. An example agent, pembrolizumab, has been found to provide considerable
survival advantage in melanoma patients as well as patients with non-small cell lung cancer
(NSCLC [4, 10]. Nevertheless, numerous patients remain minimally responsive, highlighting the
need for better therapeutic modalities. Combination of PD-1/PD-L1 inhibitors with other therapeutic
modalities has the promise of substantially increasing their therapeutic efficacy. For example,
ketogenic dietary therapies or pharmacological activation of AMP-activated protein kinase (AMPK)
has the ability to increase anti-tumor immunity by redistribution of cellular metabolic pathways,
thereby making therapies with PD-L1 blockade more effective [11]. Moreover, inhibition of cyclin-
dependent kinase (CDK) 4/6 has been shown to improve responsiveness to PD-L1-targeted therapies
by activation of endogenous retroviral sequences in tumor cells, with increased double-stranded
RNA generation by them, subsequently leading to enhanced expression of PD-L1 [12].
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Emerging evidence also highlights the critical involvement of B cells and plasma cells in the
response to PD-L1 inhibition. Elevated infiltration of B cells correlates with prolonged OS
following PD-L1 blockade, independent of CD8+ T-cell-driven mechanisms [13]. Additionally,
heightened plasma cell signatures may serve as predictive markers for improved survival outcomes
in patients undergoing PD-L1-targeted therapy. Collectively, these findings imply that B and plasma
cells potentially bolster therapeutic efficacy by modulating the immune milieu within the TME.

2.2. CTLA-4

Another vital immune checkpoint, CTLA-4, functions in a way that complements but differs
mechanistically from PD-1. CTLA-4 primarily acts during the initial stage of T-cell activation,
where it controls immune responses by limiting T-cell expansion and preventing hyperactivation. On
the other hand, PD-1 predominantly regulates T-cell activity at later phases, ensuring immune
homeostasis during ongoing immune responses. Structurally, CTLA-4 is a member of the
immunoglobulin superfamily (IgSF) and shares approximately 30% amino acid sequence identity
with CD28, which delivers co-stimulatory signals to T cells [14]. Localized mainly on the surface
and inside activated T cells, CTLA-4 inhibits immune activation by outcompeting CD28 for binding
to the co-stimulatory molecules CD80 (B7-1) and CD86 (B7-2), thereby dampening T-cell
responses.

CTLA-4-targeted therapies have demonstrated robust clinical effectiveness, particularly in
treating metastatic malignant melanoma. Ipilimumab, a monoclonal antibody directed against
CTLA-4, has consistently produced significant enhancements in objective tumor responses and
durable clinical benefits for patients across multiple clinical trials involving advanced melanoma
[15, 16]. Nonetheless, substantial evidence has also established a clear link between CTLA-4
blockade therapy and the occurrence of clinically significant irAEs [17].

Beyond its role as a therapeutic target, CTLA-4 and its related molecules (such as CTLA-4
promoter methylation) have also been explored as biomarkers for predicting treatment response.
Studies have shown that the level of CTLA-4 promoter methylation is negatively correlated with
CTLA-4 mRNA expression. In immune checkpoint blockade therapy, low methylation levels are
largely associated with better treatment response and OS. This implies that CTLA-4 promoter
methylation might act as a potential biomarker for identifying patients who gain from immune
checkpoint blockade therapy, thus aiding in enhancing the precision and effectiveness of treatment
[15].

2.3. TIM-3

TIM-3, an important immunomodulatory receptor, was initially discovered due to its role in
modulating interferon-γ secretion from CD4+ and CD8+ T cells [18, 19]. , an important
immunomodulatory receptor, was initially discovered due to its role in modulating interferon-γ
secretion from [20].

Recently developed, TSR-022 is a monoclonal antibody targeting human TIM-3, designed to
counteract TIM-3-mediated immunosuppressive effects, thereby promoting T-cell proliferation and
cytokine secretion. In preclinical studies, TSR-022 demonstrated notable antitumor activity, both as
a single agent and in combination with anti-PD-1 therapeutics [21].
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2.4. LAG-3

LAG-3, another ICR belonging to the IgSF, is structurally similar to CD4 and has recently drawn
increasing attention within immunological research. The human LAG-3 gene comprises eight exons,
which encode a transmembrane protein of 498 amino acids featuring four extracellular IgSF
domains. The first extracellular domain (V-SET) contains a distinctive intrachain disulfide linkage
and an additional loop structure, whereas the subsequent three domains are classified as C2-SET
domains. Structurally and genetically, LAG-3 shares significant homology with CD4, including
comparable exon-intron organization and peptide sequences. Additionally, both genes reside closely
at the distal segment of chromosome 12's short arm, supporting the hypothesis that LAG-3 may have
arisen from gene duplication events [22]. The immune receptor LAG-3 is expressed on a variety of
immune subsets, including NK cells and, most notably, plasmacytoid dendritic cells (pDCs) [23, 24].
In activated T lymphocytes, LAG-3 acts as an inhibitory modulator by curbing their proliferation,
maintaining immune equilibrium, and supporting the suppressive function of regulatory T cells
(Tregs) [25]. Interestingly, LAG-3 expression in pDCs is nearly ten times higher than in either
activated effector Tregs or conventional Tregs [26].

Given its inhibitory role in immune regulation, LAG-3 is increasingly viewed as a promising
target in cancer immunotherapy. Persistent LAG-3 expression, akin to PD-1 and CTLA-4, is
associated with immune exhaustion in chronic diseases, leading to functional impairment of effector
T cells. Antibodies targeting LAG-3 have shown the capability to suppress the immunosuppressive
functions of Tregs, thereby enhancing antitumor immune responses. Furthermore, the expression of
LAG-3 in pDC and its role in pDC homeostasis make it a key functional marker for pDC research,
providing new targets for tumor immunotherapy. Future studies are required to elucidate LAG-3's
specific roles within different immune cell contexts and assess its potential in clinical applications.
Notably, activated T cells, NK cells, and pDCs prominently express LAG-3.

2.5. TIGIT

TIGIT, identified initially on T lymphocytes and NK cells, represents another co-inhibitory receptor
characterized structurally by its immunoglobulin domain [27]. Within its cytoplasmic tail, TIGIT
contains inhibitory signaling motifs, including the immunoreceptor tyrosine-based inhibitory motif
(ITIM) and immunoglobulin tail tyrosine-like (ITT-like) motifs, both pivotal for its suppressive
activities. Upon engagement with its ligands, TIGIT negatively modulates immune responses by
indirectly influencing dendritic cell (DC) functions in T cells and directly suppressing NK cell
cytotoxic activities by interrupting intracellular signaling, particularly via the PI3K and MAPK
pathways [28]. Moreover, increased TIGIT expression is closely associated with tumor immune
evasion. It boosts the production of immunosuppressive cytokines, like interleukin-10, which
suppresses anti-tumor immune responses [27].

2.6. BTLA

Another inhibitory receptor belonging to the immunoglobulin superfamily, BTLA, is prominently
found on NK cells, B lymphocytes, and T cells. BTLA’s intracellular region features two ITIM
domains. Upon activation, BTLA becomes upregulated on T lymphocytes, showing notably higher
expression on Th1 cells relative to Th2 cells [29]. By interacting with specific ligands, including
herpesvirus entry mediator (HVEM) and B7x [30, 31], BTLA dampens immune responses,
specifically by inhibiting T-cell proliferation and reducing cytokine secretion, notably IL-2 [30].
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Studies in BTLA-deficient mice reveal significantly augmented T-cell immunity, highlighting
BTLA's importance in immune regulation and homeostasis.

Currently, BTLA-related studies are increasingly relevant in tumor immunology research.
Aberrant expression of BTLA on both immune and tumor cells has been linked to tumor progression
and worse clinical outcomes. For example, dysregulated interactions of BTLA with HVEM in
chronic lymphocytic leukemia (CLL) are associated with immune suppression and poor prognostic
implications [30]. Blockade of BTLA has demonstrated partial restoration of NK cell-mediated
cytotoxicity, subsequently inhibiting tumor progression. Furthermore, studies on ovarian cancer
suggest that microRNA-32, which targets BTLA, substantially reduces tumor cell proliferation,
migration, and invasion. These findings highlight BTLA’s potential as a therapeutic target in cancer
immunotherapy [32].

BTLA’s cell subset-specific mechanisms remain poorly defined. Interactions with other
checkpoints and synergistic effects in cancer immunotherapy require further exploration. Future
research may focus on developing BTLA-targeted antibodies or small-molecule inhibitors to unlock
its clinical potential in tumor immunotherapy.

2.7. B7 family

Members of the B7 molecular family can function either as co-stimulatory or co-inhibitory
regulators, influencing T-cell activation, proliferation, and overall immune functionality through
receptor-ligand interactions. Recent studies exploring the B7 family members and their ligands have
underscored B7-H3, B7-H4, and VISTA as critical therapeutic targets in oncology immunotherapy,
primarily due to their essential contributions to tumor-mediated immune escape and their
involvement in autoimmune pathology.

2.7.1. B7-H3

Members of the B7 family are defined by bifunctionality—the ability to act as either co-stimulatory
or co-inhibitory receptors—that regulate T-cell proliferation, activation, and effector activities via
interaction with their specific ligands. More current studies investigating their roles in mechanisms
of autoimmune diseases as well as immune evasion induced by tumors has highlighted B7-H3, B7-
H4, as well as VISTA, as notably promising cancer immunotherapy targets [33, 34]. Owing to their
restricted expression in normal tissues, these proteins are particularly desirable targets for
therapeutic interference. Expressed primarily upon antigen-presenting cells (APCs), B7-H3
primarily acts as an inhibitory regulator upon T-cell proliferation and activation, thereby having
considerable control over immune regulation. In the TME, B7-H3 not only supports immune
evasion through suppression of antigen-specific immune reactivity toward cancer cells but also
supports enhanced tumor growth with immune-independent mechanisms. These involve supporting
epithelial-mesenchymal transition (EMT), generation of chemotherapeutic resistances, activation of
angiogenic processes, as well as supportive increased invasiveness as well as migratory abilities of
cancer cells [35].

Recent preclinical studies involving B7-H3 antibodies have exhibited strong antitumor activities
with encouraging safety profiles. In particular, preliminary Phase I clinical trial data evaluating a
monoclonal antibody against B7-H3 with ADCC functionality has revealed encouraging preliminary
efficacy [34]. Additionally, multiple therapeutic modalities targeting B7-H3, such as bispecific
antibodies, monoclonal antibody blockage, CAR-T cell therapies, small molecule inhibition, as well
as combinational treatment regimens, continuously exhibit encouraging performance in preclinical
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studies [34]. Moreover, another Phase I clinical trial evaluating intraperitoneal radioimmunotherapy
(RIT) directed against B7-H3 in cancer patients with DSRCT and other cancers demonstrated
minimal irradiation exposure of normal tissues, acceptable safety, and lack of dose-limiting
toxicities. Ongoing clinical studies continue to evaluate the therapeutic efficacy and safety profiles
of several other new B7-H3-targeted antibodies.

2.7.2. B7-H4

The B7-H4 (VTCN1, B7x, or B7S1) belongs to the B7 family, which is notable for its role in
immune regulation and tumor immune evasion. It primarily engages with inhibitory co-receptors on
T cells to foster antigen tolerance [36, 37].

B7-H4 expression is markedly elevated in multiple cancer types, prominently on tumor-
associated macrophages (TAMs) and tumor cells themselves, and is intimately connected to immune
escape processes. Interestingly, although B7-H4 is commonly observed in fresh primary tumor
specimens and tumor xenograft models, its expression diminishes rapidly under in vitro conditions,
indicating a dependency on in vivo microenvironmental factors. Functionally, B7-H4 suppresses T-
cell proliferation and activation, facilitates immune evasion, and possibly induces T-cell exhaustion
through increased expression of the transcription factor Eomes, consequently impairing antitumor
immune responses [38].

Clinically, high levels of B7-H4 expression strongly correlate with unfavorable prognostic
indicators in various cancer types [37, 38]. Blocking B7-H4 interactions with its cognate receptors
can significantly enhance T-cell-mediated antitumor immunity. Indeed, specific anti-B7-H4
antibodies isolated from single-chain variable fragment (scFv) libraries derived from ovarian cancer
patients effectively reverse B7-H4-mediated suppression, restoring tumor-specific T-cell activation.
Animal-based preclinical experiments further indicated that treatment with intraperitoneally
administered anti-B7-H4 scFv effectively delayed tumor progression, highlighting significant
therapeutic potential.

2.7.3. VISTA

V-domain immunoglobulin T-cell activation suppressor (VISTA), a recently identified immune-
modulating molecule belonging to the IgSF, exhibits high expression primarily within
hematopoietic-derived cells, particularly bone marrow APCs and T lymphocytes [39, 40]. VISTA
primarily mediates its immunosuppressive functions through interactions involving its extracellular
domain and PSGL-1 expressed on T-cell surfaces. This interaction suppresses T cell proliferation.
These inhibitory effects are more evident in the acidic conditions typically present in the TME [41].
VISTA also induces Foxp3 expression, further suppressing immune responses [39]. Recently, VSIG-
3 was identified as a VISTA ligand, with the VSIG-3/VISTA pathway inhibiting human T-cell
function, providing new cancer treatment strategies [42].

VAntibodies that block VISTA, much like those targeting CTLA-4 and PD-1, selectively inhibit
VISTA-PSGL-1 interactions in acidic conditions, reversing immune suppression and boosting T-
cell-mediated antitumor responses.

3. Combination immunotherapy targeting immune checkpoints

Increasingly, combination therapy approaches have gained attention as essential methods for
improving the effectiveness of ICIs in tumor treatment. For example, numerous studies have
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confirmed that simultaneous blockade of PD-1 and CTLA-4 pathways generates synergistic effects,
significantly increasing therapeutic responses and patient survival. Furthermore, combining ICIs
with chemotherapy, radiotherapy, targeted therapies, or anti-angiogenic drugs has produced
promising clinical outcomes.

Notably, the CheckMate 067 clinical trial showed that previously untreated advanced melanoma
patients treated concurrently with the anti-PD-1 antibody nivolumab and the anti-CTLA-4 antibody
ipilimumab achieved marked improvements in OS and progression-free survival (PFS). Specifically,
combination therapy produced a median OS of 72.1 months, compared to 36.9 months with
nivolumab monotherapy and 19.9 months with ipilimumab monotherapy. Importantly, these clinical
advantages remained evident after prolonged follow-up extending to nearly 6.5 years [4, 5].

Similarly, clinical studies in extensive-stage small cell lung cancer (ES-SCLC) showed that
combination therapies with conventional chemotherapy plus either the anti-PD-1 antibody
serplulimab or the anti-PD-L1 antibody adebrelimab resulted in better clinical effects compared with
chemotherapy alone. These combinations effectively increased both OS and PFS [7]. In addition,
combination with anti-angiogenic agents and ICIs has presented remarkable clinical effects, as
indicated in the IMpower150 trial, where patients with advanced NSCLC exhibited significant
increases in OS and PFS following administration with atezolizumab (anti-PD-L1 antibody) plus
bevacizumab (anti-VEGF antibody) in combination [43, 44].

Apart from well-established immune checkpoints, new immune-regulatory molecules have raised
considerable interest recently. For example, LAG-3, an inhibitory T-cell receptor playing a role in
the negative regulation of T-cell function, has exhibited significant safety and antitumor efficacy in
phase I evaluation of the anti-LAG-3 antibody LAG525 alone with the anti-PD-1 antibody PDR001
[45]. In an equally encouraging manner, TIGIT, an immunoreceptor with known binding capabilities
with its ligand, CD155 (poliovirus receptor, PVR), demonstrated encouraging therapeutic effects
with manageable safety profiles. Clinical assessment of TIGIT-targeted agent vibostolimab with
pembrolizumumab (anti-PD-1) exhibited encouraging efficacy in advanced-stage solid malignancies
[46]. TIM-3, another T-cell immunosuppressive receptor with galectin-9 interaction, hence
inhibiting T-cell activation, has been therapeutically investigated. Combination evaluation in phase I
between the TIM-3 antagonist LY3321367 with an anti-PD-L1 antibody, LY3300054, resulted in
favorable clinical responses with acceptable safety, thus exploring newer combinations of
immunotherapy [47-49].

4. Limitations of immune checkpoint blockade technology in clinical applications

The advent of ICIs has signaled the start of the cancer immunotherapy era. However, their clinical
application still faces many challenges. These challenges are mainly observed in the diverse
treatment responses among patients, the complexity of managing irAEs, and the lack of accurate
predictive biomarkers.

Clinical responses to ICIs vary substantially among different patient populations. Studies have
revealed that while certain patients achieve durable clinical benefits, the majority experience
minimal, temporary, or no significant responses to ICIs. Factors potentially underlying such variable
therapeutic outcomes include inherent tumor-specific characteristics, individual patient immune
conditions, and unique features of the TME. Therefore, the mutation burden of tumor cells, their
antigen-presenting capacity, and the presence of an immunosuppressive microenvironment may all
influence the efficacy of ICIs. Additionally, the host's genome, epigenome, and immune cell
composition also play important roles [50, 51]. Nevertheless, the current understanding of these



Proceedings	of	the	5th	International	Conference	on	Biological	Engineering	and	Medical	Science
DOI:	10.54254/2753-8818/2025.PJ26468

76

complex molecular interactions remains insufficiently comprehensive, and reliable methods to
accurately identify potential responders prior to initiating ICI treatment are still lacking.

Adverse effects associated with ICI therapy differ significantly from those induced by traditional
chemotherapy. irAEs can involve diverse organ systems, including the hepatic, pulmonary,
gastrointestinal, endocrine, and integumentary systems [52]. Although the incidence and severity of
irAEs depend heavily upon the specific type and regimen of ICIs employed, their potential
seriousness and irreversibility necessitate careful clinical management. For instance, immune-related
endocrine disorders (like hypophysitis, thyroid dysfunction, and adrenal insufficiency) might
necessitate long-term hormone replacement therapy, while immune-related pneumonitis and colitis
can lead to serious complications or even death [52, 53].The clinical manifestations of irAEs are
diverse and nonspecific, increasing the difficulty of diagnosis and management.

Another key challenge confronting the clinical application of ICIs is the current lack of reliable
and precise biomarkers for predicting therapeutic responsiveness. Although several potential
biomarkers, such as tumor mutational burden (TMB), PD-L1 protein expression, and the
composition of gut microbiota, are being actively investigated, their accuracy and consistency
remain inadequate [54]. PD-L1 levels are often considered critical predictive indicators of ICI
effectiveness, yet their predictive capability varies significantly depending on cancer type, and
clinical benefits can still be observed in certain patients exhibiting low PD-L1 expression [50].
Biomarkers such as tumor mutation burden and gut microbiota composition have shown some
potential, but their clinical application still needs further validation [54]. Hence, developing
biomarkers that can more accurately predict the effectiveness of ICIs is a key research focus at
present. It is essential for optimizing patient selection, enhancing treatment outcomes, and
minimizing unnecessary toxicity.

5. Conclusion

ICIs have revolutionized oncology by reinvigorating antitumor T-cell responses through blockade of
PD-1/PD-L1, CTLA-4, LAG-3, TIM-3, TIGIT and other key pathways, yielding durable survival
benefits across multiple solid tumors. Nevertheless, clinical utility remains constrained by modest
response rates (20–40%), immune-related adverse events affecting 50–70 % of patients, and limited
predictive power of current biomarkers. Future efforts should leverage multi-omics approaches to
elucidate resistance mechanisms, refine combination regimens (e.g., ICIs plus chemotherapy, anti-
angiogenic agents or metabolic modulators), and develop more precise predictive models, thereby
advancing truly personalized, effective and safer cancer immunotherapy.

References

[1] Baumeister S H, Freeman G J, Dranoff G, et al. Coinhibitory Pathways in Immunotherapy for Cancer [M]//Littman
D R, Yokoyama W M. Annual Review of Immunology, Vol 34. 2016: 539-73.

[2] Akbay E A, Koyama S, Carretero J, et al. Activation of the PD-1 pathway contributes to immune escape in EGFR-
driven lung tumors [J]. Molecular Cancer Therapeutics, 2013, 12(11).

[3] Ribas A, Wolchok J D. Cancer immunotherapy using checkpoint blockade [J]. Science, 2018, 359(6382): 1350.
[4] Wolchok J D, Chiarion-sileni V, Gonzalez R, et al. Long-Term Outcomes With Nivolumab Plus Ipilimumab or

Nivolumab Alone Versus Ipilimumab in Patients With Advanced Melanoma [J]. Journal of Clinical Oncology,
2022, 40(2): 127.

[5] Rotte A. Combination of CTLA-4 and PD-1 blockers for treatment of cancer [J]. Journal of Experimental &
Clinical Cancer Research, 2019, 38.

[6] Li H, Van Der Merwe P A, Sivakumar S. Biomarkers of response to PD-1 pathway blockade [J]. British Journal of
Cancer, 2022, 126(12): 1663-75.



Proceedings	of	the	5th	International	Conference	on	Biological	Engineering	and	Medical	Science
DOI:	10.54254/2753-8818/2025.PJ26468

77

[7] Wang S, Li Y, Liu Z, et al. Efficacy and safety of first-line immune checkpoint inhibitors combined with
chemotherapy for extensive-stage small cell lung cancer: A network meta -analysis [J]. Lung Cancer, 2023, 178:
47-56.

[8] Akbay E A, Koyama S, Carretero J, et al. Activation of the PD-1 Pathway Contributes to Immune Escape in EGFR-
Driven Lung Tumors [J]. Cancer Discovery, 2013, 3(12): 1355-63.

[9] Barsoum I B, Smallwood C A, Siemens D R, et al. A Mechanism of Hypoxia-Mediated Escape from Adaptive
Immunity in Cancer Cells [J]. Cancer Research, 2014, 74(3): 665-74.

[10] Cerezo M, Guemiri R, Druillennec S, et al. Translational control of tumor immune escape via the eIF4F-STAT1-
PD-L1 axis in melanoma [J]. Nature Medicine, 2018, 24(12): 1877.

[11] Dai X, Bu X, Gao Y, et al. Energy status dictates PD-L1 protein abundance and anti-tumor to enable blockade [J].
Molecular Cell, 2021, 81(11): 2317.

[12] Goel S, Decristo M J, Watt A C, et al. CDK4/6 inhibition triggers anti-tumour immunity [J]. Nature, 2017,
548(7668): 471.

[13] Patil N S, Nabet B Y, Mueller S, et al. Intratumoral plasma cells predict outcomes to PD-L1 blockade in non-small
cell lung cancer [J]. Cancer Cell, 2022, 40(3): 289.

[14] Alegre M, Noel P, Eisfelder B, et al. Regulation of surface and intracellular expression of CTLA4 on mouse T cells
[J]. Journal of Immunology, 1996, 157(11): 4762-70.

[15] Goltz D, Gevensleben H, Vogt T J, et al. CTLA4 methylation predicts response to anti-PD-1 and anti-CTLA-4
immunotherapy in melanoma patients [J]. Jci Insight, 2018, 3(13).

[16] Ceeraz S, Nowak E C, Noelle R J. B7 family checkpoint regulators in immune regulation and disease [J]. Trends in
Immunology, 2013, 34(11): 556-63.

[17] Downey S G, Klapper J A, Smith F O, et al. Prognostic factors related to clinical response in patients with
metastatic melanoma treated by CTL-associated antigen-4 blockade [J]. Clinical Cancer Research, 2007, 13(22):
6681-8.

[18] Dixon K O, Tabaka M, Schramm M A, et al. TIM-3 restrains anti-tumour immunity by regulating inflammasome
activation [J]. Nature, 2021, 595(7865): 101.

[19] Wolf Y, Anderson A C, Kuchroo V K. TIM3 comes of age as an inhibitory receptor [J]. Nature Reviews
Immunology, 2020, 20(3): 173-85.

[20] Zhu C, Anderson A, Schubart A, et al. The Tim-3 ligand galectin-9 negatively regulates T helper type 1 immunity
[J]. Nature Immunology, 2005, 6(12): 1245-52.

[21] Murtaza A, Laken H, Correia J D S, et al. Discovery of TSR-022, a novel, potent anti-human TIM-3 therapeutic
antibody [J]. European Journal of Cancer, 2016, 69: S102-S.

[22] Triebel F, Jitsukawa S, Baixeras E, et al. Lag-3, A novel lymphocyte-activation gene closely related to cd4 [J].
Journal of Experimental Medicine, 1990, 171(5): 1393-405.

[23] Huang C, Workman C, Flies D, et al. Role of LAG-3 in regulatory T cells [J]. Immunity, 2004, 21(4): 503-13.
[24] Baixeras E, Huard B, Miossec C, et al.Characterization of the lymphocyte-activation gene 3-encoded protein - a

new ligand for human-leukocyte antigen class-II antigens [J]. Journal of Experimental Medicine, 1992, 176(2):
327-37.

[25] Workman C, Vignali D. Negative regulation of T cell homeostasisby lymphocyte activation gene-3 (CD223) [J].
Journal of Immunology, 2005, 174(2): 688-95.

[26] Workman C J, Wang Y, El Kasmi K C, et al. LAG-3 Regulates Plasmacytoid Dendritic Cell Homeostasis [J].
Journal of Immunology, 2009, 182(4): 1885-91.

[27] Stanietsky N, Simic H, Arapovic J, et al. The interaction of TIGIT with PVR and PVRL2 inhibits human NK cell
cytotoxicity [J]. Proceedings of the National Academy of Sciences of the United States of America, 2009, 106(42):
17858-63.

[28] Liu S, Zhang H, Li M, et al. Recruitment of Grb2 and SHIP1 by the ITT-like motif of TIGIT suppresses granule
polarization and cytotoxicity of NK cells [J]. Cell Death and Differentiation, 2013, 20(3): 456-64.

[29] Watanabe N, Gavrieli M, Sedy J, et al. BTLA is a lymphocyte inhibitory receptor with similarities to CTLA-4 and
PD-1 [J]. Nature Immunology, 2003, 4(7): 670-9.

[30] Sordo-bahamonde C, Lorenzo-herrero S, Gonzalez-rodriguez A P, et al. BTLA/HVEM Axis Induces NK Cell
Immunosuppression and Poor Outcome in Chronic Lymphocytic Leukemia [J]. Cancers, 2021, 13(8).

[31] M'hidi H, Thibult M-L, Chetaille B, et al. High Expression of the Inhibitory Receptor BTLA in T-Follicular Helper
Cells and in B-Cell Small Lymphocytic Lymphoma/Chronic Lymphocytic Leukemia [J]. American Journal of
Clinical Pathology, 2009, 132(4): 589-96.

[32] Zhang R-R, Wang L-M, Shen J J. Overexpression of miR-32 inhibits the proliferation and metastasis of ovarian
cancer cells by targeting BTLA [J]. European Review for Medical and Pharmacological Sciences, 2020, 24(9):



Proceedings	of	the	5th	International	Conference	on	Biological	Engineering	and	Medical	Science
DOI:	10.54254/2753-8818/2025.PJ26468

78

4671-8.
[33] Modak S, Zanzonico P, Grkovski M, et al. B7H3-Directed Intraperitoneal Radioimmunotherapy With

Radioiodinated Omburtamab for Desmoplastic Small Round Cell Tumor and Other Peritoneal Tumors: Results of a
Phase I Study [J]. Journal of Clinical Oncology, 2020, 38(36): 4283.

[34] Picarda E, Ohaegbulam K C, Zang X. Molecular Pathways: Targeting B7-H3 (CD276) for Human Cancer
Immunotherapy [J]. Clinical Cancer Research, 2016, 22(14): 3425-31.

[35] Kontos F, Michelakos T, Kurokawa T, et al. B7-H3: An Attractive Target for Antibody-basedImmunotherapy [J].
Clinical Cancer Research, 2021, 27(5): 1227-35.

[36] Janakiram M, Shah U A, Liu W, et al. The third group of the B7-CD28 immune checkpoint family: HHLA2,
TMIGD2, B7x, and B7-H3 [J]. Immunological Reviews, 2017, 276(1): 26-39.

[37] Dangaj D, Lanitis E, Zhao A, et al. Novel Recombinant Human B7-H4 Antibodies Overcome Tumoral Immune
Escape to Potentiate T-Cell Antitumor Responses [J]. Cancer Research, 2013, 73(15): 4820-9.

[38] LiJ, Lee Y, Li Y, et al. Co-inhibitory Molecule B7 Superfamily Member 1 Expressed by Tumor-Infiltrating Myeloid
Cells Induces Dysfunction of Anti-tumor CD8+ T Cells [J]. Immunity, 2018, 48(4): 773.

[39] Lines J L, Pantazi E, Mak J, et al. VISTA Is an Immune Checkpoint Molecule for Human T Cells [J]. Cancer
Research, 2014, 74(7): 1924-32.

[40] Wang L, Rubinstein R, Lines J L, et al. VISTA, a novel mouse Ig superfamily ligand that negatively regulates T cell
responses [J]. Journal of Experimental Medicine, 2011, 208(3): 577-92.

[41] Johnston R J, SuL J, Pinckney J, et al. VISTA is an acidic pH-selective ligand for PSGL-1 [J]. Nature, 2019,
574(7779): 565.

[42] Wang J, Wu G, Manick B, et al. VSIG-3 as a ligand of VISTA inhibits human T-cell function [J]. Immunology,
2019, 156(1): 74-85.

[43] Pandey P, Khan F, Qari H A, et al. Revolutionization in Cancer Therapeutics via Targeting Major Immune
Checkpoints PD-1, PD-L1 and CTLA-4 [J]. Pharmaceuticals, 2022, 15(3).

[44] Voron T, Colussi O, Marcheteau E, et al. VEGF-A modulates expression of inhibitory checkpoints on CD8 + T cells
in tumors [J]. Journal of Experimental Medicine, 2015, 212(2): 139-48.

[45] Schoffski P, Tan D S W, Martin M, et al. Phase I/II study of the LAG-3 inhibitor ieramilimab (LAG525) ± anti-PD-
1 spartalizumab (PDR001) in patients with advanced malignancies [J]. Journal for Immunotherapy of Cancer, 2022,
10(2).

[46] Niu J, Maurice-dror C, Lee D H, et al. First-in-human phase 1 study of the anti-TIGIT antibody vibostolimab as
monotherapy or with pembrolizumab for advanced solid tumors, including non-small-cell lung cancer [J]. Annals of
Oncology, 2022, 33(2): 169-80.

[47] Hollebecque A, Chung H C, De Miguel M J, et al. Safety and Antitumor Activity of α-PD-L1 Antibody as
Monotherapy or in Combination with α-TIM-3 Antibody in Patients with Microsatellite Instability-High/Mismatch
Repair-Deficient Tumors [J]. Clinical Cancer Research, 2021, 27(23): 6393-404.

[48] Harding J J, Moreno V, Bang Y-J, et al. Blocking TIM-3 in Treatment-refractory Advanced Solid Tumors: A Phase
Ia/b Study of LY3321367 with or without an Anti-PD-L1 Antibody [J]. Clinical cancer research : an official journal
of the American Association for Cancer Research, 2021, 27(8): 2168-78.

[49] Harding J J, Patnaik A, Moreno V, et al. A phase Ia/Ib study of an anti-TIM-3 antibody (LY3321367) monotherapy
or in combination with an anti-PD-L1 antibody (LY3300054): Interim safety, efficacy, and pharmacokinetic
findings in advanced cancers [J]. Journal of Clinical Oncology, 2019, 37(8).

[50] Pitt J M, Vetizou M, Daillere R, et al. Resistance Mechanisms to Immune-Checkpoint Blockade in Cancer: Tumor-
Intrinsic and -Extrinsic Factors [J]. Immunity, 2016, 44(6): 1255-69.

[51] Morad G, Helmink B A, Sharma P, et al. Hallmarks of response, resistance, and toxicity to immune checkpoint
blockade [J]. Cell, 2021, 184(21): 5309-37.

[52] Sullivan R J, Weber J S. Immune-related toxicities of checkpoint inhibitors: mechanisms and mitigation strategies
[J]. Nature Reviews Drug Discovery, 2022, 21(7): 495-508.

[53] Sznol M, Postow M A, Davies M J, et al. Endocrine-related adverse events associated with immune checkpoint
blockade and expert insights on their management [J]. Cancer Treatment Reviews, 2017, 58: 70-6.

[54] Ganesan S, Mehnert J. Biomarkers for Response to Immune Checkpoint Blockade [M]//Jacks T, Sawyers C L.
Annual Review of Cancer Biology, Vol 4. 2020: 331-51.


